A Complete Bibliograph y of Publications in the

Journal of Computational Biolo gy

Nelson H. F. Beeb e

Univ ersit y of Utah

Departmen t of Mathematics, 110 LCB

155 S 1400 E RM 233

Salt Lak e Cit y , UT 84112-0090

USA

T el: +1 801 581 5254

F AX: +1 801 581 4148

E-mail: beebe@math.utah.edu, beebe@acm.org, beebe@computer.org (In ternet)

WWW URL: http://www.math.utah.edu/~beebe/

28 Ma y 2024

V ersion 1.10

Title w ord cross-reference

(l , d) [A

OH16]. 1 [BHHR19]. 2

[ABF

+

04, CLR

+

05, EHK

+

02, GMS05, KMR

G09b, OSC11, SSW20, YE02]. 3

[A T05, CFB

+

07, DSN14, GRM09, GWX18, HPR09, KMR

G09a, PSCP09,

SVD14, Shi10a, ZL

TS13]. 4 [CCJ09].

+

[A CKK19].

1

[LPW05, Rob96, XU97].

15

[JGL11].

2

[HBD94, Lat99].

nd

[PS11].

′

[DS19].

th

[Ber11].

0

[LLD

+

16].

50

[CN17].

H 1

[SK G

+

00]. A [TP11]. A∗ [HMU06, LR00]. α

[BSB

+

05, cLcSwP

+

21, MXW

+

20, TS96]. β [IPH18, T ra19]. • [URB

+

19]. C

[SK G

+

00]. C

α

[MN08]. C

L

[SK G

+

00]. E [Met06, SBC

+

05]. ℓ

0

[LKL21]. ϵ

[RSM06]. γ [HLR14]. ≥ 4 [HR08]. K

[APC21, Ben21, BS98, CZNF19, JTL

+

10, ARS17, BHKM22, Che12, CHS17,

FPS22, HTY22, KVZ24, MSBR08, NM14, OB16, O

YB18, Ore20, PPV20,

PFK17, PGV16, PNPC20, RM21, SBK22, T

AA16]. K ∗ [JHLD20]. κ

[LZBK15]. L [LLD

+

16, WY11]. m [CGSW14, GSW16]. n [TZHR14]. n

2

[F om16a, F om16b, F om19]. n

5

[CCJ09]. O [CCJ09]. O (n log n)

[CDH

+

06, FHKR11, SRLM10]. P

1

[SS01, BFT04, Kei05, VY18, W

G08b, WYL

W21]. ϕ [MVP06]. ψ [MVP06]. q

[RSM06]. R [W

CL18a, MKB

+

20, R OB

+

22]. S [YDN12]. t [DMP

+

06, VY18].

τ [SAL09]. × [TTTL17]. V

H

[GKKS98]. V

L

[GKKS98]. Z [BMW

G04].

-Appro ximation [OSC11]. -Blo c k ers [T ra19]. -Chains [CCJ09]. -D

[Shi10a]. -Dimensional [YE02]. -Dominan t [DS19]. -Exemplar [WZW15].

-Gap [DMP

+

06]. -Gram [RSM06]. -Helical [TS96]. -Index

[MKB

+

20, R OB

+

22]. -In terv al [CLR

+

05]. -Kno c kdo wn [cLcSwP

+

21].

-Leaping [SAL09]. -Lev el [SSW20]. -Matc hes [RSM06]. -Mer [FPS22,

HTY22, NM14, RM21, SBK22, ARS17, PFK17, PGV16, PNPC20, Ben21].

-Mers [O

YB18, PPV20, BHKM22, OB16, Ore20, TZHR14, APC21].

-Mismatc h [T

AA16]. -Mo des [CZNF19]. -Noncrossing [HPR09]. -Norm

[WYL

W21]. -Optimalit y [TP11]. -P airs [BHHR19]. -P artite

[CHS17, JTL

+

10]. -Plan ted [A

OH16]. -Regular [CGSW14, GSW16].

-Regularized [LKL21]. -Robinson [KVZ24]. -Score [BMW

G04]. -Squared

[W CL18a]. -Stem [MSBR08]. -Strands [IPH18]. -Structures [HLR14].

-System [YDN12]. -T est [VY18]. -Time [CDH

+

06]. -tuple [BS98]. -tuples

[WY11]. -V alue [BFT04, Kei05]. -V alues [SBC

+

05, W

G08b, Met06, SS01].

-V alues-Based [VY18].

/Her [JSZ

+

20]. /Her-2- [JSZ

+

20]. /VEGF

A} [MXW

+

20].

1 [BYL

+

20, CDC

+

11, HPVS96, SS04]. 1.375-Appro ximation

[CKdAHdF15]. 10.1089 [Ano22b]. 10.1089/cm b.2019.0110 [Ano22b].

10.1089/cm b.2019.0224 [Ano20]. 10.1089/cm b.2020.0112 [Ano21b]. 101

[YBF19]. 10th [JMR

+

21]. 11th [BMM

+

23]. 1201 [XWJZ20]. 13th [CSZ18].

14 [Ber11]. 14th [CSZ19]. 15th [CSZ20]. 16S

[MP16, RPS02, RKTS14, CDH

+

16, DPSW20]. 16th [CSPZ21a, CSPZ21b].

17th [CSZ22]. 1826 [XWJZ20]. 18th [CSZ23b, CSZ23a]. 19

[BZB

+

22, LCG

+

23, MR G

+

24, MJCM22].

2’ [YLD

+

18, ALB

+

19, ABTP23, APC21, BBH

+

21, MMK

+

21, NK G

+

21,

PS11, SS23, TM22, W CZ

+

18, ZSB

+

23]. 2’-O-Meth ylation [YLD

+

18].

2-Regular [GJL

+

22]. 2.1 [TH17b]. 2000 [Sha00]. 2001 [Len02]. 2002

[My e03]. 2003 [MV04]. 2004 [Gus05]. 2005 [Miy06]. 2008 [Ano09b]. 2009

[Ano10b]. 2011 [CKS12]. 2012 [CKS13, Cho13]. 2014 [CKS15]. 2015

[HHC17]. 2016 [Ano17]. 2017 [Sah18]. 2018 [DND

+

19, Ist20]. 2019

[Co w20]. 2020 [Sc h21a, Sc h21b]. 2021 [AHIV23, CSZ22, EN22, P en22b].

2022 [P e’22a, P e’22b]. 2023 [Edi24, T an23]. 21 [Ano14]. 21/4 [Ano14].

2OM [YLD

+

18].

3 [Sel13]. 3’-to-5 [Sel13]. 3F [DCV

+

07].

449a [WHLR20].

5 [HR12a]. 5’-3 [HR12a]. 5-Fluorouracil [PIM23]. 550a [XWJZ20]. 5p

[WHLR20, XWJZ20].

7th [HSHC15].

80th [Ano21a, IPSV22].

9th [HASL18, MMN

+

21].

A*0201 [ZYB

+

04]. aBa y esQR [A

V18]. Ab erration [BG11, LRL

+

07].

Abiotic [JJY

+

20]. Abnormal [L YF

+

19]. Ab ortion [CCL

+

19]. Absence

[KYSE10]. Absolute [LGS20]. Abstraction [ZM16]. Abstracts [Ano00].

Abundance [Elh01, EHC

+

13, GCB20, PLL16, WY11]. Abundance-Based

[WY11]. Abundan t [J

¨

ONK17]. Acaricides [CL T

+

20]. Accelerate

[KM08, SSTM19]. Accelerated [CFE

+

13, DBM09]. Accelerates [JHLD20].

Accelerating [SM04]. Acceptable [ZHQS05]. Access [KP96].

Accessibilit y [W

APM05]. Accessible [DBM09, MRM

+

02, WZZU07].

According [BW

GM17, DC16a, F

CS12]. Accoun t [BG15]. Accum ulated

[WT07]. Accuracy

[DBT11, HA12, HD98, KD13, TYSX19, WHJE19, XLZ13, ZZL23a].

Accurate [AI12, ADPH15, DKK20, DG02, DBL

+

12, FB12, GWM

+

21a,

HJD17, HLH04, HHP

+

09, JMPR23, KBS09, KBKF17, Kei05, LRD19,

LRM11, ML22, NWN

+

10, NMH13, O AR

+

24, O YY

+

12, OMS13, PZH11,

PWKAF16, R

C15, SAL09, SEV09, WMK17, YW21]. Accurately

[My e95, NV

CW15]. Acet ylation [LSY

+

05]. Acet ylc holinesterase [SCB14].

Ac hiev ed [ZL22]. Acid [BET00, DSN14, Geo09, HZNF06a, HZNF06b,

HHP

+

09, K

C96, LMT01, MKKK

+

17, MNG

+

15, MV00, Ore20, R

C07, STV96,

TBB00, TLK

+

06, VST03, VS98, X

GD24]. Acid-Based [MKKK

+

17].

Acid-Lev el [X

GD24]. Acids

[CCJ09, CWYB16, CFH13, GC15, JMEB18, TS96, BIPD17].

Ac kno wledgmen t [Ano22a, Ano23, Ano24]. Acquisition [DK

C15]. Across

[HKL07, JC22, KMCKS17, L

WLJ10, NSA08, YCP16, LPW05, LM11]. Act

[WHLR20]. Action [ITdB09]. Activ ated [MXW

+

20, VND17]. Activ ation

[BGH

+

08, URB

+

19, UTD

+

20]. Activ ator [CASP10]. Activ e

[LK C21, NSMV18]. Activit y [EAM

+

17, FFSL22, GA

WI19, K

GN09, Kru17,

LBD VF10, PKK97, RHS

+

21, SKP

+

12, SKS

+

09, TGTG19, ZZUPY06].

Actom y osin [Ben98]. Acute [DDK21, OSK

+

15, Tho21]. Acyclic

[CJ23, KLR23, LL05a, V o o14]. Acyl [TS96]. Adaman tinomatous

[fZbMqW

+

20]. Adaptation [ZZZU20]. Adaptiv e [DK18, FPS22, GMY10,

KZE10, LCG

+

23, PSIM18, QMMW11, RKTS14, WP11, ZR

GHJ08].

Additiv e [LQ23, MRM20, ML00, W

G98, XWLJ08]. Adeno carcinoma

[CYF

+

20, HXL

+

20, TYS

+

20, ZLL

+

20, ZQZ20]. Adeno carcinomas

[BSB

+

05]. Aden ylation [LSAD05]. Adjacencies

[AFR

+

08, DKA

+

17, XJZ

+

21]. Adjacency [DLM10, YS10]. Adjustable

[WF12]. Adjustmen t [Ha v06, SZSW09, YY

A10]. Admixed

[A CBM18, BG09, BG11]. Admixture [BG11]. Admixtures [RBEB13].

Adv anced [Ila20]. Adv ances [BMM

+

23, JMR

+

21, MMN

+

21]. Adv an tage

[BL02]. Adv an tages [BG23]. Adv ersarial [GW A

+

21]. Advising

[DKK20, KD13]. Affected [LGS20, LZY

+

23]. Affiliation [ODNW21].

Affine [PLSM

+

06]. Affinit y

[B

¨

OB

+

23, HD16, LK

C21, OJFD18,

¨

OBA

+

23, WlLK

+

12, ZYB

+

04]. after

[Gu01]. Against [GGKS95, LZHC15, SSW20, UBGFD

+

19, ZRNA20]. Age

[HPL

+

20, R

YZ23, RDR12, V es12]. Age-Structured [R

YZ23]. Aggregated

[RRKT07]. Aggregation [BCPS04, ISK99]. Agilit y [CL21b]. Agonist

[CWRF15]. Agreemen t [HL13, KKS22, L

TsL24, Prz98, V o o14].

Agrobacterial [GMV

C20]. ahead [Ano20]. AIDS

[EBS

+

22, HAM

+

22, R

YZ23]. AlCoB [DMV17]. ALFRED [TCL

+

16].

Algae [JB10]. Algebraic [JTSB10, Lu15, NW12]. Algorithm

[ABF

+

04, AI12, A

CKK19, ARSW22, ABG

+

03, BMY01, BNA

+

12, BHHR18,

BMR09, BZB

+

22, BRZH15, BFK

+

11, BMW

G04, CCG06, CZNF19, CTC21a,

CFB

+

07, CCJ09, CD11, CPR22, CFH13, CS15, Clo05, CDH

+

06, CKdAHdF15,

Dew01, DF

G06, DEH10, DCD19, EBK11, FYJ18, FHKR11, F om16b, FNPP02,

GLM

+

09, GP13, GBR17, GGM12, GZN16, GYZ19, Guo15, GMSZ12, HG11,

HD16, HVPBK13, HHE13, HWH

+

13, HBK11, HBD94, HMU06, Hor01,

HCC05, IW95, JDK

+

18, JR17, JRS19, Jen09, JJGD16, JHLD20, KEL15,

KZE10, KLM11, KS11, KPS00, KBZ

+

05, KMM17, KL

W96, KVK08, LSS01,

L TsL24, L YL

+

04, Lat99, LR00, Li09, LDLZ12, LL

WZ19, LZC

+

23, LSAD05,

LS97, LLCT05, LC03a, LSHL04, LC03b, Lu15, LMSH03, MC08, Mal98,

MYBK

+

11, MTH11, Mat10, MK06, MA13, ML10, MD03, NK07, NMG

+

05,

NTMM06, OJFD18, PB18, PDZ

+

16, PZMM15, PU00, PZZ20]. Algorithm

[R C15, R

C07, SM20, SG15, Sal95, SSC23, SAL09, SB17, SLM15, SM16,

SSLMW10, Sie03, SWR08, TGT08, T

AA16, TBJF01, TPSB19, T A Y16,

UMR11, VM06, WP11, W

OG03, WMD06, WL

YC12, WW18, WY21, WZW15,

W u96, W CC

+

06, WY11, W u13, XJL

+

22, XWLJ08, XS07, XMU96, XJB07,

Xu09, XZW15b, YLC

+

17, YL17, YM06, YK05, ZZS17, Zha94, ZSWM00,

ZCH

+

13, ZRNA20, ZF05, ZF

AS08, ZPB

+

10, ZWT18, ZUGVWS10, ZCK17].

Algorithmic [AS11, CS03, ES06, FJK

+

99, GKKS98, GI95, SMZ

+

12].

Algorithms [AFBS95, AMK00, A

O08, And09, BSS11, Ber95, BST02, Bry96,

CFR12, CJ23, CJC01, CFS

+

08, CGI

+

07, CST20, CJS12, DMV17, DG02,

DMB07, DHY02, EHK

+

02, EN22, GFE

+

16, GB08, GM07, GWX18, Gus01,

HA12, HTZ

+

12, HHL06, JM97, JGT22, JZL

+

20, KS00, KAS09, Kle99,

KSB98, KLR23, KABH15, L

TCH11, LHC02, MT06, MS00, NCMS

+

21, NS18,

PGV16, RBH05, RND

+

23, RLK

+

09, Ros05, SIKS06, Shi07, SCSA

+

16,

SDG

+

07, SP97, TMfTK23, TPH

+

09, VUR11, fW23, Wil99, W u08, WZW10,

YzCW20, YW21, YFBK07, YWN11, ZHZ

+

16, ZFBK09]. Aligned

[AS96, CL17, MBR

+

94]. Aligning

[AKK11, KKW10, NBC

+

11, PL06, R

C14, R

C15, YW21, ZPM97, ZSWM00].

Alignmen t

[A G98, A

T05, BG02, BWS13, BH11, Ben97, Bun02, CL17, CHM94, CHS17,

CB06, CST20, DSS

+

22a, DSC

+

22, Dew01, DLPH06, DHL00, Eli06, FND

+

09,

GTT06, GW A

+

21, GT

A22, GHM

+

10, GK

G12, GWM

+

21a, GKS95, HDBZ08,

HHX16, HlAM20, HB11, HWSH18, HSAEM13, HD98, Hor01, Hua08,

JZGA20, JHS06, JDSB04, JD05, Jus01, KBS09, KTSS19, KD13, K

C96,

KX06a, KX06b, KS06, KJmZ

+

22, KKT

+

06, KPZU11, KMB

+

20, LRD19,

vLKMR22, LNW01, LR

V98, LR00, LKW04, LS08b, LMSH03, MTH11,

MWRS16, McC09, MSZW11, MBV

A07, MNG

+

15, MWB10, MSZM96,

NSRR23, NMG

+

05, NL09, NK11, NBB18, P A C02, PB18, PM14, PR

T08,

PLSM

+

06, R

CSW09, RL V CVR17, RLCVVR18, SF12, SDDI

+

08, SV97,

SNW04, SYYH02, SPW22, SI97, SRZ

+

13, SM04, SLL

+

17, SP97, SL

Y06,

T a y94, TCL

+

16, VLL

+

06, VV97, W O W

+

14, WRSW10, WJ94, W ar95].

Alignmen t [WFH18, WLS

+

11, WY12, W

G08b, XJB07, YJ04, YK05, YS99,

YH01, YJEP08, Y

A11, ZRHM94, ZW03, ZMppVN22, ZF

AS08, ZWT18, ZF07,

Zh u07, ZUGVWS10]. Alignmen t-F ree [BWS13, DLPH06, HWSH18,

LRD19, vLKMR22, R

CSW09, SRZ

+

13, TCL

+

16, WRSW10]. Alignmen ts

[AM97, BMW

G04, CCI

+

04, GKB00, GB06, HS14, HW01, KMMF20,

KJmZ

+

22, LAP03, MWP00, Met06, MT99, NB94, New08, RK96, RDH04,

SGSN12, SRS02, SS01, ZBM98]. Aliphatic [TS96]. Aliquoting [WS11].

All-A tom [KXL08, ZHY

+

20]. Allele [JGB12, Lai12, RM18, W CM

+

08].

Allele-Sp ecific [Lai12, W CM

+

08, RM18]. Alleles

[BSKgG23, HKL07, YWN11]. Alleles/Sup ert yp es [HKL07]. Allo wing

[SNW98]. AllSome [SHCM18]. Almost [CD11]. Along [ZCH

+

13, ZKT14].

Alpha [AEB

+

04, MMK

+

21]. Alpha-Satellite [AEB

+

04]. Alphab et

[SBNS21]. Alphab ets [Ris16]. ALPHLARD [HMY

+

19].

ALPHLARD-NT [HMY

+

19]. Altered [CPR22, R

CER21]. Altering

[ZZZU20]. Alternate [SGT15]. Alternating [LL

WZ19]. Alternativ e

[BBV

+

14, BMP

+

09, FDB18, MG06, Sam09, WXS14, XLZ

+

24, ZZ14b]. Alu

[ZPC

+

18]. Alzheimer [BSKgG23, SCB14]. AMASS [KS99]. Am biguous

[GCB20, ZZL23a]. Amino [BET00, BIPD17, CWYB16, DSN14, Geo09,

GC15, HZNF06a, HZNF06b, HHP

+

09, K

C96, LMT01, MNG

+

15, MV00,

Ore20, STV96, TBB00, TS96, TLK

+

06, VST03, VS98, X

GD24].

Amino-Acid [MNG

+

15]. Amnesic [AB00]. Amo eb ots [FPSD22]. Among

[CZS15, RKTS14, TRS17, yW

CF06]. Amplicon [BDN19, KABH15].

Amplicon-Based [BDN19]. Analogs [GA

WI19]. Analogy [AK07].

Analyses [ARSW22, CKZL20, CD21, LSRR18, MSS

+

22, XXZ

+

21]. Analysis

[

˚

AMR07, ABF

+

04, ADP

+

08, A

CKK19, AEB

+

04, AN18, A

O08, AF

CN13,

AHK

+

02, BR24, BHL

+

18, Bar04, BB15, BGTSB98, BB04, BG11, BCG

+

18,

BFK

+

10, BG06, BZMM16, BS20, BFP13, CK11, CYF

+

20, CY10, CWRF15,

CCL

+

19, CCH

+

19, CL T

+

20, CYY23, CC09, CR

T04, CQG10, CHJ05,

CLSW02, CDC

+

11, CM04, DMHM97, DLL

+

12, DMDR17, DK

C15, DC16b,

EHK

+

02, ES07, FZF

+

20, FD

W20, FSW

+

20, FBJ04, FSZ02, FP11, F CR

+

13,

FJA OB18, FDDK07, GVTS04, GMF

+

08, Gel95, GSH17, GH16, GSCG19,

GSV21, GSV

+

11a, GDL

+

15, HBR

W06, HMY

+

19, HLK

+

13, HSD05, HXL

+

20,

HWW

+

20, HZL22, Hua10, HJ14, ITSH00, IR

CA21, JK G

+

04, JJY

+

20,

JLmR

+

23, JSZ

+

20, JFLL20, KV17, KBZ

+

05, K CG

+

19, KV23, KMC00, Ker03,

KX14, KAD

+

19, Kle99, KB

ˇ

C19, KBCBS11, KL98, Lai12, LSBS18, LPW05,

L YMD03, LDS12, LRSG07, L V C

+

04, LSG04, LZHC15, LGD

+

19, LL19b].

Analysis [LJCZ20, LJP20, LS97, LABD

+

06, LHC19, LL19c, LLZ19,

LXL

+

20, L

TL20, cLcSwP

+

21, LCD11, LBD

VF10, LRNBJ10, LLL

+

20,

LZX12, Mal98, MK11, MGW

+

07, MMHC98, MDL

+

18, MXW

+

20, MHL22,

MM21, MSS21, NES22, NH08, NX

GL20, NSH

+

23, NW05, OJOD

+

04, OH03,

PD20a, PGAE04, PLSL18, PNMI15, PLL16, PSP21, PG03, Pic08, PSG

+

20,

PPV

+

14, PR C

+

13, PZZ20, QQL

+

19, QP09, QbMyD

+

19, RLH13, RS13,

SG10, SG15, SK

GG17, SPD95, SMZ

+

12, SS07, SSC23, SDC03, SLL

+

23,

SIK

+

05, SSV19, SBPS11, SM09, SJ18, SH04a, SZVM10, SF

C11, SL

YC09,

SSZC95, SLZH15, SGCD19, SBTV10, TBL18, TZZY20, TE96, TBJF01,

TTT A07, TPSB19, TS96, UGS19, W

GL98, WSW15, WPL

+

19, WFL

+

20,

WHK21, WLM21, WWH17, WV11, WSHB98, WNMB99, WMC04, WHC09,

WZW10, XL18, XMWZ20, XSH

+

22, YS23, YHW18, YZWZ13, YLC

+

17,

YHT

+

17, YDG

+

20, YcXyW

+

21, YYZ23, YYW14, YfZX

+

21, YLC

+

20].

Analysis [Y u24, ZMGN23, ZSB

+

23, ZPC

+

18, ZCY

+

20, Zha02, ZW

Q19,

ZL W

+

20, ZLB

+

20, ZZ20, ZLSY20, ZDG

+

20, ZW23, ZYD

+

19, ZZL

+

17, ZL22,

fZbMqW

+

20]. Analysis-Based [BB15, PD20a]. Analytic [CH15, CKS06].

Analytical [DT12, KLC

+

11]. Analytics [SSR21]. Analyze

[ADS03, FLNP00, WXY

+

13]. Analyzing

[ABG

+

03, BSB

+

05, CJ22, DGH

+

01, D

WS05, D AL

+

08, HHZ

+

18, LDB

+

07,

PD20b, PFRD05, RH19, RHS

+

21, WZH

+

18, YHB

+

03, YL17]. Ancestor

[QEk24]. Ancestral

[AS10, AJA

+

16, ASL06, BLEM08, CHSY10, CGOT10, DR17, ET07, GM96,

HSAEM13, JSN09, L

TI10, MRR

+

08, ME12, Mos03, OR14, PMCB08, P ar10,

SZW

+

09, SH05, TBKR10, W u08, XSS08, XJZ

+

21, YCP16]. Ancestrally

[KWBN19]. Ancestries [BG09]. Ancestry [RBEB13]. Anc hored

[BCCHZU18]. Anc horing [HHC06, Sc h97a]. Anc hors [LZF

+

05]. Ancien t

[BBWE09]. AND/OR [ZWZ16]. Angiosp erm [SZW

+

09]. Angle [KA

C17].

Angular [LRSG07]. Annihilate [BMN

+

07]. Annotated [SZUP06, ZLU

+

22].

Annotating [SSB07]. Annotation [DCW

+

17, FPR

V18, KMJ

+

20, KB

ˇ

C19,

LDBj22, PBS

+

99, PBMC17, RND

+

23, SK21, SBK22, ZW23]. Ann ual

[Ano00]. Anomalies [NME

+

15]. Anomalous [BCVL17, IP09]. Anopheles

[XSS08]. An t [ZZL22, ZLP22]. An ti [Ami12, Ano21b]. An ti-Co op erativ e

[Ami12]. An ti-SARS-CoV [Ano21b]. An tibiotics [ML Y

+

11, PCS18].

An tib o dy [BP16, Jos96, MBK

+

03, YK19]. An ticipation [SAL09]. An tigen

[HMY

+

19, YK19]. An tiretro viral [EBS

+

22]. An tisense [AKN

+

06].

An tiviral [Ano21b, MJCM22]. An ytime [Lat99]. Apac he

[HFUH19, LCG18]. APOBEC3G [DCV

+

07]. APOBEC3G/3F [DCV

+

07].

APOE} [RMC

+

05, BSKgG23]. Ap omorphine [PD20b].

Ap omorphine-Mediated [PD20b]. Ap optosis [JK G

+

04]. App [PBMC17].

Applicable [MKKK

+

17]. Application

MSN

+

20, MTF

+

12, MM21, NSRR23, NV

CW15, NV12, NTWF11, OJFD18,

O YY

+

12, OMS13, PBS

+

99, PD20a, PDZ

+

16, PJL20, PNIM17, PBMC17,

PCS18, PIM23, QSY09, R

C06, R WB

+

98, RMC

+

23, SSR21, SM20, SBD

+

00,

SRF16, SSV19, SBPS11, SlGW

+

23, kSyPhC

+

22, SM09, SCC

+

98, SWR08,

SRZ

+

13, SSZG24, SLL

+

17, SDP

+

20, TMfTK23, TMH

+

21, TPH

+

09, TSTS12,

TVNP15, UGS19, UBGFD

+

19, VRS12, VLZUBK07, VND17, VT06, V

CY14,

VY18, Vij22, WMG

+

24, W

OG03, WWZ

+

16, WYC

+

18, W CL

+

18b,

WWZY19, WPL

+

19, WWLC20, WZL

+

21, WHK21, WxL W

+

23, WLM21,

Wil99, WR23, WMPS11, WT07, W o o99, W u96, WX08, WY11, WLA

+

18,

XLZ

+

18a, XJL

+

22, XS07, XJZ

+

21, YWZ

+

19, YGP05, YLCC17, YLD

+

18,

YHC19, bYjHgZ

+

24, YMxW21, YT22, YjDG

+

23, ZCY

+

20, ZZHL11, Zha16].

Based [ZHY

+

20, ZL W

+

20, ZZ20, ZlWL21, ZW23, ZS11, ZWK

+

20, ZYD

+

19,

ZWD

+

04, ZA G

+

18, ZZL

+

23b, ZYD21, ZPD

+

23, CGT12, CJP

+

22, DKA

+

17,

HVPBK13, HWH

+

13, JJGD16, LSL

+

16, TH17a, ZZ14b, ZS14, AB16,

BLC

+

10a, CDS

+

16, YCCL18, YWN11]. Bases [DDC

+

20, PO04, RL94].

Basic [A

O08, Dei19b, NBB18]. Basis [AI12, GSSI14, LQPE

+

10, SVP19].

Baum [Jen09]. Ba y es [ZCK17]. Ba y esian [AS96, A

V18, BF02, BB15, BV20,

BDBB10, BRR02, CL99, DCD19, DMR

+

03, FLNP00, GE04, GBR17, GW06,

HMY

+

19, HV A W04, HMF07, IFT14, JPB

+

15, JBBW10, L WN

+

18, Lar06,

LAL

+

09, L YF

+

19, LMP08, MLOT17, MWZ19, MWP00, NSMV18, Neu14a,

PP23, PS12, PKSB18, RMR

T00, RMC

+

05, RBH

+

19, SLL08, SLB00, Ser15,

SSIP

+

19, SDC

+

10, TBJF01, VND17, WVT23, XLZ

+

24, XLZ

+

18b, XK05,

XJS07, YDN02, ZRZD11, ZWSF05, ZRNA20, ZH07]. Ba y esMD [TKW08].

BB [Hor01]. BBK* [OJFD18]. BCL [KWM10]. BCM [CCDB21].

BDEto ols [AD

W23]. BE [PS11, BF98, CYF

+

20, NLC17]. Beacon

[EAM

+

17]. Beam [CCG06, CCG06]. Beha vior [AF

CK09]. Beha viors

[RAKL10]. Belief [KXL08]. Belt w a y [F om19]. Benc hmarking

[F CGD19, FDD21]. Best [V

CY14]. Beta

[CBM

+

02, JA

G17, KAS09, MKBC05, NS18, PLL16, SOD

+

11]. Beta-Barrel

[NS18]. Beta-Binomial [JA

G17]. Beta-Helix [CBM

+

02]. Beta-Sheet

[KAS09, SOD

+

11]. Betamax [GNI12]. Better

[A O AAH17, BSWY98, CDS

+

16, HI97a]. Bet w een

[BSB

+

17, BYGI12, BH15, BG17, BSMA06, BLF14, CDL

+

19, CL21b, EMV98,

FH18, HLCS10, JRS19, KK11, KNmS

+

22, KA

C17, L YF

+

19, MWZ19,

MTF

+

12, P ar24, PNPC20, Sun18, TYS

+

20, WW19, WFL

+

20, YHW18,

YYL20, ZA G

+

18, Ami12, AFR

V07, AFR

+

08, BMY01, Bet10, DLM10,

GNME01, GB08, HMU06, JLMZ02, KYSE10, KVK08, MDB11, OK08, SH06].

Bet w een-P ath w a y [HLCS10, KK11]. Bey ond [Ba y23, Let95, YWN11]. Bi

[DBT11]. Bi-Billb oard [DBT11]. Bias

[BCPS04, DS19, Elh01, R

CER21, SF

A17, SG94]. Biased [T a y94]. Biases

[K C96]. Biclique [BCCHZU18]. Bicluster [ASE20]. Biclustering

[A CKK19, CK11, GHJ

+

12, SH17, vUMW08]. Biclusters [XWLJ08].

Bidirectional [YL17]. Big [GBR17, SW11]. Biliary [D

YLK20]. Billb oard

[DBT11]. Bin [PMAP13]. Binary

[A VS20, BR06, Bry96, CYY09, FBJ04, KMJ

+

20, KSSK09, MMA

+

21, SLA12,

SMD

+

07, V

A17, VSGD08, YWN11, vUMW08]. Binding

[BZMM16, CR T

+

17, CWRF15, CY17, CGD09, GJZ06, HD16, KW21, LG22,

LCY

+

05, OJFD18, OMS13, PZMM15, PQBB08, SKP

+

12, SMKS96,

SSPNW06, SS04, WLF13, YJC18, ZR

GHJ08, GMV

C20]. Binning

[APC21, ML22, PKSB18, WL

YC12, WY11]. Binomial

[DLFS22, JA

G17, K CG

+

19]. Bio [BMM

+

23, JMR

+

21, KFR04, MMN

+

21].

Bio-Net w orks [KFR04]. Bio c hemical

[GW06, HLMR11, HXL

+

20, OBJO

+

03, SVP19, YY18]. Bioinfomatic

[W QZ

+

19]. Bioinformatic [CYF

+

20, LLZ19, QbMyD

+

19, XXZ

+

21,

YfZX

+

21, ZW

Q19, ZL W

+

20, ZLB

+

20, ZDG

+

20]. Bioinformatics

[A VS20, CSZ18, CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b,

CSZ23a, CCL

+

19, CCH

+

19, CKZL20, DNZ17, GFE

+

16, HA12, HSHC15,

HHC17, HHZ

+

18, HASL18, KAD

+

19, LGD

+

19, L

TL20, MXW

+

20, PS11,

PVR

+

22, PMG

+

16, PSG

+

20, QQL

+

19, Rob96, AAoS

+

23, SSV19, SGCD19,

T an11, WXY

+

13, YSC15, YDG

+

20, ZCY

+

20, ZLSY20, ZXZ21, ZYD

+

19].

Biol [Ano20]. Biological

[AMK00, AA C

+

06, ARSW22, A

C17, BB15, CW09, CY17, CT07, CLDG03,

DOB95, DGFMSS16, Elh11, ENS02, F as94, FFM24, FP11, F re11, GML20,

GVTS04, GVTRS06, GBR17, HBD94, Ila20, JPR06, KW06, KNS14, KWBN19,

KKS

+

06, LL05a, Ma11, MZS

+

17, MGW

+

07, MTH11, MC16, MBS

+

01, NB94,

NSK09, PS12, PZZ20, QFLL22, R

C14, R

C15, RMK

+

18, RD09, SMS13, SM98,

SG15, STR

T96, SSTM19, SY09, TKW08, T

A21, TBKR10, WLFW03,

WHDN13, XL18, YS07, YDN12, YZ17, YY19, YjDG

+

23, Zha02, EN22].

Biologically [CIM

+

06, MMS95, NWN

+

10]. Biology

[Ano94, Ano11b, Ano21a, A

G98, Baf11, Ber11, Cal22, CKS12, CKS13,

CKS14, CKS15, CGT12, DMV17, Dei19b, DND

+

19, DCL10, DFS95,

EAM

+

17, GSSI14, JLmR

+

23, MR95, Mar95, PS11, PVR

+

22, Rob96, SG12,

Sea01, Sun13, VR

GC18, W o o99, Ano14]. Biomark er

[BR06, CYF

+

20, KW

A11, L

TL20]. Biomark ers

[Ano20, CKZL20, FZF

+

20, FRD

+

17, KWB

+

13, LGD

+

19, LL05b, QL

W20,

SPSZ23, SKDR21, SVP19, TZZY20, V

CY14, WWLC20, W QZ

+

19, WHLR20,

XXZ

+

21, XWJZ20, YDG

+

20, YcXyW

+

21, ZLL

+

20, ZLSY20, ZDG

+

20].

Biomedical [EFM12, JJH

+

21, SKM05, SF03, V

CY14, dGFMS16].

Biomolecular [CEKP

+

13, K

C18, SNW98, YLC

+

20]. Biomolecules [A

O08].

bioOTU [CDH

+

16]. Bioph ysical [SS04]. Biop olymers [W

CC98].

Bioremediation [RPS02, SBR

G20]. Biosequence

[Buh03, HM14, SH04a, SM04]. Biosequences [BJEG98, ELP04]. Biotic

[JJY

+

20]. Bipartite [ABR16]. Bipartitions [HLMS08]. Birc5a}

[cLcSwP

+

21]. Birth [D

AR23, JRH

+

09]. Birthda y [Ano21a, IPSV22].

BiR WDD A [YWZ

+

19]. Bistabilit y [CSP

+

12, V

CS11]. Bistable [PCC

+

11].

Bit [CC11]. Bitmap [FD

W20]. Biv ariate [NHO

V10]. Blac klist [WH20].

Bladder [LXL

+

20]. BLAST [AMO

W10, CW

C06, SBC

+

05]. BLASTph ylo

[ZMGN23]. Blind [CR

T04, HSH11, IFT14]. Blo c k

[EVLZU19, GG04, KS05, LLCT05, SHB

+

03]. Blo c k-F ree [KS05].

Blo c k-In terc hanges [LLCT05]. Blo c k ers [T ra19]. Blo c king [YK19].

Blo c ks

[BCCHZU18, JSN09, LZ10, MBR

+

94, MR08b, NMG

+

05, VST03, ZRHM94].

Blo o d [CUP19, FYJ18, YK19]. Blo om [PFK17, SK18, SHCM18]. BLUP

[McP12]. BNOmics [GBR17]. Bo dies [BDBB10]. Bo dy [K

C18, STV96].

Boltzmann [BHHR19, SSS20]. Bonded [MK06]. Bone [XLLS20]. Bo olean

[AD W23, AMK00, AMTY11, AFR

V07, BS20, GQ09, GLM20, GSV

+

11b,

GSV

+

11a, KR24, LL05a, L

TSA15, MA13, SK13, V

CS11, ZH14]. Bo ost

[KWM10, GLM

+

09]. Bo osted [yW

CF06]. Bo osting [DGW

+

13, WxL W

+

23].

Bo otstrap [P ABE

+

10]. Bo otstrapping [FKZ09, GK18]. Border [KRD14].

Both [BJF

+

20, PRSV08]. Bottlenec ks [MTYH09]. Bottom [PR C

+

13].

Bottom-Up [PR C

+

13]. Bound [AP10, CWRF15, CFH13, GP13, Hor01,

MWD02, OJFD18, PU00, TSTS12, YLC

+

17, ZZL22, ZWZ16]. Boundary

[BLF14, R

C06, SSS20]. Bounded [MP11, NR03, SD95, Sol09]. Bounding

[FW12, IR22]. Bounds

[BB06, KLM11, KKM

+

20, KS06, L

TI10, MSS10, Sni19, W

G08a, WZ24].

BPscore [ZW19]. BPSO [CYL

Y12]. BPSO-CGA [CYL

Y12]. Brain

[AMS

+

22, BZB

+

22, FYJ18, YMxW21]. Branc h

[CWJ

+

21, CJK

+

97, Hor01, OJFD18, YLC

+

17, ZWZ16].

Branc h-and-Bound [ZWZ16]. Branc h-and-Cut [CJK

+

97]. Branc hed

[HBK11]. Branc hing [GGM12, Sun95]. Breadth [JHA16]. Breadth-First

[JHA16]. Break [Ale08]. Break age [KB12, ZB15]. Breakp oin t

[AS10, Ale08, AP

A17, CBP21, EZFP

+

19, Ko v14, SB98, ST05, SM16, SM17,

kSyPhC

+

22, WZW15, XZS07]. Breakp oin ts [AFR

+

08, LS08a, SBD

+

00].

Breaks [TT12]. Breast

[AS22, AF20, Ano22b, FRD

+

17, GCD20, HLK

+

13, JSZ

+

20, KTT20, L

TZ18,

QL W20, SPSZ23, SGCD19, TMH

+

21, TXL

+

17, WFL

+

20, WZL19, ZZ20].

Bridge [KB12, ZB15]. Bridges [HWP20]. Brief [T ra19]. Bro wnian [F

A12].

Bro wser [BP17, R

GL94]. Bruijn}

[WYT12, APF

+

20, BH14, CLJ

+

15, GT

A22, HS23, MPC

+

11, O

YB18, Ore20].

Bubbles [Sam09, WWZY19]. Buffering [LLJS19]. Building

[CJS12, MR08b, NHZ

+

15, PPL

+

23, SKSL97]. Bulk [LLG

+

20]. Bundles

[CJD06]. Buneman [MBRS11a]. Burden [SWS

+

20]. Burro ws

[BVP

+

19, LMW05, Lip05]. BWM* [JJGD16].

C [CYZ

+

20, DLFS22, RBH

+

19, ZL

TS13]. Cacti [PER

+

18]. Cactus

[PDE

+

11]. Caenorhab ditis [L YF

+

19, YHT

+

17]. CA

GE [SZVM10]. CAIR

[RBKJ19]. Calculated [BGTSB98]. Calculating

[DM17, HTZ

+

13, HMU06, L

WZ21]. Calculation

[BS98, LABD

+

06, NL09, SEV09, SD95, XLZ13]. Calibration [COL

+

18].

California [Cal22]. Call [Ano21a]. Calling

[HMY

+

19, KS11, LHW

+

22, SF

C11, TYSX19, WLA

+

18, XZ12]. Can

[A WM

+

17, BF98, FHKR11, NLC17, V

CS11]. Canalyzing [AMTY11, MA13].

Cancer [AS22, AF20, Ano20, Ano22b, Azi22, BP20, BR24, BSB

+

17,

BLC

+

10a, BR06, CBP21, CW09, CWS

+

21, CNCK11, CZY19, CKB17,

DCL18, D WK

+

20, F

CGD19, FDD21, FSW

+

20, FRD

+

17, HHZ

+

18, HLK

+

13,

HZL22, HFUH19, JMPR23, JZZ

+

19, JSZ

+

20, KTT20, Kha14, K

CH04,

KLC

+

11, LZHC15, L

TZ18, LL05b, LHC19, LLZ19, LXL

+

20, MXJ19,

NCMS

+

21, OFS09, PNIM17, PSIM18, PIM23, P ar24, QQL

+

19, QsYSxL23,

QL W20, RM18, R

V15, SPSZ23, SKDR21, SZY

+

20, SWS

+

20, SSZG24,

SGCD19, SSS

+

21, TMH

+

21, T

A21, TXL

+

17, VUR11, VR

U16, WXY

+

13,

WPL

+

19, WZG

+

20a, WFL

+

20, WDZ20, WLC18, WZL19, WHLR20, YYJ19,

ZCY

+

20, ZW

Q19, ZZ20, ZDG

+

20, ZlWL21, ZYD

+

19]. Cancer-Asso ciated

[YYJ19]. Cancer-Related [CZY19]. Cancers [FL T

+

21, GA

WI19].

Candidate [AJYJ18, EBK11, LL19a, WWLC20]. Cannot [BF98].

Canonical [AHK

+

02, BB15, MR08a, MHL22, NR

W11]. Can tor [SF95].

Capacit y [Elh11]. Capillary [MXW

+

20]. Capsid [CRB18]. Capture

[FL94]. Capturing [EAM

+

17]. Carb oh ydrate [LK

C21, WK C

+

95].

Carb oh ydrate-Activ e [LK

C21]. Carcinogenic [DBBM09]. Carcinoma

[BR C20, CCH

+

19, CWS

+

21, GCD20, GDL

+

15, LGD

+

19, L

TL20, TYS

+

20,

WSCL18, WWLC20, WW C

+

20, YDG

+

20, YcXyW

+

21]. Cardiom y opath y

[CKZL20]. Careful [DBT11]. Carlo [FDDK07, Hea97, JHN

+

23, KST96,

LD W98, LL

T06, LSHL04, NTMM06, XK05]. Carrillo [KS06]. Carroll

[Sea01]. Cartilage [YBF19]. Cas9 [ZDZ

+

20]. Cascades [BS09, LXL

+

20].

Case [BMR09, BZ08, CML

TZU14, EBS

+

22, F om19, GJL

+

21, LBN94,

LZBK15, LL23, McP12, MBS

+

01, OH03, PK19, PZZ20, T ra98]. Case-Based

[LBN94]. Case-Cohort [LL23]. Case-Con trol [BZ08, McP12, OH03].

Cassandra [LCG18]. CASTOR [LC03a]. Cat [SW11]. Catalytic [SSB07].

Catc hing [WLF13]. Categorical [BFT04]. Categorizing [SL

YC09].

Causal [BCPS04, KYSE10, Rot19, SMS13, WHJE19]. Causalit y [Ist19].

Causation [JCBX22]. Causativ e [FSD

+

14]. Caused [MR Y

+

23]. Causing

[KSS09]. Cautionary [BJ17]. Ca vit y [CR T

+

17]. Ca yley [NFHM21].

CCCTC [KW21]. CCCTC-Binding [KW21]. CD45 [CYZ

+

20]. CDCA5

[BR C20]. cDNA [BCH

+

01, BLQZ04, CHK

+

02, GE04, W GW

+

01, YHC05].

cDREM [WBJ15]. CE [JDSB04]. Cell [BR

C20, BZG

+

22, BNA

+

12,

BGH

+

08, CWRF15, CWJ

+

21, CvS24, DSS

+

22b, DSS

+

22a, DSC

+

22, DCL18,

FL94, FL T

+

21, GV

A22, GW A

+

21, GSCG19, HD10, HAP12, HFUH19,

JLSL24, KBZ

+

05, Kha14, LSBS18, L WN

+

18, LLG

+

20, LZHC15, LGD

+

19,

LDBj22, LQ23, L

TL20, MMA

+

21, MMKH15, MH22, MFJ

+

19, MSM20,

MLS

+

23, MM19, MM21, MWL22, NBA

+

13, PLSL18, P ar24, PD16, PD20b,

QFLL22, RBH

+

19, RLA

+

06, SV A

+

19, SDFR16, SDK16, SCD

+

22, SH17,

SZY

+

20, SZSA22, SSLL22, SZMS02, TINK98, TYS

+

20, TMG

+

20, W

C16,

WSCL18, WWZY19, WWLC20, WW C

+

20, cWxLlS

+

23, WVT23, XSH

+

22,

YDG

+

20, ZCY

+

20, ZMppVN22, ZYB

+

04, ZLL

+

22, ZL22, ZTW05].

Cell-F ree [L WN

+

18]. Cell-Surface [FL94]. Cell-T yp e [DSC

+

22].

Cell-T yp e-Sp ecific [LQ23]. Cells [COL

+

18, KLC

+

11, LLS11b, L YF

+

19,

LLL

+

20, TLP

+

14, WFL

+

20, WVT23, XLLS20]. Cellular

[AA G14, BSK05, BS20, LBJM11, LBD

VF10, MR08b, RRKT07, SVD14,

SF12, TRB

+

09, XLZ

+

24, YLC

+

20, ZLU

+

22]. Cellulases [TRS17]. Cen ter

[SLL

+

17]. Cen ter-Star [SLL

+

17]. Cen tral

[FYJ18, IPH18, KPW11, T

A97, ZKWH17]. Cen troid [W

AM20].

Cen tromeres [OFS08]. cerevisiae} [SSW20]. ceRNA

[JSZ

+

20, YcXyW

+

21]. Certain [BLR16, Kle99]. Cervical [LZHC15, LLZ19].

CG [Ano11b, Edi24]. CGA [CYL

Y12]. CGH [NHO

V10]. Chain

[ARSW22, BKWK

+

00, CH15, CL99, HI97a, Hea97, HJ14, KST96, LSAS03,

LD W98, ML10, NTMM06, Pia02, RLH13, RBEB13, SPD95, Sun95, WZCS00,

WV95, WF12, XK05, YSFW08, ZRZD11, ZF05]. Chaining

[BCA15, CJ23, JGT22, UMR11, ZRHM94]. Chains [AKLM02, Bet10,

CCJ09, GJM04, Nue04, PRK

G16, RS98, RR

OF95, Sc h00, ZS11]. Challenge

[GI95]. Challenges [DOB95, GMC08, Ma11, Rot19]. Change

[GP20, Lai12, PJB

+

15, WT07, XLZ

+

24, XLZ

+

18b]. Change-P oin t [Lai12].

Change-P oin ts [PJB

+

15]. Changes [BRR02, CC03, CK09, CJD06,

FSW

+

20, GLMW13, Ma11, NKR

+

01, TBJF01, YYY

+

09, ZW

Q19]. Channel

[JB10, SSS20, SF12]. Channels [SF12, SkY12]. Chaos [Yin19]. Character

[Bry96, CKT16, NR03]. Characteristic [PSIM18, VY18, YY05].

Characteristic-Sp ecific [PSIM18]. Characteristics [JRH

+

10, XK05].

Characterization [Cha95, CSP

+

12, HJ05, JPR06, LHL16, SV A

+

19].

Characterize [P ar24]. Characterized [A

V18]. Characterizing

[ABTP23, MR95, NME

+

15, TZHR14]. Characters

[AA18, BKPW95, GBBS07, KNmS

+

22, O

YB18, Prz07]. Charge [CEKP

+

13].

Chec k [vLKMR22]. Chec king [LR05, PSB17]. Chemical

[GZW

+

16, Sol09, T ra19]. Chemistry [LL

W03, NFHM21, TW05].

Chemotherap y [COL

+

18]. Chen [Ano20]. Cherries [AR

C13]. Cherry

[L TsL24]. Cherry-Reduced [L

TsL24]. ChExMix [YKPM20]. Child

[WZ24]. Childho o d [SnGqC20]. Chimeric [NBA

+

13, ZFBK09]. ChIP

[BR12, KVDC06, NBC

+

11, WH20, XZ12, ZCK17]. ChIP-Seq

[WH20, XZ12, ZCK17, BR12]. ChIP-Sequencing [NBC

+

11]. Choice

[DBT11]. Cholangitis [D

YLK20]. Cholesterol [TGTG19].

Cholesterol-Ester [TGTG19]. Chordal [Gus10]. Chromatin

[KW21, SKP

+

12, SDK16, SNQ

+

14]. Chromatin-Mo difying [SKP

+

12].

Chromat yping [CCMS20]. Chromosomal [RBH

+

19, ST05, XJZ

+

21].

Chromosome

[KWBS11, L V C

+

04, LRL

+

07, LJP20, LZC

+

23, SBNS21, ZW19, ZS17, ZL

TS13].

Chromosomes

[AKWZ95, BCC

+

09, CJK

+

97, HYJ

+

19, XJZ

+

21, YDN02, ZKT14]. Chronic

[CKL

+

17, ES07, YLC

+

17, ZLM

+

17]. Ciona [Eri09]. CIP [CASP10].

Circadian [YHW18]. Circuit [STP18]. Circuits [BS20, FPSD22]. Circular

[Ale08, BCC

+

09, F ar97, ML00, VT06]. Circulating [L WN

+

18]. Cis

[MYS

+

20, BR12, Ist19, MDB11, SS05a, CCG06, WT17, WX08].

Cis-Regulatory

[MYS

+

20, BR12, Ist19, MDB11, SS05a, CCG06, WT17, WX08]. Clark

[HA TI11]. Class [BR06, CV11, HSH14, HJR12, JLSL24, LJ05a, MC10, MS03,

QP09, RMS02, Vij22, W

GL98, WJD14, WZC96, ZYB

+

04]. Classes

[Mar94, NR03, NW12]. ClassGraph [CC23]. Classification

[A VS20, ALB

+

19, A

T05, Azi22, BDBF

+

00, BZB

+

22, BRR06, BFL05, BP16,

CBS

+

20, CC23, CCF10, CWJ

+

21, CYL

Y12, DPSW20, DKF09, ENS03,

FdSdSR

+

15, HA12, HV A W04, HY16a, HYJ

+

19, LDS12, LRD19, LCG

+

22,

LZL

+

23, LFD03, MC10, MBLZ09, O AR

+

24, QP09, SRF16, TM22, URB

+

19,

WRS

+

99, WTY19, YGP05, YTS12, YQD

W23, ZZL23a, ZA G

+

18, ZM16].

Classification-Based [ALB

+

19]. Classifications [BL02, PW

CN02].

Classifier [AaHP

+

21, K

CH04, PIM23, RLK

+

09, SZTW12]. Classifiers

[BGJ

+

04]. Classify [AB00]. Classifying

[AS22, LGS20, MC08, MEF24, MTR

+

03, SF95, XYX

+

22, YKPM20].

Clinical [Ano22b, BSB

+

05, KBJ07, MR Y

+

23, TMH

+

21, YQD

W23]. Clique

[MTF

+

12]. Clique-Based [MTF

+

12]. Cliques [PWFZ17]. Clo c k

[CKS06, HP96]. Clo c ks [RD09]. Clonal [FL T

+

21, SLS23, SHMS08].

Clonalit y [DMW

+

17]. Clone [DFS95, SBT00, W en05]. Clones

[JM95, Sc h97a]. Cloning [CLM

+

16, SK23]. Closed [KFR04]. Closed-Lo op

[KFR04]. Closely [A WM

+

17, WYT12]. Closely-Related [WYT12].

Closing [PNPC20]. Closure [ML10]. Cloud [KAD

+

19, PDZ

+

16, TH17a].

Cloud-Based [PDZ

+

16, TH17a]. Cluster

[AN18, GT A

+

04, HMN21, KBZ

+

05, KNS14, SZVM10, SDP

+

20, WMG

+

24].

Cluster-Based [WMG

+

24]. Clustered [CBW07, HSD05, MAN16].

Clustering

[A O08, BF02, BDN19, BR06, BDSY99, BL02, BV09, CZNF19, CC11, CDH

+

16,

DMDR17, DBB

+

02, DS03, ETLK19, FBJ04, FL T

+

21, GLM

+

09, GT A

+

04,

HTY22, HSL07, HHC06, JHN

+

23, KBG18, KMZ

+

10, KABH15, LDBj22,

LMP08, LC03a, MGW

+

07, MMK

+

21, MAN16, NV

CW15, O YY

+

12, PKSB18,

QsYSxL23, SM20, SLL08, SPD18, TZB

+

23, TVNP15, WSW15, cWxLlS

+

23,

XZW15b, YZ17, YL17, YJC18, ZZHL11, ZlWL21, ZWD

+

04, ZL22, ZCK17].

Clustering-Hashing-Signal [HHC06]. Clusterings [NWN

+

10]. Clusters

[BJMS09, Bo e18, CCT09, GPCP11, HG05, Jah11, KK22, LCX

C05, LAF

+

14,

LHXH08, MBC

+

18, NMG

+

05, P ar07c, TZB

+

23, TWY02, VBSS10, WMPS11,

YYZ

+

10, ZSV

+

09]. Clusterwide [ZWD

+

04]. cm b.2019.0110 [Ano22b].

cm b.2019.0224 [Ano20]. cm b.2020.0112 [Ano21b]. CNB [JLmR

+

23].

CNB-MA

C [JLmR

+

23]. CNS [DHY02]. CNV eM [WHY

+

13]. Co

[HM14, LZS09, TZZY20, TPSB19, TBKR10, WLM21, XJZ

+

21, ZHQS05].

Co-Ev olution [HM14, TBKR10]. Co-Expressed [ZHQS05].

Co-Expression [TPSB19, TZZY20, WLM21]. Co-Occurrences [XJZ

+

21].

Co-Regulation [LZS09]. Coagulation [LXL

+

20]. Coalescence

[BW12, PMGE21]. Coalescences [TR11]. Coalescen t

[DLL

+

12, DR15, ME12, Ros07, TR

W23, TRIN07]. Coalescen t-Based

[DLL

+

12]. Coarse [AJYJ18, CB07, DPS

+

20, PVFB06]. Coarse-Grained

[AJYJ18, DPS

+

20]. Coarse-Graining [CB07]. Co de

[AMO

W10, Ist19, LZL

+

23]. Co des [BDM

+

07, KKe23, NSZ99, PB18].

Co ding [ADRS24, BW

GM17, CC03, GT16, JL

Y08, LZL

+

23, L

WZ21, MM06,

RM00, Sal95, Sel13, SlGW

+

23, SZTW12, SG94, SDP

+

20, SK19, TE96,

TBB00, WH06, XMU96, YY05, YQD

W23, YYJ19]. Co ding-Based

[SlGW

+

23]. Co don [CHJ05, DS19, GY A

+

23, SG94, SL

YC09, TVNP15].

Co dons [WMK17]. COE [ZPX

+

10]. Co efficien t [HL16a, SPD18].

Co ev olutionary [DC16b]. Co expressed [TML

+

02]. Co expression

[JJY

+

20, NX

GL20, PdBdP

+

22, QL

W20]. Coffee [LCG18]. Cognitiv e

[Jos96]. Cohort [Ano20, LL23]. Coil [ODPB18, SLO07]. Coiled [ODPB18].

Coinciden t [Mar94]. Coleo c haete [W

C16]. coli [ALR18, Kha14]. Colinear

[CJ23, JGT22]. Collab oration [W CZ

+

18]. Collab orations [YYL20].

Collab orativ e [CZY19]. Collagen [Y an09]. Collapsed [CP05]. Collapsing

[GDHC95]. Collecting [TBP

+

13]. Collections [MNSV10, ZCK17].

Collectiv e [HL16b, RAKL10]. Colom bia [EBS

+

22]. Colon [Kha14, MXJ19].

Colonies [ZZL22]. Color [APF

+

20, PTWB09, SF

C11, TP11, YHC05].

Colorectal [BSB

+

17, D WK

+

20, QQL

+

19, WZG

+

20a, ZW

Q19]. Colored

[BP16, HS23]. Colorful [RRNB13]. Com b [CKS06, SF

C11]. Com bination

[KVM14, ZZL23a]. Com binations [STR

T96, V

CY14]. Com binatorial

[AA18, AKLM02, AHK

+

02, BDKSY00, Cha95, EAA

+

09, LL

W03, MCC01,

Neb02, NW12, OB10, PGBK11, P ev95, SVK10, ST02a, SZVM10, SZMS02,

ST17, SLRM09, TW05, WJJ11, WBJ15, YJ06, ZFBK09]. Com binatorics

[Clo06, HLR14, KB12, MN15, PV17]. Com bined

[FNC08, MG06, PL06, SKS

+

09, SG94, cWxLlS

+

23]. Com bining

[AMR20, BG98, BR23, EAA

+

09, KPS00, LN03, NCMS

+

21, PWFZ17,

PGA

+

11, SH04a, X

GD24, YR G

+

19, ZLL

+

22]. Comes [HPL

+

20]. comets

[HD16]. Command [MA19]. Common

[A TLS07, BFS10, BVP

+

19, CMvH15, CHKK99, DMHM97, EPSV98, GF16,

HJ05, KL

W96, LNW01, NW12, PYIM22, PSCP09, SSPNW06, SB07, T

AA16,

UBTC06, WWZ19, dMRR14]. Comm unities [BBP10, RHS

+

21].

Comm unit y [AZ11, Rob94, Sun18, WYT12]. Comm uting [A

T08].

Compact [OB16, P ar07a, PQBB08]. Comparativ e

[Ano11b, BBP10, BBEM09, BCA96, BMR

+

19, CY10, DPSW20, DJK

+

99,

Edi24, ES07, FW12, KV17, KPB

+

04, LSRR18, PTWB09, SMZ

+

12, SIK

+

05,

WMG

+

24, WWZ

+

16, WH06, YYW14, NV09]. Comparing [ABR16, AS19,

BG17, GNME01, GJL

+

21, HSG22, HBW

+

05, KRF

+

12, L V C

+

04, LMP08,

MMS95, NK07, Neu14b, NV12, R

YY22, WXY

+

24, ZKWH17, Zha97].

Comparison [AS10, AF

CN13, BCH

+

07, BHR

V00, BWS13, BR03, BS06,

BPL02, Bet10, CH15, CWYB16, CT07, CGZ04, DLPH06, DHY02, EJT00,

FP11, FS99, HBD94, HG18, KMUK22, KVZ24, KPW11, LST

+

17, LHXH08,

LZF

+

05, ML00, MHS06, MP94, PD16, R

CSW09, RND

+

23, RS01, SRF16,

SSD07, SRZ

+

13, SJ12, SY09, TPH

+

09, VT06, WRSW10, W

AM20, YY

A11].

Comparisons [Lip05, P ar07b, PDE

+

11, PWT18, SSTM19, V

CY14, ZW19].

Compatibilit y [BKPW95, BSWY98, KA

C17]. Compatible

[BLR16, PMCB08]. Comp ensating [SS07]. Comp ensation [L

TCH11].

Complemen t [LXL

+

20]. Complemen tarit y [CFR12, JPB

+

15, NLC17].

[CWJ

+

21]. Creating [ZMK23]. Creation [WH20]. CRISPR

[BBC16, ZDZ

+

20]. CRISPR-Cas9 [ZDZ

+

20]. Criteria

[GT A

+

04, LSG04, TNSS13]. Criterion

[HSD05, L

WLJ10, NM14, TP11, ZZL23a]. Critical

[BHL

+

18, BSB

+

05, NX

GL20, SnGqC20, WDZ20, ZW07]. Critiquing

[CBS

+

20]. CRMs [Eri09]. Cross

[BRD

+

05, BMN

+

07, BR23, CJC01, CXW16, D

VS19, KMUK22, KA

C17,

LRNBJ10, MPZ

+

20, MDTD06, PMG

+

16, R

V15, SSW20, YHW18, ZF07].

Cross-Hybridization [BMN

+

07]. Cross-Imm unoreactivit y [BR23].

Cross-Kingdom [PMG

+

16]. Cross-Links [CJC01]. Cross-Mem brane

[CXW16]. Cross-Mo dal [D

VS19]. Cross-Organ [KMUK22].

Cross-Sectional [BRD

+

05, R

V15]. Cross-Sp ecies [ZF07].

Cross-V alidated [MPZ

+

20]. Cross-V alidation [KA

C17, SSW20].

Cross-V alidatory [MDTD06]. Crosso v er [AEB

+

04, SDG

+

07]. Crosstalk

[SSW20]. Crucial [GPOP

+

17]. Cry o

[HLG18, KA

C17, LCG

+

22, NS18, ZKWH17, BRZH15, HSH11].

Cry o-Electron [HLG18, KA

C17, LCG

+

22, NS18, ZKWH17]. Cry o-EM

[BRZH15, HSH11]. Cry o electron [ZLU

+

22]. Crystal [LL W

+

20]. CSAM

[HHC06]. CSAX [NME

+

15]. CsSNP [WWZ

+

16]. Cubic [YTMY17].

Cuc k o o [Azi22]. CUD

A [SSLMW10]. CUD

A-Enabled [SSLMW10].

CUDE [DBM09]. Cue [JK G

+

04]. Cue-Signal-Resp onse [JK G

+

04].

CuMiDa [F

CGD19]. Curated

[AEH17, DCL18, F

CGD19, FDD21, SKDR21]. Curcumin [GA

WI19].

Curcumin-Syn thetic [GA

WI19]. CuRDa [FDD21]. Curren t

[CL21b, SLB

+

97]. Curv e [CL21b, VY18]. CUSA [DBM09]. Customizing

[IR CA21]. Cut [BMS10, BWS11, CJK

+

97, DHM97, L

TCH11, Mar94, MJS23,

SLM15, XLZ

+

18a]. cutPrimers [KBKF17]. Cuts [ZS17]. Cutting

[KBKF17]. Cycle

[AI12, A

ODD22, AP

A17, A

T08, BR

C20, OBJO

+

03, ZTW05]. Cycles

[GQ09, XZS07]. Cyclic [KKe23, LSL

+

16]. Cyclin [CASP10].

Cyclin-Dep enden t [CASP10]. Cysteine [KMR

G09b]. Cytokine [Con04].

Cytometry [PSG

+

20]. Cytop ede [HD10].

d [HBD94, ABF

+

04, A

T05, CFB

+

07, DSN14, EHK

+

02, GRM09, GWX18,

GMS05, KMR

G09a, KMR

G09b, PSCP09, SVD14, Shi10a, ZL

TS13].

D-Electrophoresis [EHK

+

02]. D3GB [BP17]. D A G [PVFB06].

D AHNGC [ZCZ

+

23]. DahSh u [HTH

+

17]. Damage [L V C

+

04].

Damage-Pro cessing [L V C

+

04]. Data

[

˚

AMR07, ADP

+

08, AI12, A

CKK19, Aku04, A GH

+

18, AB16, AR17, AS23,

A CL15, AJV

+

16, AF

CN13, ASE20, BB06, BKWK

+

00, BBN11, BJGG

+

03,

BF02, BHGCS11, BB15, BDN19, BRD

+

05, BFT04, BDCKY03, BMR09,

BBV

+

14, BCG

+

18, BFK

+

10, BGJ

+

04, BRZH15, BML

+

16, Bo e18, BVP

+

16,

Bro98, CR09, CCMS20, CCT09, CC11, CH15, CD18, CWH

+

22, CR

T04,

CQG10, CCPT17, CA C

+

23, CYY09, CYL

Y12, CS15, CBG

+

14, CF97,

CHK

+

02, CBM

+

02, CvS24, DOB95, DMTV09, DZM

+

03, DJK

+

99, DLML10,

DK C15, DMW

+

17, DLFS22, EZFP

+

19, EFM12, Ell20, EAA

+

09, EHC

+

13,

FVTH03, FHZD17, FdSdSR

+

15, F as94, FNC08, FBJ04, FSZ02, FRD

+

17,

FPS22, FFSL22, FMH06, FLNP00, FL T

+

21, GZY

+

22, GHJ

+

12, GK18,

GE04, GW A

+

21, GLM

+

09, GCB15, GSCG19, GBR17, GZW

+

16, GME01,

GCD20, GZW

+

21, GLM16, Gus10, HTZ

+

13, HMY

+

14, Ha v06, HMY

+

19].

Data [HHE13, HWH

+

13, HLK

+

13, HV A W04, HLCS10, HSL07, HM14,

HZL22, HMF07, Hua10, HHJ

+

13, HTH

+

17, HWZ

+

21, ITSH00, IFT14,

JK G

+

04, JLSL24, JZ10, J

¨

ONK17, Jus06, KVM14, KS12, KP96, K CG

+

19,

KV23, KVDC06, KMC00, Ker03, KMM17, KA

C17, KK18, KAD

+

19, KK22,

K GN09, KABH15, KBCBS11, K

CH04, KT01, KPP

+

22, Lai12, LSBS18,

LLSH19, LLG

+

20, L

TCH11, LXYC09, L

YPC13, L V C

+

04, LSG04, LJ05b,

LL05a, LLS

+

19, LL

WZ19, LL W

+

20, LKL21, L YH

+

19, LS23, LFD03, LRM11,

LMW05, LABD

+

06, LL05b, LLD

+

16, LLZ19, LSHL04, LH03, LDB

+

07,

LZX12, MLOT17, MSS

+

22, MMA

+

21, MPZL23, MGW

+

07, MS99, McP12,

MH22, MR Y

+

23, MEF24, MSM20, MLS

+

23, Mos03, MM19, MM21, MBS

+

01,

MTR

+

03, NKR

+

01, NHO

V10, NH08, NME

+

15, OMS13, OH03, PP23,

PW CN02, PFK17, PLL16, Pic08, PSG

+

20, PC05, PSLP06, PX13, QFLL22,

QP09, QL

W20, RH19, R

UGR18]. Data

[RLH13, R

V15, RMC

+

05, RBK94, RHS

+

21, RBH

+

19, R

G95, RL94, SIC

+

09,

SK17, SM20, SG10, SG15, SK

GG17, SS07, SHRB11, STHG

+

08, SDK16,

SDC03, SS23, SRF16, SD95, SCD

+

22, SLL

+

23, SIK

+

05, SSLMW10, SH17,

SnGqC20, SPBB15, SR10, SK23, SSZG24, SBR

G20, SLZH15, SSLL22,

TBL18, T

A21, TXL

+

17, T

AJZ23, TH17a, TH17b, TMG

+

20, UGS19, WMD06,

WHDN13, WHD15, WZH

+

18, WDZ20, WZCY21, cWxLlS

+

23, WV11,

WVT23, W GW

+

01, WZW10, WlLK

+

12, XvdL05, XZ12, XZW15b, XSH

+

22,

YS23, YHB

+

03, YL17, YS19, Y

A11, YLC

+

20, YMZ

+

12, ZRZD11, ZWSF05,

ZL TS13, ZlWL21, ZW23, ZZL23a, ZL01, ZPB

+

10, ZZL

+

17, ZLL

+

22, ZL22,

ZPD

+

23,

ˇ

ZZ15, ZCK17, vUMW08, ARR

W99]. Data-Based [GZY

+

22].

Data-Driv en [CS15, ZZL23a]. Data-Kno wledge [WHD15]. Database

[AMO

W10, BSB

+

17, BZW

+

00, F

CGD19, GWL

+

19, GE17, HHJ

+

02, KV17,

Kar95, KWB

+

94, KDL

+

94, KLC

+

11, LCG18, MXJ19, MR95, NCC

+

96,

O AHA94, R

GL94, RND

+

23, SKDR21, SM04, SZSW09, TINK98, T

A21,

V AS

+

18, bVRN

+

19, WHL17, WZC96, YL W

+

15, FDD21]. Databases

[AaHP

+

21, CZW

+

19, F as94, JDK

+

18, Mar95, MAN16, PBB

+

21, Rob94, SK18].

Dataset [MTR

+

03, XSH

+

22]. Datasets [BR12, CAB11, FD

W20, LQ23].

Dating [CDF

C00]. Da vidson [Dei19b, Ist19]. db [bVRN

+

19]. DBCA T

[KLC

+

11]. dbHT [DC16a]. dbHT-T rans [DC16a]. DCJ

[BCC

+

09, BS10, KWBS11, YF09]. DDI [HXY

+

23]. De-differen tiation

[KL V

+

13]. DEA [ZW23]. Deactiv ation [FDDK07]. Deaminase [MMHC98].

Dec [Ano20]. Deciphering [SCD

+

22]. Decision

[CvS24, HZNF06a, HZNF06b, LL05b, Sal95, SDFH98]. Deco ding

[DLPH06, Yin19, ZHZ

+

16]. Decomp osable [F ar97]. Decomp osition

[Bar04, D

WMT22, GBBS07, LRSG07, MEF24, SAM06, Xu09].

Decomp osition-Based [MEF24]. Decomp ositions [KK C

+

22, NWN

+

10].

Decon v olution

[GSS

+

20, Ha v06, HSH11, LLG

+

20, RLA

+

06, SSH

+

20, SDK16].

Decon v olving [WSS03]. Deco y [YL W

+

15]. Deep [AMS

+

22, BW12,

DCH21, EZFP

+

19, FFB20, GWM

+

21a, HYJ

+

19, KW21, LCW16, MSS

+

22,

MSM20, MJCM22, MHL22, MWL22, Nai18, NES22, PXLP23, PLSL18,

PYG

+

19, SZSA22, TR11, WYC

+

18, X

GD24, YMxW21, ZGRB10, ZGW22].

Deep-Con v olutional [PLSL18]. deepMc [MSM20]. DeepMinimizer

[HZK22]. DeepPPThermo [X

GD24]. DeepSNP [EZFP

+

19]. DeepVir

[MJCM22]. Defense [VND17]. Deferred [SV97]. Define [CNCK11].

Defined [JHA16]. Defining [NDMK17, ZZNM15]. Definite [ZL

TS13].

Definition [KF C

+

11, UMR11]. Definitions [D AE

+

19, TBKR10]. Defy

[HLK

+

13]. Degeneracy [BKKSD01]. Degenerate [LS05, PO04].

Degeneration [FZF

+

20]. Degradation [BFK

+

11, vLKMR22, YBF19].

Degree [MP11, RDR12]. Degrees [ML10, PFRD05]. Deimm unization

[PCGBK13]. Delauna y [STV96]. Dela y [AD

W23]. Dela y ed [RSR

+

09].

Dela ys [GK06]. Deletion [DMP

+

06, TMfTK23]. Deletions

[BP20, BWS11, HSH

+

09, YF09]. Delineating [KASM08]. Denatured

[PGAE04]. Dendritic [URB

+

19]. Dengue [DM20]. Denoising

[KABH15, LZL

+

23, ZLL

+

22]. Dense [GPP

+

11, MZS

+

17]. DenseNet

[JWL24]. Densit y [CKZ

+

19, CHK

+

02, F

CS12, HSH11, HMK24, KVDC06,

NS18, SDP

+

20, ZKM21]. Den tritic [UTD

+

20]. Dep endence

[DPR97, FHZD17, HL16a, L

TS20, SG15]. Dep endencies [CKT16, D AL

+

08].

Dep endency [BSKgG23, IR22]. Dep enden t

[ABH03, CASP10, CHJ05, GTT06, HL16a, IR22, KK18, LFD03, NHO

V10,

RMK

+

18, SVP19, SL

YC09, URB

+

19, VS98, DDK21]. Depriv ation

[RXH

+

20]. Depth [LHW

+

22, XLZ13]. Deregulated [LLZ19]. Deriv ation

[SDG

+

07]. Deriv ativ e [HTM

+

22]. Deriv ed

[CASP10, LZ10, SVP19, W CL

+

18b, WZG

+

20a]. Deriving

[HLMS08, ZMK22]. DERNA [GQEk24]. Descendan t [QEk24].

Descendan ts [ZZS08]. Descen t

[Bro98, KLKH11, LSL

+

16, LL

WZ19, SGP11, YCP16, ZL01, ZKT14].

Descen t-based [LSL

+

16]. Describing [GSSI14]. Description

[CT07, GRM09]. Descriptiv e [BGTSB98, HY16a]. Descriptors

[CR T

+

17, Geo09]. Design

[AMR20, AHK

+

02, BDKSY00, BBD

+

04, BZ08, CLM

+

16, CFR12, CDKL09,

CS03, CM04, DHWZ06, GMC08, GQEk24, HD16, HJD17, HLH06, HWP20,

JJGD16, JHLD20, KMP

+

04, Kle99, LG22, LS05, LL23, MSBR08, MPG

+

16,

MT06, MCC01, MKKK

+

17, NSMV18, NW05, OJFD18, OB16, PDZ

+

16,

PZZ

+

10, P

A03, PQBB08, PCC

+

11, SSY

+

22, SV A

+

19, ST02a, TMfTK23,

UBGFD

+

19, WMC04, ZWZ16, dGFMS16]. Designabilit y [LJK16].

Designed [BRS99, LZX12]. Designer [JR16]. Designing

[BRS20, HMU06, SB05, T ak96, ZF07]. Designs [CCF10, CD08, DHM

+

05,

FFSL22, HL03, Li08, LGD

+

10, PTWB09, TP11, YHC05]. Desolv ation

[DBM09]. Despite [MSS

+

22, RS13]. Destabilization [BB04]. Detailed

[BP06, XMWZ20]. Detect

[CLLL20, FFSL22, LS08a, NVW14, ODPB18, RPW13, Sc h97b, TML

+

02].

Detected [NLC17]. Detecting [BBGS11, BMP

+

09, CTC21b, CKT16, CC12,

DLFS22, GLMW13, HG11, HXL

+

17, HZH

+

10, JDH00, KYSE10, KKS

+

06,

KPP

+

22, LAF

+

14, LN03, Mal98, MWP00, SIKS06, ST10, SDC

+

10, TH17a,

TH17b, VUR11, WWZ

+

16, XYX

+

22, ZKL

+

10, ZWJ18]. Detection

[AMS

+

22, ABLX00, BZG

+

22, BBC16, BK08, CW

C06, CFE

+

13, CD18,

CWJ

+

21, CL21a, CHKK99, CGD09, CV11, DCP

+

08, DP07, DHL00,

EZFP

+

19, EAA

+

09, GP20, Gru98, GZW

+

21, Ha v06, HLH04, HW01, JA

G17,

KMP08, LA

CB10, LPFT14, LLKX16, vLKMR22, LNW01, L

TTS12, L YF

+

19,

MZS

+

17, MSNl23, NMH13, NS18, REKH97, RBOS15, SF

A17, SPD18,

SDDI

+

08, SSPNW06, SRS02, SK19, TRIN07, TBB00, VT06, WHY

+

13,

WSS

+

15, WWH17, WH06, WLA

+

18, ZLU

+

22, ZPB

+

10, Zho10].

Determinan ts [K

GLBK15, TGT08]. Determination

[DEH10, Elh01, GKKS98, HKZ

+

04, KWM10, LL

WZ19, MYBK

+

11, WMD06].

Determine [GSH17, JRHN09]. Determining

[AMTY11, AK G

+

13, ALR18, BT08, GGM12, JLRS18, KKS

+

15, KNmS

+

22,

MA13, PIWR15, RDH04, YY18, ZRZD11]. Deterministic

[CW C06, SDDI

+

08, YY18]. Dev elop ed [AS19]. Dev elopmen t [A CL

+

21,

BR C20, Jos96, JBM15, KMM17, LZHC15, NX

GL20, PC05, WH01, WFL

+

20].

Dev elopmen ts [CHM94]. Deviation [KF C

+

11, TSTS12, WFH18].

Deviations [Nue04]. DFT [TM22]. DHFR [SB21]. Diab etes [SVP19].

Diab etic [LL19c]. Diacylglycerol [BSB

+

05]. Diagnosis

[HTM

+

22, K

CH04, MDTD06, V

A17, WW C

+

20, YMxW21]. Diagnostic

[JZZ

+

19, KVM14, SZMZ19, WWLC20, fZbMqW

+

20]. Diagnostics

[BLC

+

10a, KSB98]. Diagrams [Hua15, MR08b]. Dialysis [YLC

+

17].

Diameter [MWD02]. Dictionary [ASL06, PBS

+

99]. Dictionary-Based

[PBS

+

99]. Diet [LLL

+

20]. Difference [A

TLS07, EMV98, P ar24].

Differences [CMK23, Ker03, LQ23, PIWR15, TYS

+

20]. Differen t

[F CS12, LL19a, PD16, QFLL22, RKTS14, SPD95, YI17]. Differen tiable

[HZK22]. Differen tial

[HTY22, HQ06, K CG

+

19, cLcSwP

+

21, MH22, NKR

+

01, PLL16, SK23,

SDC

+

10, SBTV10, TBL18, WLM21, ZWSF05, ZW23, ZL22]. Differen tially

[ARHLK19, AJV

+

16, BCH

+

01, CCL

+

19, GP20, ITSH00, J

¨

ONK17, KB

ˇ

C19,

LSRR18, MG06, QbMyD

+

19, W

C04, WFL

+

20, WHK21, WZL19, ZL W

+

20,

ZXZ21]. Differen tially-Expressed [ITSH00]. Differen tiation

[TLP

+

14, XLZ

+

24, XLLS20, KL V

+

13]. Diffusion [EFM12, F

A12]. Digest

[FJK

+

99, Mar94, fW23, Zha94]. Digital [BR06, GSS

+

20, SSH

+

20]. DIME

[GYD

+

15]. Dimension [LQ23]. Dimensional [APF

+

20, A

CL15, BGTSB98,

CGZ04, EPSV98, GP13, GK

G12, HD10, HZL22, KMZ

+

10, LKBT16, LLSH19,

LZC

+

23, LL23, LCL

+

17, NDMK17, O’H15, PL06, RBH

+

19, RL94, SDMN19,

Shi10b, SBNS21, TSTS12, YHC19, YE02, ZLU

+

22, ZZL

+

17].

Dimensionalit y [SPBB15, TPK03, ZLL

+

22]. Dip eptidyl [MCH

+

19].

Diploid [BDK

+

16, Gus01, SBP15]. Diploids [LLS11a]. Diplot yp e

[O YY

+

12]. dipSP

Ades [SBP15]. Direct

[BGL

Y03, GT16, Ham12, HPY03, TBS

+

07]. Directed

[BHL

+

18, CLM

+

16, KTSS19, KLR23, KK23, LL05a, YFBK07, ZGBK10].

Direction [GZN16, MWL22]. Direction-Guided [GZN16].

Direction-Selectiv e [MWL22]. Directional [DS19, PK19]. Directly

[KJmZ

+

22]. Diric hlet [NBGA13, XJS07, YY

A10, YY

A11, Y

A11].

Disam biguation [SKM05]. Disc [FZF

+

20]. Discerning [DCD19].

Discon tin uous [CYY23, MBK

+

03]. Discordan t [HMN21]. Disco v ered

[BSKgG23]. Disco v ering

[BDCKY03, DD A

+

11, HVD17, MC10, P ar07a, SPBB15, WLFW03, W A C08].

Disco v ery [AP04, BSK05, BR06, BGG07, BJEG98, CW20, EVLZU19,

ELP04, GPRR12, HMN21, ISB12, KPB

+

04, KW

A11, Li09, L

W12, NTMM06,

P ar07b, QP09, SSKH

+

13, TKW08, WX08, WlLK

+

12, ZK

C12, ZHQS05].

Discrete [Che06, HG18, Jus06, KPS00, SK

GG17, YjDG

+

23, Zh u07].

Discrete-Ev en t [Che06]. Discretization [DLML10]. Discriminan t

[LSG04, Mal98, MGW

+

07, ZZL

+

17]. Discriminate [BCVL17].

Discriminating [MP16]. Discrimination

[EMD95, KL V

+

13, Mam96, TBS

+

07, WS04, ZHY

+

20]. Discriminativ e

[JDH00, MD00, SS05a, Sin03]. Disease

[A C17, BSKgG23, CDQ

+

21, CD21, DCL18, EBK11, GSA14, GSV21, HTM

+

22,

HWZ

+

21, KSS09, KV23, KS05, LFD03, L

WZ18, MWZ19, NX

GL20, PD16,

PD20b, PE20, RS12, SCB14, SEV09, SlGW

+

23, VB09, yW

CF06, WxL W

+

23,

XAB

+

15, YHW18, YLC

+

20, ZPX

+

10, ZCZ

+

23, CJ21, bYjHgZ

+

24].

Disease-Asso ciated [SlGW

+

23]. Disease-Causing [KSS09]. Diseases

[CZS15, FSD

+

14, JCBX22, KMCKS17, LZL

+

23, W u08, YQD

W23].

Disequilibrium [BG09, L

WLJ10]. Disjunct [CD07]. Disk [HNW99].

Disk-Co v ering [HNW99]. Disorder [WXY

+

13, YMxW21]. Disordered

[GZW

+

16, HZNF06a, HZNF06b]. Disorders [JR16]. Disparit y [SPSZ23].

Disp ersion [WMC14]. Displa ys [WZ24]. Disprop ortionate [DSC

+

22].

Disruption [DLM10]. Disruptions [JRHN09, NLC17]. Dissimilarit y

[KVZ24, Wil99]. Dissimilarit y-Based [Wil99]. Distance

[AS96, A

ODD21, A

ODD22, A OJ

+

23, AZ14, AK G

+

13, BMY01, BHHR18,

BG17, BBDS21, BSSZ

+

20a, BSSz

+

20b, CMK23, CCYH18, Che12, DJK

+

00,

GMY10, HR12a, HJR12, HMU06, JR17, JRS19, JLMZ02, Jia11, KLM11,

Ko v14, KVK08, LS08a, LN01, LR

V21, Lu15, MC16, MH22, MTF

+

12, QEk24,

Ris16, SH06, SGBEM11, SLM15, SM16, kSyPhC

+

22, TCL

+

16, TM22, WW18,

WW19, W

AM20, WZW15, YzCW20, YJ04, ZHY

+

20, ZZ14a, ZA G

+

18, Zh u07].

Distance-Based [DJK

+

00, LS08a]. Distance-Scaled [ZHY

+

20]. Distances

[AS10, A

O15, AFR

V07, BBH

+

07, BSMA06, BYL

+

20, F om16a, F om16b,

F om19, GM07, HPDL

W09, NM14, SM17, WD

A01]. Distils [CvS24].

Distinct [TYS

+

20, WPL

+

19]. Distinctiv e [JRH

+

10]. Distinguish

[KWBN19, SDG

+

07]. Distinguishable [NS23]. Distinguishing

[RPS02, STR

T96]. Distortion [HlAM20]. Distributed

[EN22, FD

W20, PDZ

+

16, SIC

+

09, WZG

+

20b]. Distribution

[AZ14, AJV

+

16, BS98, BLF14, LR05, LHW

+

22, LRSG07, LSG04, MD01,

RS01, SH06, SBT00, Sc h00, TZHR14, TS96, ZPD

+

23]. Distributions

[BG97, ENS02, GW94, Kon09a, Kon09b, LBD

VF10, NL09, SBK22,

ˇ

SV07].

DIsulfide [KLO18]. Div ergence [Gu01, RKTS14]. Div erse

[CTC21a, KWBN19, Wil99]. Div ersified [MZS

+

17]. Div ersit y

[AMK18, A

V18, AF

CK09, GNME01, KMP08, PMAP13, ZFBK09]. Division

[L YF

+

19, W

C16, YHT

+

17]. DNA [A O AAH17, AEB

+

04, AM97, ADRS24,

ABH03, BLC

+

10a, Bea95, BNN12, BDKSY00, BB04, BG11, BDM

+

07,

BMN

+

07, BFK

+

99, B¨ oc04, CS00, CZC10, CCT09, CD18, CWS

+

21, CD07,

Che04, CKZ

+

19, CQG10, CL99, CST20, DMP

+

06, DLL

+

12, DPHH05, DS12,

Elh01, FVTH03, FLL00, FSW

+

20, FBJ04, Gel95, GP

AR96, GGKS95, GM96,

GMV C20, HBR

W06, HSF97, HJ05, Hor01, HZL22, HW01, IW95, IP09, JG11,

JL Y08, JRH

+

09, KMP

+

04, KKe23, KS12, KSSK09, KFDT02, KV19,

L WN

+

18, LG22, LMS96, L V C

+

04, LABD

+

06, LFT

+

98, L

Y99, MT06,

MCC01, MK11, MWP00, MV19, MBV

A07, MP94, Mil95, MGSA06, MTR

+

03,

NCC

+

96, OBD

V16, PWFZ17, P

A03, P ev95, PQBB08, PO04, RMR

T00,

RPR

+

15, R

YY22, R WB

+

98, R

W99, RMC

+

23, SK17, Sal95, SDFH98, SPD95,

Sc h97b, Sel13, SNQ

+

14, SnGqC20, SR

V98, SRM

+

98, SCC

+

98]. DNA

[SH04b, Ste14, SZSW09, Sun99, SB05, TE96, TH17a, TH17b, TEMM12,

V es12, VS98, W

GL98, WSW15, W an94, WRS

+

99, WMC14, WW C

+

20,

W en05, W en06, WSS03, XMU96, YKPM20, YYL20, YYW14, Yin19, ZPM97,

ZSWM00, ZW03, ZCH

+

13, ZHS05, ZS11, ZWK

+

20]. DNA-Based

[BLC

+

10a]. DNA-Binding [GMV

C20]. DNA-Mediated [JRH

+

09].

DNA-Microarra y [FVTH03]. DNA-Sequencing [CD18]. dNTP

[DCV

+

07]. Do [T aAF

+

22, ZFZL03]. Do c k ed [ADPH15]. Do c king

[ALB

+

19, AKLM02, GA

WI19, GZN16, HS15, PPV

+

14, SNW98]. Do es

[IP19]. DOI [Ano20, Ano21b, Ano22b]. Domain [DMHM97, GH16, JRH

+

10,

LCL

+

17, MMHC98, Neu14a, Neu14b, RMW

C16, SKM05, SSD07, ZZNM15].

Domains [CSP

+

12, GKKS98, L

WLL19, SK G

+

00]. Dominance [ST17].

Dominan t [DS19]. Dominating [RPS02]. dono v ani [Vij22]. Dosimeter

[SV CA17]. Double [BHHR19, BWS11, CQG10, KKe23, Mar94, MDTD06,

MJS23, SGBEM11, SLM15, TT12, XLZ

+

18a, ZR

GHJ08].

Double-Cut-and-Join [MJS23, SLM15, XLZ

+

18a]. Double-Digest

[Mar94]. Double-La y ered [CQG10]. Double-Strand [TT12]. Do wn

[CC11, C LM

+

18, PR C

+

13]. Do wnregulations [WHLR20]. Draft [T

AJZ23].

DREAM [CKS12, CKS13, CKS15, CKS14]. Driv e [PR C

+

13]. Driv en

[BLQZ04, CWS

+

21, CS15, DBW17, MFJ

+

19, MD03, PNIM17, ZZL23a].

Driv er [PNIM17, SMC

+

15, SSZG24, ZlWL21]. Driv ers [SH17]. DrML

[GE14]. Drosophila

[JBM15, KASM08, MYS

+

20, MSS21, POP23, SV

CA17, YI17]. Drug

[Ano21b, B

¨

OB

+

23, BYL

+

20, CJP

+

22, DHY02, FYJ18, GSV21, HSBS10,

HXY

+

23, HFUH19, ITdB09, KTT20, LJCZ20, NSA08,

¨

OBA

+

23, PXLP23,

PYIM22, PIM23, P ar24, PGA

+

11, SDDI

+

08, SGK

+

12, WYC

+

18, WxL W

+

23,

WYL W21, YWZ

+

19, ZCZ

+

23]. Drug-Lik e [NSA08, SDDI

+

08].

Drug-T arget [LJCZ20, PGA

+

11, WYC

+

18]. Drugs

[Ano21b, AS11, GSV21, NXL

+

15]. DSEP [NXL

+

15]. DTD [SSH

+

20]. Dual

[BHHR18]. Duc henne [ZLB

+

20]. Ductal [CYF

+

20]. Due [K

C96, ZMK22].

DUPCAR [MRR

+

08]. Duplex [BB04]. Duplexes [ABF

+

04]. Duplicate

[AFR

+

08, DLM10, SLM15, SM17]. Duplicates [AFR

V07, JRHN09].

Duplication [AR

C13, BAK13, Ba y23, Ben97, BBWE09, CDEM08, CLDG03,

EMV98, Gu01, JPB

+

15, JRH

+

09, JRHN09, LBEMG07, LMWR21, OSC11,

PMGE21, TWY02, WT07, ZZS08, ZZ14a]. Duplication-Based [EMV98].

Duplication-Loss [AR

C13]. Duplication-Loss-Coalescence [PMGE21].

Duplications [CDF

C00, GE14, LM11, MRR

+

08, YF09, ZS17]. During

[CEK

+

17, COL

+

18, KMUK22, LSAS03, TT12, UTD

+

20, WZCS00, XLZ

+

24,

ZW Q19, JRH

+

09, LSHL04]. DUSP1 [YBF19]. DUST [MGSA06]. Dy ads

[Li09]. Dy es [T ra19]. Dynamic [BB15, Bet10, BRZH15, BS20, CKT

+

01,

Che06, DCD19, EdCK

+

12, FNC08, Gui98, HlAM20, HWSH18, HD98,

JK G

+

04, JJGD16, KW14, KAS09, KMZ

+

10, KL V

+

13, KK18, KT13, LLS

+

19,

LSSD18, MTF

+

12, RMW

C16, SS23, SB07, WZW15, WBJ15, W u96, XLZ

+

24].

Dynamical [DCL10, GSV

+

11b, Jus06]. Dynamics [Ano21b, CB07, CKB17,

DT13, F

A12, GQ09, HCX09, KF C

+

11, MSS21, PGAE04, PLSL18, RAKL10,

RZK06, SV A

+

19, SAM06, SVL

+

10, WH01, YK19]. DynDom3D [GH16].

Dysregulated [CNCK11, JFLL20]. Dystroph y [ZLB

+

20].

E-MAP [KK11, L

TCH11]. eALPS [EHC

+

13]. Early

[DCL18, JBM15, MSS21, NCMS

+

21, SBD

+

00]. Early-Stage [NCMS

+

21].

Easy [T ra98, dMRR14]. EasyQC [R

UGR18]. ED

AR [ZPB

+

10]. EDGA

[GZN16]. Edge [PFRD05]. Edge-Coun t [PFRD05]. Edit [A

O15, BSSZ

+

20a,

BSSz

+

20b, HMU06, JLMZ02, LJ05a, MC16, MTF

+

12, W

AM20]. Editing

[DCV

+

07, KMM17, WLA

+

18]. Editor [EAM

+

17]. Editorial [Ano94].

EDoP [ZA G

+

18]. Education [PS11, T an11]. Effect

[HSH

+

09, MXW

+

20, SBT00, ZK

C12, ZLP22, Zho17]. Effectiv e

[GP13, HZH

+

10, PYIM19, PZC05, SRF16, TL23, WXY

+

24, ZW19, ZW07].

Effectiv eness [CZW

+

19]. Effects [AS11, CHP94, CD21, DQS

+

11, FYJ18,

FL17, K CG

+

19, MBV

A07, NXL

+

15, PD20b, RND

+

23, SMKS96, ShHGC20,

TRIN07, TBS

+

07, TTTL17, V

CY14, WHC09]. Efficacy [Ila20]. Efficiencies

[PTWB09]. Efficiency [GKS95, HJD17]. Efficien t

[Aku04, APF

+

20, AHK

+

07, AFR

+

08, ABG

+

03, ABLX00, BGHY04, BHHR18,

BCVL17, BFT04, BMW

G04, Bry96, CD07, CFH13, CA C

+

23, CGI

+

07, Clo05,

DT12, DC16a, D

WMT22, FD

W20, GNME01, HD16, HTM

+

22, HMY

+

14,

HS23, HBK11, JCZ08, Jah11, JRS19, JGB12, KZE10, KS11, Kle99, KT13,

KMB

+

20, LLKX16, LNW01, LGD

+

10, LLCT05, LMW05, Lip05, LABD

+

06,

L WLJ10, LHC02, LSHL04, Lu15, LMSH03, MMG14, MPZ

+

20, OK08,

OJFD18, OB16, R

C14, RJS02, R

UGR18, RSM06, Ric06, RMK

+

18, R

CSS12,

SK17, Sc h97b, SIKS06, Ser15, SYYH02, SOD

+

11, Shi07, T

AA16, V AS

+

18,

WWZ19, W u08, XWLJ08, XXU98, ZPX

+

10, ZPB

+

10]. Efficien tly

W A C08, XvdL05, XLLS20, YL17, YYY

+

09, ZWSF05, ZW

Q19, ZQZ20,

ZMK22, ZL22, TZZY20, WLM21, NME

+

15]. Expression-Based [MH22].

Expression-Dep enden t [LFD03]. Expression-Detection [Ha v06].

Expression-In teraction [SKS

+

09]. Expressions [My e96]. Extan t

[KNmS

+

22]. Extended [GSW16, GJL

+

22, HCS09]. Extending [YS19].

Extensible [KAD

+

19]. Extension [HMY

+

14, KMMF20, PSCP09].

Extensions [BSSZ

+

20a]. Extensiv e [RS13]. Extensiv ely [F

CGD19].

External [BVP

+

16, L

W22]. External-Memory [BVP

+

16]. Extracellular

[JRH

+

10]. Extracting [A

C17, KK11, LLS

+

19, LZY

+

23, MS00, PdBdP

+

22].

Extraction [Aku04, BLQZ04, Bry96, GPP

+

11, LRD19, PD20a]. Extractor

[AB16]. Extremal [TW05]. Extreme [JTSB10, LSG04]. Extremely [SY22].

F2 [KKe23]. F acilitate [XSH

+

22]. F acilitating [RA C

+

06]. F actor

[BZMM16, GGU13, GJZ06, KW21, LZBK15, MYS

+

20, WV11, YYY

+

09,

YJC18, ZQZ20, KS12]. F actor-Mediated [KW21]. F actorial

[RNH18, RH19]. F actorization

[BMH21, L

WZ18, MWZ19, MJCM22, NES22, WHDN13, ZEKKR18]. F actors

[Ano22b, BSB

+

05, BZ08, KMUK22, MSMP19, SNQ

+

14, SKS

+

09, TMH

+

21,

TRIN07, TLP

+

14, YJ06]. F ailure [JFLL20, SVK10]. F air [AS10]. F alse

[MR Y

+

23, SR

V98, ZHQS05]. F amilial [MRS

+

18]. F amilies

[CCT15, DGH

+

01, GHM

+

10, GPCP11, HG05, HP96, MC08, MD00, PL06,

TLK

+

06, WT07]. F amily [BC94, BLEM08, CBS

+

20, CDEM08, CDF

C00,

ENS03, FJA

OB18, FDDK07, Gru98, HHP

+

09, HXL

+

20, HBW

+

05, JJY

+

20,

KWBN19, LBEMG07, NLH

+

23, WK C

+

95, YTS12]. F amily-Sp ecific

[HBW

+

05]. F an [JLRS18]. F arthest [Z¨ or15]. F ast

[APVM11, AMW07, AFBS95, AI12, AaHP

+

21, BBD

+

04, BVP

+

17, CBW07,

CZNF19, CWL13, CHKK99, CGD09, Csu02, DG02, GGU13, GT A

+

04, GB08,

HI96, HNW99, ISB12, JDK

+

18, KBS09, LRM11, LS04, MGSA06, NR03,

NMH13, Nic01, O AR

+

24, OMS13, PPV20, PWKAF16, PKSB18, RJS02,

RBOS15, Ris16, SC15, SEV09, Ser15, SM16, SY22, WHL17, WY21, fW23,

Xu09, Xu10, YW21, YK05, MBC

+

18]. F ast-Con v erging [HNW99].

F aST-LMM [MBC

+

18]. fasta [MA19]. F astaHerder2 [MAN16]. F astBill

[WT17]. F aster

[A CL

+

21, CW

C06, CKdAHdF15, FFM24, Kei05, KL98, Shi10b, ZUGVWS10].

F astViromeExplorer [T

AJZ23]. F astViromeExplorer-No v el [T

AJZ23].

F at [LLL

+

20]. F ate [JRHN09]. F atigue [ES07]. F a v ors [NMG

+

05]. FDR

[ZHQS05]. F eature [BZB

+

22, CC09, CYY09, EOD

+

18, KDB

+

02, K

CH04,

LKBT16, LRD19, L

TTS12, LCW16, LL

W18, NTWF11, PD20a, PNIM17,

QsYSxL23, Ric06, RND

+

23, SMC

+

15, SZTW12, XAB

+

15, YHB

+

03].

F eatures [CJ21, HHP

+

09, LJK16, LLS

+

19, MBK

+

03, O

AHA94, PPL

+

23,

PLSL18, RPS02, W

A10, X

GD24]. F eatures-Based [CJ21]. F ederation

[F as94]. F eed [EdCK

+

12]. F eed-F orw ard [EdCK

+

12]. F eedbac k

[BHL

+

18, BBH

+

21, GQ09, QMMW11, YY19, ZF

AS08]. F eet [BKPW95].

F etal [L WN

+

18]. F ew [KYSE10, LK

C21]. F ew-Shot [LK

C21]. F

GF5}

[ZQZ20]. Fic k ett [SSTM19]. Fidelit y [BDM

+

07, FLL00]. Field

[BV09, GK06, LGD

+

10, RRFS98]. Fields [LCW

G06, LGS20, O

AHA94].

Fifth [LJP20]. Files [AH20, MA19]. Filling [SSMT16]. Filter

[HLG18, MR Y

+

23, PFK17]. Filtered [HR12b, SS07]. Filtering

[CJP

+

22, CZY19, DC16a]. Filtering-based [CJP

+

22]. Filters

[CO V

+

15, PFK17, PC05, RSM06, Y u24]. Filtration [BHHR18, BHHR19].

Find [NCMS

+

21]. Finder [LS98, LS08a]. Finding

[AP10, BSP

+

24, BRZH15, BFS10, BT02, CCI

+

04, CP05, CZS15, DM20,

FK06, HSF97, HZGD05, HL16a, HS14, JHS06, JMEB18, KL

W96, L

TsL24,

LS98, LCY

+

05, LBXL11, LZF

+

05, LL05b, NWN

+

10, OMS13, P A C02,

RSM06, RRNB13, R

C06, R OB

+

22, R OL

+

22, SDFH98, SB07, Ste14, TP11,

WXS14, WMC14, WYK

G05, XWLJ08, ZHS05, ZS11]. Finger [TWY02].

Fingerprin t [AMK00, FBJ04, W en05]. Fingerprin ting [HYY

+

10, R

C14].

Fingerprin ts [MS99]. Finite

[CW C06, DSV12, KKS

+

15, LGD

+

10, ZHY

+

20]. Firing [CL21b]. First

[JHA16, SLA12]. FISH [SHMS08, SBA

W97]. Fitness [Kle99]. fitter}

[AJYJ18]. Fitting [BFK

+

10, YHC19]. Fiv e [CL T

+

20, JZZ

+

19, RPS02].

Fiv e-CpG [JZZ

+

19]. Fixed [L

TsL24]. Fixed-P arameter [L

TsL24]. fjoin

[Ric06]. Flanking [JRHN09]. Flat [HD10]. Flexibilit y

[NH08, SNW98, TPK03]. Flexible [AKLM02, CL17, FL17, HJD17, SDDI

+

08,

SNW04, SI97, TKW08, TS96, VLZUBK07, VT06]. FlexProt [SNW04]. Flip

[DHM97]. Flip-Cut [DHM97]. Flo or [Boh24]. flopp [SY22]. Flo w

[CF14, D

WMT22, EAM

+

17, HSOE

+

18, KK C

+

22, SSS20, SY07, SkY12].

Flo w ering [XJZ

+

21]. Fluorescence [CL21a, FL T

+

21].

Fluorescence-Based [CL21a]. Fluorouracil [PIM23]. Flux

[BS09, HJ14, LLS11b, NSH

+

23, PSP21, RBOS15, VB09]. F old

[CC06, Con04, CBM

+

02, GLJW09, KWM10, LCW

G06, TBJF01, XLZ13].

F old-Changes [TBJF01]. F olding

[ABD

+

97, AS02, ADS03, BTZ06, BL98, CAB

+

07, CGP

+

98, DBW17,

GPOP

+

17, GT16, Guo15, GWX18, GMS05, HI96, HI97a, HI97b, HCX09,

HPR09, ISK99, JCZ08, KMR

G09a, KMR

G09b, NSZ99, PGAE04, SVD14,

SC15, SOD

+

11, SHG00, TKT

+

05, TGT08, TK

O21, T A Y16, W O W

+

14,

WZZU07, YTMY17, YLCC17, YL W

+

15, ZZ14b, ZUGVWS10]. F olds [BF98].

F ollo w ed [ALB

+

19]. F o otprin ting [BST02]. F orce [CEK

+

17]. F orest

[KPW11, TBP

+

13]. F orests [RLK

+

09, V o o14, W

CL18a]. F ormal

[GMF

+

08, TBKR10]. F ormation [Bri19, DLD

+

14, KW21, Li09, OJOD

+

04].

F ormatted [FT07]. F ormed [TT12]. F orm ulating [My e95]. F orm ulation

[CCDB21, HV09, SL

Y06, YF09]. F orth [GB08]. F orw ard [EdCK

+

12, PL06].

F orw ard-In v erse [PL06]. F oulds [KVZ24, LR

V21, PGM07, ZZ14a]. F our

[GGKS95, LC09, MAN16, STV96]. F our-P oin t [LC09]. F ourier

[CGD09, KL98, RJS02, WY21, YY05, YYW14, ZWJ18]. F ourth [Ano00].

F O XM1} [BR

C20]. fr [XSH

+

22]. F raction [L WN

+

18]. F ractional

[HTM

+

22, HAM

+

22, WY21]. F ractions [KASM08]. F ragmen t

[CL17, GDHC95, My e95, PV17, SR

V98, SRM

+

98, ZGBK10]. F ragmen tation

[PV17, SHRB11]. F ragmen ts

[CFS

+

08, HHP

+

09, KSK

+

11, UMR11, WZG

+

20a]. F rames [EFM12].

F ramew ork [AA C

+

06, AFR

V07, AS11, BZMM16, BV09, CJ22, Cos18,

DMDR17, GCB20, GYD

+

15, HSG22, HXL

+

17, JDH00, KBG18, KNmS

+

22,

MRM20, NSRR23,

¨

OBA

+

23, PP23, PXLP23, P ar98, P ar10, SS23, SZSA22,

SLL

+

17, TPH

+

09, VY18, W CZ

+

18, WZG

+

20b, WES20, X

GD24, YjDG

+

23].

F r ´ ec het [Zh u07]. F redman [SSC23]. F ree

[A TLS07, AA18, BWS13, BDM

+

07, BHK

+

10, CCT15, DLPH06, GRM09,

HWSH18, KXL08, KW06, KS05, KB

ˇ

C19, KBCBS11, L WN

+

18, LRD19,

vLKMR22, LLS

+

19, OKKS21, P en20a, P en20b, R

CSW09, SRZ

+

13, TCL

+

16,

WRSW10, ZPD

+

10, ZQZ20, Zho10]. F reedom [ML10]. F requencies [HH06].

F requency [HG11, HXL

+

17, LCL

+

17, PRSV08, SR10, Sun18]. F requen t

[LDLZ12, PPV20]. F rog [ZTW05]. FRST [T os05]. F ructo [LK

C21].

F ructo-Oligosacc harides [LK

C21]. FSG [BVP

+

17]. F ull [MD03].

F ull-Sensitivit y [MD03]. F ully [HRSC00, JGL11, XYX

+

22]. F unction

[AMK00, BP20, CL17, CFB

+

07, CWYB16, CFH13, DZM

+

03, Dew01, DPR97,

FK06, FL17, GTT06, Gel95, GSS

+

20, GLJW09, GBB15, JDSB04, KNS14,

MMG14, MAN16, OC00, RA C

+

06, T os05, UGS19, W

C07, WHD13, WHD15].

F unction-V alued [FL17]. F unctional

[BL02, CDQ

+

21, CXW16, DCS04, DCD19, GRM09, Gu01, KMZ

+

10, KB

ˇ

C19,

K GK14, LZBK15, MC08, MWRS16, MRS

+

18, PW

CN02, PKK97, SSH

+

10,

SBPS11, URB

+

19, VILR10, WZCY21, YMxW21, fZbMqW

+

20]. F unctions

[AMTY11, BG08, BRS99, CNCK11, FBV15, HJD17, KSSK09, Kon07, KLR23,

MA13, RDH04, SK

GG17, TRB

+

09, WLM21, YHT

+

17, YSFW08, YJ06].

F undamen tal [PG03]. F ungal [LGS20]. F unnels [ISK99]. F urther

[SKW23]. F usion [DB09, D WK

+

20, HWZ

+

21, HXY

+

23, KB12, SMC

+

15,

XJL

+

22, YWZ

+

19, ZB15]. F usions [SK19]. F uture [PMP

+

15].

F uture-Generation [PMP

+

15]. F uzzy [D AL

+

08, DKF09, Vij22, YJC18].

G [BC94, GWL

+

19]. G-Protein-Coupled [BC94]. G-Quadruplex

[GWL

+

19]. GADEM [Li09]. Gain [AJA

+

16]. GAL [CSP

+

12]. Galled

[GKM

+

10, GMSZ12, JRS19]. Galled-T ree [GKM

+

10, GMSZ12]. Galls

[GMSZ12]. gam biae [XSS08]. Game [Yin19]. Gamete [Bro98, ZL01].

Ganglion [XLLS20]. Ganglion-Lik e [XLLS20]. Gap [BDM

+

07, CJ23,

DMP

+

06, Dew01, HSD05, JGT22, LHXH08, PNPC20, SSMT16, ZL09].

Gap-Sensitiv e [CJ23]. Gapp ed [BG02, CBH

+

12, CA12, JHS06, KMMF20,

MP11, Met06, MT99, New08, P ar07b]. Gaps

[BCH

+

07, Bun02, CB06, DHL00, NR03]. Gas [ZHY

+

20]. Gastric

[FSW

+

20, PIM23, P ar24, ZYD

+

19]. Gaussian [LZY

+

23].

Gaussian-Enhanced [LZY

+

23]. GBA [BK10]. GC [IP09, MLC10].

GC-Con ten t [IP09]. gCo da [FHZD17]. GD [ZZL

+

17]. GD-RD A

[ZZL

+

17]. gDel minRN [TMfTK23]. GDT [LBXL11]. Gels

[EHK

+

02, PL06]. Gene

[ARHLK19, A

CKK19, A GH

+

18, AEH17, AHK08, AK08, AF

CN13, AaHP

+

21,

AAN

+

20, AJA

+

16, AS19, BR24, BBGS11, BJGG

+

03, BF02, BKT09, BB15,

BW12, Ba y23, BR06, BDSY99, BDBF

+

00, BDCKY03, BCCHZU18, BSB

+

05,

BLEM08, BLP

+

22, BV09, BBH

+

07, BJMS09, BMP

+

09, BJF

+

20, BRR02,

BBWE09, CLM

+

16, CP05, CDEM08, CK09, CDF

C00, CW09, CC11, CZS15,

CDH

+

16, CC09, CQG10, CCPT17, CYL

Y12, CZY19, CUP19, CLSW02,

DMDR17, DS04, DPSW20, DR17, DCH21, DKA

+

17, DCL18, DBB

+

02,

DCH09, D AE

+

19, DS03, DHV06, EVLZU19, EMV98, FPD13, FSW

+

20,

GHJ

+

12, GK18, GMF

+

08, GLM

+

09, GCB15, GSA14, GT A

+

04, GMC08,

GPRR12, GSV21, GE14, GSV

+

11b, GSV

+

11a, GB06, GPCP11, Gu01,

GJL

+

21, HMY

+

14, HG05, HV A W04, HJR12, HSL07, HJ05, HHJ

+

02, HZH

+

10,

HXL

+

20, HWW

+

20, IR

CA21, ITdB09, Jah11, JR12, JC22, JBM15, JRHN09].

Gene [KBJ07, KS12, KR24, K CG

+

19, KPB

+

04, KMC00, KV08, KMZ

+

10,

KW A11, KK18, KNS14, K

GK14, K

CH04, LPW05, LDS12, LSRR18, LST

+

17,

LK24, LRSG07, LMWR21, LSG04, LJCZ20, L YH

+

19, LGC

+

09, LD W

+

14,

LXL

+

20, LLJS19, LCD11, MPG

+

16, MSS

+

22, MPZL23, MSMF09, MK11,

MSR22, MSN

+

20, MP16, NKR

+

01, NV

CW15, NV12, NX

GL20, Nou21,

PBS

+

99, P A C02, POP23, PdBdP

+

22, P ar07b, P ar07c, PSIM18, PIM23,

P ar24, PW

CN02, PGA

+

11, PZMM15, PCC

+

11, PC05, PE20, QsYSxL23,

QGP10, RMS02, RA C

+

06, RPS02, RKTS14, RRKT07, RZK06, RND

+

23,

RD01, RMC

+

05, Rot19, RXH

+

20, SBD

+

00, SZW

+

09, SCH09, SnGqC20,

SM09, SV

CA17, SZSA22, ST10, SK23, SDG

+

07, SZVM10, SDC

+

10, SSZC95,

SSLL22, SP97, TMfTK23, TWY02, TBJF01, TPSB19, VBSS10, WSS

+

15,

WPL

+

19, WW C

+

20, WDZ20, WHK21, WLC18, WV11, WBJ15, WMPS11,

WT07, W GW

+

01, W A C08, WK C

+

95, W u96]. Gene

[XAB

+

15, XvdL05, XU97, XJZ

+

21, YYZ

+

10, YS10, YHT

+

17, YL17,

YYY

+

09, YWN11, ZPC

+

18, ZWSF05, ZSV

+

09, ZL09, ZW

Q19, ZZS08,

ZWD

+

04, ZA G

+

18, ZHQS05, ZH14, ZPD

+

23]. Gene-Based [WHK21].

Gene-Cluster [SZVM10]. Gene-Con v ersion [SDG

+

07]. Gene-Expression

[DBB

+

02, K CG

+

19]. Gene-Phenot yp e [LJCZ20]. Gene/Sp ecies [DCH09].

Genealogy [LLS11a]. GeNeD

A [MPG

+

16]. GeneDMRs [WHK21].

GeNeo [AAoS

+

23]. General [DEH10, DMR

+

03, Erw19, HJD17, HI97b,

JLMZ02, LNW01, RZK06, SWK

+

07, SZL

+

23, W en06, ZPX

+

10].

Generalizabilit y [

¨

OBA

+

23]. Generalization [BG23, ZS14].

Generalizations [ADR13]. Generalized [ABD

+

97, AP

A17, AS19,

BKPW95, CD11, GGU13, HVD17, HMK24, HL10, KXL08, Kei06, Kon07,

LR V21, MBRS11a, MHL22, P A C02, SV97, XZ12, XJZ

+

21, YS10, dMRR14].

GeneRank [WZW10]. Generate [MP16]. Generated [L

YPC13].

Generates [YY19]. Generating [GBB15, MSMF09, PKK97]. Generation

[AB16, AR17, Bo e18, BG15, BVP

+

16, CUP19, FSD

+

14, GCB15, JA

G17,

KBKF17, KMM17, KAD

+

19, L

YPC13, LZX12, NP09, PMP

+

15, R

UGR18,

R GM

+

12, Rot19, RNI

+

06, SWS

+

20, SRZ

+

13, W CL

+

18b, YYM

+

23, ZPB

+

10,

ZZ14b]. Generativ e

[CK11, DS04, FMH06, MR G

+

24, MD00, TMG

+

20, yW

CF06]. Generic

[SGYBD05]. Genes

[ARHLK19, A

C17, AFR

+

08, AJV

+

16, BCH

+

01, BLEM08, BL02, CCG06,

CYF

+

20, CCL

+

19, CCH

+

19, CWS

+

21, CZY19, DMTV09, DLM10, D

YLK20,

EBK11, FSW

+

20, Fic95, GMF

+

08, GP

AR96, GGM12, GCD20, GDL

+

15,

Gui98, HSF97, HSD05, HHC06, ITSH00, JMPR23, JZ10, J

¨

ONK17, JRH

+

09,

KYSE10, KSS09, KB

ˇ

C19, LBEMG07, LL19a, LL19b, LHC19, LL19c, LGS20,

MG06, MDB11, PNIM17, PZH11, QQL

+

19, QbMyD

+

19, SDFH98, SEV09,

SRF16, SLM15, SM17, SnGqC20, SZTW12, SSZG24, TML

+

02, TXL

+

17,

TVNP15, W

OG03, W

C04, WSCL18, WFL

+

20, WDZ20, WZL19, YfZX

+

21,

ZMGN23, ZL W

+

20, ZLB

+

20, ZLL

+

20, ZXZ21, ZYD

+

19]. Genetic

[AK07, ALR18, BSB

+

17, BH15, BPL02, BBEM09, CMK23, CY10, CZS15,

DCD19, FD

W20, F

G04, FL17, GBR17, GZN16, JBBW10, KSB98, LLKX16,

LLSH19, Li09, L YH

+

19, LS23, LQPE

+

10, MRM20, MPZ

+

20, NS18, PBB

+

21,

PDdJFT08, RS13, RMC

+

05, RMC

+

23, SG10, SK

GG17, SLL08, SH17,

TPSB19, VB09, W ag04, WH01, W GC

+

21, W GS

+

23, WHC09, WHJE19,

YMZ

+

12, ZLM

+

17, dJ02]. Genetically [ZGRB10]. Genetics

[GKgUS21, SSIP

+

19, SJ12]. GeNICE [DMDR17]. Genie [REKH97].

Genistein [LJCZ20]. Genome

[AS10, A

ODD21, BR24, BNA

+

12, BP17, BH11, BV20, BS06, BBD

+

04,

BJF

+

20, BFP13, CBH

+

12, CTC21b, CHSY10, CGOT10, CWS

+

21, CC12,

Cos18, CP19, DPHH05, DCW

+

17, DJK

+

99, DCSE11, DBBM09, DKA

+

17,

Eri09, FZF

+

20, F as94, FMH06, F CV

+

07, GMC

+

14, GZW

+

21, HSOE

+

18,

HMY

+

19, HY16a, HSAEM13, HG18, ISB12, IP09, Ist19, IP19, JJY

+

20, JSN09,

JCBX22, KMJ

+

20, KASM08, KPB

+

04, KX14, KSSK09, KE13, L

YMD03,

LPFT14, LLKX16, LZHC15, LZBK15, LRM11, LHXH08, Lip05, LL

T06,

L WLJ10, LLZ19, LZX12, MLC10, MHS06, MB09, MPC

+

11, MJS23, MZM18,

NHZ

+

15, NSA08, NSH

+

23, OB10, OR14, PdB13, PJL20, PBMC17, PDE

+

11,

P AS

+

13, PMAP13, RM18, R GM

+

12, Rob94, SB98, SB99, ST05, SGBEM11,

SCH09, Sea01, SKSL97, Sni19, SBA

W97, TZHR14, TPH

+

09, W CM

+

08,

W AX22, W GS

+

23, WS11, WES20, YF09, YZWZ13, YCCL18, Y u24].

Genome [ZPC

+

18, ZPX

+

10, ZWT18, ZZS08, ZF07]. Genome-Information

[LZX12]. Genome-Scale [GMC

+

14, MZM18, NSH

+

23, PdB13, R GM

+

12].

Genome-Tiling [FMH06]. Genome-Wide

[CTC21b, FZF

+

20, ISB12, IP09, JJY

+

20, JCBX22, L

YMD03, LZHC15,

LZBK15, LL

T06, L

WLJ10, LZX12, TPH

+

09, W CM

+

08, W

AX22, W GS

+

23,

WES20, ZPC

+

18, ZPX

+

10, KE13, LLKX16]. Genomes

[Ale08, A OJ

+

23, AFR

V07, AFR

+

08, AJA

+

16, BCVL17, BBDS21, Boh24,

BDK

+

16, CF14, DLM10, EVLZU19, HPDL

W09, HZH

+

10, Kei06, LPW05,

LMS96, LCX

C05, MM06, MKB

+

20, NBA

+

13, OFS08, RHY

+

04, SBP15,

SH06, Sel13, SLM15, SM17, TM22, T

AJZ23, TTTL17, WYT12, XZS07, Xu10,

YYZ

+

10, ZWJ18, ZDZ

+

20]. Genomewide [SS04]. Genomic

[AZ14, BSP

+

24, BB04, BCCHZU18, BBEM09, BBH

+

07, BMR

+

19, Che04,

CGI

+

07, CM04, Dei19a, DCP

+

08, DP07, EZFP

+

19, ET07, FRD

+

17, FFSL22,

GSN11, GCB20, GCD20, Ist19, KP96, KV23, KWB

+

94, KSK

+

11, L

WLL19,

LM11, LZF

+

05, LMW05, Ma11, MRM20, ODNW21, OKKS21, PBB

+

21,

P ar06, PK19, RLK

+

09, SGT15, SH06, SMZ

+

12, SF03, TRB

+

09, TBKR10,

V AS

+

18, WLF13, WYK

G05, XU97, YS23, YGP05, Y ua09, vUMW08].

Genomics [AMS97, Ano00, Ano11b, BBP10, CKS12, CKS13, CKS14,

CKS15, Cos18, Edi24, FS99, KPB

+

04, KMB

+

20, KPP

+

22, MS03, NV09,

Rot19, AAoS

+

23, ZMK23]. Genomics-Guided [AAoS

+

23]. Genot yp e

[BZ08, GZY

+

22, HWH

+

13, KZE10, KMP08, LJ05b, McP12, WYY

+

18,

YHEP15]. Genot yp es [KS05, PBB

+

21]. Genot ypic [RBK94]. Genot yping

[EHC

+

13, HMY

+

19, SGYBD05]. Geno v o [LJK11]. GenRate [FMH06].

Gen uine [PR

T08]. Gen us [MP16, POP23, RPS02]. Geo desic [KVK08].

Geographical [ABTP23]. Geometric

[APVM11, BWS13, CFB

+

07, CHKK99, EHK

+

02, Erd05, MYBK

+

11, SAM06,

SY09, SK G

+

00, TBL18, XZW15b]. Germline [LHW

+

22]. Getting

[HPL

+

20]. GFFview [DCW

+

17]. Gibbs

[CP05, Kei06, Lar06, PWFZ17, Ste14, TML

+

02]. Giv en

[JM95, PFRD05, RSM06]. GLASS [JR12]. Glioblastoma [ZWK

+

20].

Glioma [AMS

+

22, CLLL20, HWW

+

20]. Global [Lat99, LGC

+

09,

LBD VF10, MH22, PM14, PX13, Rob96, SYYH02, WD

A01, ZW03]. Globally

[XXU98]. Globular [OC00]. Glucose [SLL

+

23]. Glycation [JWL24].

Glycine [ZDZ

+

20]. Glycoprotein [P en20b]. Glycoproteins [P en20a]. GO

[LA CB10]. Go o d [YZ08]. GoV ec [Nou21]. Go v erning [CUP19]. GO

Wler

[HVD17]. GPU [And09, DBM09]. GPU-Accelerated [DBM09]. GQ

[GWL

+

19]. Grade [WDZ20]. Gradien t [WxL W

+

23]. Gradien ts [MSS21].

Grained [AJYJ18, DPS

+

20]. Graining [CB07]. Gram [RSM06].

Gramicidin [LSAD05]. Grammar [SCSA

+

16]. Grammatical

[CJS06, CJD06, KAS09, MBS

+

01]. Grand [AHK

+

02]. Graph

[A ODD22, APF

+

20, AMR20, BK

CP05, BSB

+

17, BG06, BLP

+

22, BSS13,

BP16, BVP

+

17, BSSZ

+

20a, BSSz

+

20b, CHS17, CJP

+

22, CY17, CP19, DM20,

DSN14, F re11, Gus10, HS23, HBW

+

05, JZGA20, KMJ

+

20, KV23, KK11,

L TI10, LJK16, L

WZ18, NK07, NSK09, Nou21, PMCB08, P ar10, PDSD06,

SSR21, Ste14, T

A21, WYT12, cWxLlS

+

23, WxL W

+

23, XZS07, Xu09, Xu10,

YS07, ZZHL11, ZlWL21, ZCZ

+

23]. Graph-Based [DM20, KV23].

Graphical [EAM

+

17, KV17, K

GLBK15, LKL21, LCGW09, MJCM22,

O AR

+

24, W

G08a, YZ17]. Graphics [CFE

+

13, SSLMW10]. Graphlet

[VILR10]. Graphlets [HS14]. Graphs

[AP A17, AA C

+

06, ABR16, BH14, BBP10, BBC16, BBV

+

14, BVP

+

16, CR09,

CC23, CJ23, CLJ

+

15, GT

A22, HSOE

+

18, KTSS19, KRF

+

12, KT13, KLR23,

LAF

+

14, ML22, MPC

+

11, NFHM21, P ar10, PDE

+

11, P AS

+

13, PFRD05,

RM18, SDMN19, Sam09, SH05, W u08, YCP16]. Greedy

[KMMF20, SM20, ZSWM00]. Green [BMN

+

07]. Gregor [Dei19b].

GRNUlar [SZSA22]. Grohar [MZM18]. Group

[BMN

+

07, CEKP

+

13, CFS13, CD11, HTZ

+

12, MKKK

+

17, PNMI15,

PIWR15, SSY

+

22, YK19, ZHZ

+

16]. Groups

[CCG06, DQS

+

11, DMTV09, HL10, RR

OF95, WZC96]. Group wise [SHE11].

Gro wing [KLR23]. Gro wth [JB10]. GS [BR24]. GS-TCGA [BR24].

GSEAplot [IR

CA21]. GSMC [PWFZ17]. GTP [OJOD

+

04]. GUI

[O AR

+

24]. Guide [NDMK17]. Guided

[GZN16, Li09, PCGBK13, AAoS

+

23,

ˇ

ZZ15]. Guides [CKL

+

17, ZZL23a].

Gurtin [CYY23]. GW

AS [HA

TI11].

H [Ano20]. H2A [YI17]. H2A.Z [YI17]. Haar [YS23]. Hairpin [DLD

+

14].

Hairpins [CCJ09]. Halving [Boh24, SGBEM11]. Hammerhead [MRM

+

02].

Hamming [A

O15, BHHR18, ETLK19, Ris16]. Handling [BAK13, HHHS03].

Handprin ting [R

C15]. Hap [HHE13]. Hap-seq [HHE13]. HapCompass

[AI12]. HAPLOFREQ [HH06]. Haplot yp e [AI12, BB06, BDK

+

16,

CFS

+

08, CDS

+

16, DEH10, GLMSO10, GG04, GKM

+

10, GMSZ12, HH06,

HHE13, HCC05, KMP08, KHK10, LKW04, LJ05b, LL11, LS97, ME12,

PMP

+

15, PMAP13, SHB

+

03, SY22, SR10, XJS07, YHEP15, ZGRB10].

Haplot yp es [ASL06, BGHY04, Gus01, SGP11, V es12]. Haplot yping

[BGL

Y03, DF

G06, VM06]. Happ y [DHM

+

05]. Hard [BRS20, QEk24].

Hardness [DHM97, GT

A22, LJL

+

20, NSZ99, W ar95, HI97b]. Hardw are

[SSLMW10]. Harmonic [A

T12]. Harmon yDOCK [PPV

+

14]. Harnessing

[Vij22]. Hashing [HTY22, HHC06, KBG18, PNPC20, PKSB18].

Hashing-Based [HTY22]. HattCI [PWKAF16]. Ha ving [BLR16, ZYB

+

04].

Hazards [LL23]. HColonDB [MXJ19]. Head [L

TL20]. Health

[CKL

+

17, GSH17, HTH

+

17, V

A17]. Health y [LLS11b]. Heart

[JFLL20, YHW18]. Heat [LLS11b]. Hedgehog [DMHM97]. Helical

[Con04, TS96]. Helicit y [SLO07]. Helicobacter [UBGFD

+

19]. Helix

[CJD06, CBM

+

02, SLO07, WY12, ZKWH17]. Helix-Coil [SLO07]. Help

[BF98]. Hepatitis [CCH

+

19]. Hepato cellular

[BR C20, CCH

+

19, GDL

+

15, YcXyW

+

21]. Hepato cyte [GSH17]. Her-2-

[JSZ

+

20]. Heritabilit y [SFR

+

18]. Herp esvirus [LMS96, LCX

C05]. Hes1

[ZML07]. Heterogeneit y [FL T

+

21, K

C96, RNH18, RH19, YYL20].

Heterogeneous [EOD

+

18, GFE

+

16, GVTS04, GBR17, LR05, MR95, Mar95,

Nou21, ZGRB10, ZCZ

+

23, ZZL

+

23b]. Heterozygosit y [HA

TI11].

HetFHMM [RNH18]. Heuristic

[AHK08, Cha01, DMB07, R

C14, SV97, T A Y16]. Heuristics [KMP

+

04].

Hexagonal [GWX18, KMR

G09a]. HF [HXY

+

23]. HF-DDI [HXY

+

23].

HGT [TRIN07]. HHeterSW [GFE

+

16]. Hi [DLFS22, RBH

+

19, ZL

TS13].

Hi-C [DLFS22, RBH

+

19, ZL

TS13]. Hidden

[BC94, Bal95, BP14, CL99, EMD95, FDB18, GCB15, HSF97, HJ05, HW01,

KMP08, Ker03, KS05, Mam96, P A C02, PWKAF16, QSY09, RNH18, RH19,

RLA

+

06, SPW22, SH04a, UTD

+

20, WS04, WTE07, WX08, YH01].

Hidden-State [RLA

+

06]. Hierarc hical [BRR02, CK11, CSA98, CB07,

JCZ08, KSSK09, L WN

+

18, NWN

+

10, PLSL18, ZL09, ZH07].

Hierarc hical-P o oled [PLSL18]. Hierarc hies [Neu14a, Neu14b]. Hierarc h y

[BET00]. HIF [MXW

+

20]. HIF-1 [MXW

+

20]. HIF2} [cLcSwP

+

21]. High

[APF

+

20, A

CL15, BBN11, BLC10b, CLM

+

16, CKZ

+

19, CA C

+

23, CBG

+

14,

CHK

+

02, DDC

+

20, F CR

+

13, F CV

+

07, GSN11, GLM

+

09, GDHC95, GNI12,

Indicators [ADRS24]. Indices [LL

W03, TW05]. Indirect

[ADD

+

07, TBS

+

07]. Individual [BF98, PCS18]. Individual-Based

[PCS18]. Individuals [LL11, McP12]. Induced

[BB04, LDS12, YYL20, YLC

+

20, JK G

+

04]. Inducing [SZL

+

23]. Induction

[BKT09]. Inequalities [R

CSS12]. Inequalit y [AS19]. Infan ts [ZYH20].

Infarction [ZLSY20]. Infected [WZ23, YYZ23]. Infection

[DM20, LGS20, SCSA

+

16, STP18]. Infer [BB15, JSN09, RNH18]. Inference

[A CBM18, ADD

+

07, ADR13, AEH17, ARSW22, BB06, BBN11, BCPS04,

BMR09, CYP

+

11, CGT12, CWH

+

22, CMvH15, CKB17, DMDR17, DCH21,

DMW

+

17, DBB

+

02, FHZD17, FLJ11, FNPP02, GMC08, GW06, GLMSO10,

GG04, GM96, GMSZ12, Gus01, HCC05, HMF07, IR22, JPB

+

15, JG11,

JBM15, JBBW10, KHK10, KK23, LAL

+

09, LL11, L YH

+

19, L

W22, ME12,

MPZL23, NKR

+

01, O’H15, R

V15, RSEK24, RBEB13, SSKH

+

13, SLL08,

SHB

+

03, Ser15, SGP11, TS04, TR11, TNSS13, TZP

+

13, XLZ

+

18a, XJS07,

YY A11, YT22, YWN11, ZZHL11, ZL01, ZKT14, ZCK17]. Inferen tial

[ARHLK19]. Inferred [MTYH09]. Inferring

[AFBS95, Ba y23, BG09, BLEM08, CDQ

+

21, DJK

+

99, GBR17, GM07,

GKM

+

10, HJR12, KKM

+

20, L

TCH11, LZBK15, MBRS11a, NSMV18,

SKS

+

09, WBJ15, WHJE19, YYY

+

09]. Inflated [DLFS22, PLL16]. Inflation

[WVT23]. Influence [BIPD17, GC15, Hua15, J

¨

ONK17, Kru17]. Influences

[RH19]. Influen tial [NLC17]. Influenza

[A WM

+

17, LBSB17, MGVS14, ZZN10]. INF

O [LS98]. Informan t [DBT11].

Informatics [Rob94, T

A21]. Information [A OJ

+

23, APF

+

20, AF

CK09,

A T08, BSKgG23, BG15, Bro98, CMK23, DCW

+

17, FS99, GSSI14, GKgUS21,

GT A

+

04, GE17, HKL07, KX06a, KX06b, Let95, L

YC15, LFT

+

98, LZX12,

MPC

+

11, NWN

+

10, PdBdP

+

22, PU00, QGP10, RPW13, SF

A17, SG15,

SK GG17, SSB07, SY07, SkY12, SKT08, TXL

+

17, TEMM12, UGS19, YGP05,

YLC

+

20, Zha02, ZZL23a, ZWD

+

04, ZZL

+

23b, ZY23]. Information-Based

[YGP05]. Information-Theoretic [ZZL23a]. Information-Theory [PU00].

Information-Theory-Based [CMK23]. Informational [OFE14].

Informativ e [AHK

+

07, Ros05]. Inframe [BP20]. Infrared [MGW

+

07].

Infrastructure [Rob96]. Inheritance [CK10, HWH

+

13]. Inhibition

[GA WI19, MGVS14, MCH

+

19, MSN

+

20]. Inhibitor

[CASP10, CCF10, CFS13, PZZ

+

10, ZHZ

+

16]. Inhibitors [ALB

+

19, AF20,

CD11, DDK21, HTZ

+

12, HL03, MR G

+

24, RBKJ19, SB21, TGTG19]. Initial

[AN18, OJOD

+

04, Ste14]. Initiation [CZNF19, HL16b, LJ05a, W

OG03].

Injury [CYZ

+

20, LL19a, LL19b]. Innate [LRNBJ10]. Inno v ation [WT07].

Input [CBS

+

20, CL21b, Jus06]. Inputs [F om19]. Insertion [DMP

+

06].

Insertion-Deletion-Lik e [DMP

+

06]. Insertions

[BP20, BWS11, HSH

+

09, YF09]. Insigh t [LLJS19]. Insigh ts

[Elh11, MLC10, PV17, PDSD06]. Inspired [AMK18, MPG

+

16, WI05].

Instance [ASZ

+

16, CLLL20]. Instan t [vLKMR22]. Insufficien t [LCY

+

05].

In teger [ADRS24, CCI

+

04, D

WMT22, Gus10, HNTW09, LJ05b, PMGE21,

kSyPhC

+

22, TMfTK23, Yin19, Z¨ or15]. In teger-Programming [Gus10].

In tegers [NL09]. In tegral [TS96]. In tegrate [WHC09]. In tegrated

[CAB11, DCS04, FSW

+

20, JEMF06, JSZ

+

20, KP96, MRM20, W QZ

+

19,

YcXyW

+

21, ZCY

+

20, ZW

Q19, ZZ20, ZXZ21]. In tegrating

[AEH17, BLP

+

22, CW09, DOB95, GVTRS06, HS15, JM97, KS12, LLG

+

20,

MLOT17, PZZ20, QFLL22, SCD

+

22, TXL

+

17, ZY23]. In tegration

[BCG

+

18, BR12, DSS

+

22b, FBV15, GZY

+

22, JBBW10, LZHC15, L YH

+

19,

MHL22, PXLP23, T

A21, VV97, WV11, YY19, YJC18]. In tegrativ e

[FRD

+

17, GWL

+

19, JFLL20, L

TL20, MNIK

+

09, PNMI15, ZLM

+

17]. In teins

[DMHM97]. In telligence [DNZ17, DND

+

19, Kum22, DNZ17]. In tensit y

[L YS20]. In tensiv e [SEV09]. In ter [O YY

+

12, ZWY

+

17]. In ter-Barrel

[ZWY

+

17]. In ter-Diplot yp e [O YY

+

12]. In teracting [FR14, LLKX16].

In teraction [A

CKK19, AKN

+

06, AHPR12, BML

+

16, BSS13, BHK

+

10,

CASP10, CDL

+

19, DZM

+

03, DGW

+

13, DSG

+

08, EBK11, F

CS12, HHX16,

HSH

+

09, HSBS10, HS14, HXY

+

23, JEMF06, K

GLBK15, KKS

+

06, KKT

+

06,

KSG07, LA

CB10, LAF

+

14, L W C

+

14, LJCZ20, LZL

+

23, LSSD18, MYS

+

20,

NLH

+

23, NK07, PK11, PXLP23, PNIM17, PMG

+

16, PE20, PX13, QSY09,

QR13, RDR12, SIKS06, SDK16, SB17, SIK

+

05, SKS

+

09, SY07, SkY12,

TXL

+

17, WHD13, YKPM20, Zho17]. In teraction-Based [PNIM17].

In teractions [Ami12, BLP

+

22, BT08, BF09, CDL

+

19, CJ21, CJP

+

22,

DM20, FH18, GLMW13, KS12, KK11, KMCKS17, LBJM11, LZY

+

23,

LLJS19, SMD

+

07, SSW20, TBS

+

07, TTTL17, VB09, yW

CF06, WHDN13,

WSS

+

15, WYC

+

18, WYL

W21, YLC

+

17, YFBK07, ZYD21]. In teractiv e

[BP17, HSG22, HAP12, MM21, PSP21, R

UGR18, ZMGN23]. In teractome

[FKZ09]. In teractomes [MTC11]. In teractomic [FRD

+

17]. In terc hanges

[LLCT05]. In terdep endencies [BSB

+

17]. In teresting [MC10]. In terface

[KV17, O AR

+

24, R

UGR18]. In terface-Based [KV17]. In terfaces [CY17].

In terference [RPR

+

15]. In tergenic [A OJ

+

23, BJF

+

20]. In terleukins

[SZL

+

23]. In termediate [LS08b]. In ternational [BMM

+

23, Ber11, CSZ18,

CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b, CSZ23a, DMV17,

DNZ17, DND

+

19, JMR

+

21, LZL

+

23, MMN

+

21, YQD

W23]. In terop eration

[Kar95]. In terpla ys [P ar24]. In terp olation [LCL

+

17]. In terpretable

[Geo09]. In terpretation [BWS13, KST96, RA C

+

06]. In terpreting

[LRL

+

07, Neu14b]. INterruption [LS98]. In tersp ecies [LM03]. In terv al

[CLR

+

05, LABD

+

06, ZZ10]. In terv als

[A TLS07, BFS10, SFR

+

18, SDC

+

10, dMRR14]. In terv en tion

[CKL

+

17, L

TSA15, SVK10, VND17]. In terv en tional [DS04].

In terv ertebral [FZF

+

20]. In testinal [CYZ

+

20]. In tOMICS [PP23]. In tra

[AS23]. In tra-Exon [AS23]. In tracellular [GPOP

+

17]. In tractabilit y

[Eli06]. In tralo cus [HR22]. In trinsic [HL16a]. In trinsically [GZW

+

16].

In tro ducing [SBTV10]. In tron [LS98]. In tron/Exon [LS98]. In tuitiv e

[KF C

+

11]. In v arian t [SK G

+

00, ZR

GHJ08]. In v arian ts

[EZ98, FLS94, HP96, JPR06, SB99, SF95, SS05b, SS05c]. In v asiv e

[WFL

+

20]. In v erse

[DS04, GMS05, KMR

G09a, KMR

G09b, LL

W03, LLD

+

16, PL06]. In v ersion

[BMY01, LBEMG07, SR10, WW18, WW19]. In v ersions

[SLRM09, SRLM10, YDN02]. In v erted [BO07, Sel13]. In v estigate

[MRS

+

18]. In v estigated [LL19c]. In v estigation [SZY

+

20]. In v estigations

[PIWR15]. In v olv ed

[A C17, LL19b, LL19c, PMG

+

16, SBR

G20, TXL

+

17, WDZ20, YHT

+

17].

In v olv emen t [LXL

+

20]. In v olving [CK10, LPFT14]. Ion [SSS20, SF12].

IonHammer [ETLK19]. Ionizing [ASZ

+

16]. IonT orren t [ETLK19]. IPED

[HWH

+

13]. iPh yloC [HSG22]. iRNA [YLD

+

18]. iRNA-2OM [YLD

+

18].

Irradiated [SV

CA17]. Irredundan t [CV11]. ISBRA

[CSZ18, CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ23b, CSZ23a, CSZ22].

ISCB [CKS14, CKS15]. Isc hemia [CYZ

+

20]. ISFMD

A [CJ21]. Islands

[BCCHZU18, KLC

+

11, YCCL18]. IsoD

A [HWZ

+

21]. Isoform

[BBV

+

14, HWZ

+

21]. Isoforms [Ami12, FLJ11]. IsoLasso [LFJ11]. Isomers

[JHA16]. Isomorphism [HLMR11]. Isotopic [AMR20, BKKSD01]. Issue

[Ano09b, Ano21a, BMM

+

23, CSZ20, CSPZ21a, CSPZ21b, CSZ23b, CSZ23a,

CKS12, CKS13, CKS14, CKS15, CMSZ12, Co w20, EN22, Gus05, HTH

+

17,

Ist99, Ist20, IPSV22, JMR

+

21, Kum22, Len02, MMN

+

21, MV04, Miy06,

My e03, NV09, P e’22a, P e’22b, P en22a, P en22b, Sc h21a, Sc h21b, Sha00,

T an23, ZGW22, CSZ18, Dei19a, HASL18, JLmR

+

23, VR

GC18]. Issues

[Hua10, TBKR10, WIP97]. itca [ZZL23a]. Itemset [CCT09]. Iterated

[PZZ20]. Iterativ e

[And09, BYGI12, BS97, GT A

+

04, LZC

+

23, Mal98, PNPC20, XMU96, ZZL00].

J [Ano20]. Jabb erw o c ky} [Sea01]. Jacobson [Clo05, GJL

+

22]. Ja v a

[NBB18]. JCB} [Ano21a]. Jigsa w [BKWK

+

00]. Join

[BWS11, MJS23, SLM15, XLZ

+

18a]. Joined [DNZ17]. Joining [GM07].

Joins [ZS17]. Join t

[ADRS24, CQG10, CBG

+

14, CKB17, DNZ17, DND

+

19, FL T

+

21, HHX16,

K CH04, LL23, MLOT17, MSR22, YLC

+

17, ZFBK09, ZKT14]. Jok er

[O YB18, O

YB18]. Journal [Ano14]. Juan [EBS

+

22]. Juk es [SF95]. Jump

[LD W98, NTMM06]. Jumping [SRS02]. Junctions [LS98].

K* [OJFD18]. K-Bo ost [GLM

+

09]. K2P [GMY10]. Kappa [BZMM16].

Kary ot yp es [OFS09]. KEGG [RND

+

23]. Kernel [WLXW22]. Kernels

[LDS12, LJ05a, MBLZ09, NM14, VILR10]. Key

[CCH

+

19, FSW

+

20, LGD

+

19, LL19b, LL19c, MXW

+

20, QQL

+

19,

QMMW11, XXZ

+

21, YDG

+

20, ZDG

+

20]. Khac hiy an [SSC23]. KIF4A

[BR C20]. Kinase [BSB

+

05, CASP10, CC03, GA

WI19, VND17, WK C

+

95].

Kinase-Enco ding [WK C

+

95]. Kinases [CDL

+

19, FDDK07]. Kinetic

[BGH

+

08, GW06, TK

O21]. Kinetics

[ADS03, CAB

+

07, Kru17, SC15, TKT

+

05]. Kingdom [PMG

+

16]. Kinship

[Ell20]. Kissing [CCJ09]. kit [FD

W20]. kmer2v ec [R

YY22]. Kno c k

[HKS08]. Kno c k-Out [HKS08]. Kno c kdo wn [cLcSwP

+

21]. Knot

[ES06, Erd05]. Kno w [HPL

+

20]. Kno wledge [AEH17, Bet10, CW09,

GVTRS06, PS12, PZZ20, SBTV10, WHD15, ZHY

+

20, ZS14].

Kno wledge-Based [ZHY

+

20, ZS14]. Kno wn [ADS03, GLMW13]. Krebs

[OBJO

+

03]. Krylo v [WZW10]. Kudu [FD

W20].

L [GSL

W94, SHG02]. L1 [RRKT07]. Lab el [YQD

W23, WHD13]. Lab eled

[A ODD22, HLMS08, JGL11, KVZ24, KK22]. Lab eling

[AMR20, BKKSD01, SK21]. Lab els [BZG

+

22, ZZL23a]. Lac

[ALR18, V

CS11]. Landscap e [AHK

+

02, Clo05, DPR97, JHLD20, PK11].

Landscap es

[ADS03, Cha95, CS15, Kle99, MZC

+

18, NVW14, WP11, ZYH20]. Langevin

[HCX09]. Language [EAM

+

17, KPZU11]. Laplacian

[F re11, NHO

V10, WYL

W21]. Large [ABL03, Ben21, BBWE09, CCT09,

CP05, CB07, DGH

+

01, DCH21, HSH

+

09, JDK

+

18, LAF

+

14, LL11, Ma11,

MNG

+

15, Nue04, OJFD18, PDZ

+

16, P ar07c, PFRD05, Ris16, RHY

+

04,

RLK

+

09, RL V CVR17, SSH

+

10, ST02b, SGK

+

12, SK18, TE96, TMC

+

18,

TH17a, W ag04, WFH18, XU97, YZWZ13, ZH07, ZCK17]. Large-Deviation

[WFH18]. Large-Scale

[ABL03, Ben21, BBWE09, DCH21, HSH

+

09, LAF

+

14, Ma11, PDZ

+

16,

RLK

+

09, SSH

+

10, SGK

+

12, TE96, TMC

+

18, XU97, ZH07]. Largest

[ZPC

+

18]. Lasso [PNMI15, LFJ11]. Laten t [SDK16, TLK

+

06]. Lateral

[RS13]. Lattice [ABD

+

97, GP13, GWX18, HI97a, ISK99, KMR

G09a,

RR OF95, SSS20, YTMY17]. Lattices [HI97b, RRFS98]. La v a [Boh24]. La w

[SBK22]. La wler [GSL

W94]. La ws [DHL00]. La y ered [CQG10, LDLZ12].

LB3D [TSTS12]. LC [K

GN09, L

TTS12, NTWF11, STHG

+

08]. LC-MS

[K GN09, NTWF11, STHG

+

08]. LC/MS [L

TTS12]. LCA [GM07]. LD

[Nue04, SB21]. LD-SP att [Nue04]. LD

A} [CSH

+

20]. Leading [OJOD

+

04].

Leads [MVP06]. Leaf [zCUL

W20]. Leak [MXW

+

20]. Leapfrog [Ben21].

Leaping [SAL09, Sol09]. Learn [AB00, FDB18]. Learned

[HY16b, MBLZ09]. Learning

[A VS20, AS22, ASZ

+

16, BRD

+

05, BCG

+

18, BML

+

16, BYL

+

20, CCDB21,

CJ21, CA15, CLLL20, DND

+

19, DCH21, DKF09, EFM12, F

ADH17,

F CGD19, FDD21, FFB20, FND

+

09, GSS

+

20, GDL

+

15, GWM

+

21a, HPL

+

20,

HSH14, HS15, HZK22, JK96, K

GLBK15, KJmZ

+

22, KMCKS17, KFR04,

KW21, KPP

+

22, L W C

+

14, LCG

+

22, LBJM11, LK

C21, LZY

+

23, MSS

+

22,

Mam96, MTC11, MDMC21, MBS

+

01, MWL22, NSMV18, Nou21, PW

CN02,

PYG

+

19, RND

+

23, SIC

+

09, SlGW

+

23, SZSA22, SSW20, SSS

+

21, WYY

+

18,

W CL

+

18b, X

GD24, YSFW08, bYjHgZ

+

24, YMxW21, ZR

GHJ08, ZCH

+

13,

ZRNA20, ZMppVN22, XSH

+

22, YCCL18]. Learning-Based

[CLLL20, LCG

+

22, W CL

+

18b, YCCL18]. Least

[JK G

+

04, KKA

+

15, LGS20, PD20b]. Least-Squares [KKA

+

15]. Lecture

[W o o99]. Legos [MR08b]. leguminosarum [PdBdP

+

22]. Leishmania

[Vij22]. Length [ARSW22, CL17, CHP94, CT07, HR08, KRD14, MK16,

RSM06, SSMT16, SBT00, SSH

+

10, ZKM21, RBEB13]. Length-Aw are

[MK16]. Lengths [SkY12, ZL09]. Lessons [HY16b]. Leucine [ODPB18].

Leuk emia [BDBB10, OSK

+

15, ZLM

+

17]. Leuk o cyte [HMY

+

19]. Lev el

[FDDK07, L

TsL24, LZS09, LBN94, LFT

+

98, LGS20, L

YS20, OO24, PNIM17,

RSR

+

09, SSW20, VF

OK18, X

GD24]. Lev el-1 [L

TsL24]. Lev els

[DMR

+

03, EHC

+

13, GSH17, PZH11, RMC

+

05, W A C08]. Lev ensh tein

[DP07]. Lev eraging [BT08, FD

W20, HKL07]. Lewis [Sea01]. Libraries

[DFS95, LMP08, MKKK

+

17, OB16, SZMS02, ZFBK09]. Library

[ALB

+

19, CD07, GE04, GA

WI19, NBB18, P

A03]. Life [KPW11, T aAF

+

22].

Lifting [MWB10]. Ligand

[BHR

V00, CR T

+

17, CW20, FL94, GZN16, LLJS19, L

W12, PK11, PPV

+

14].

Ligand-Receptor [BHR

V00]. Ligands [HXL

+

20]. Ligases [MSN

+

20].

Ligation [FLL00]. Ligh t [WxL W

+

23]. Lik e

[DMP

+

06, HJD17, NSA08, SDDI

+

08, XLLS20, YZ08]. Lik eliho o d

[CKS06, CHJ05, DMB07, ET07, ITSH00, JS03, JGB12, MB09, NSRR23,

ˇ

SV07, SHE11]. Limit [GQ09, T

A97]. Limitations [SLB

+

97]. Limitless

[YYL19]. Line [Erd05, MA19]. Lineage [WR23]. Lineages [MSR22].

Linear [Ale08, AB00, ADRS24, BMY01, BCC

+

09, CHM94, CFS

+

08,

CGSW14, DM17, D

WMT22, DF

G06, DEH10, GHJ

+

12, Gui98, GSW16,

HI97a, HP96, Jen09, Ker03, LJ05b, LKL21, LJL

+

20, MPZ

+

20, PMGE21,

PDdJFT08, R

CSS12, SlGW

+

23, Shi10a, Shi10b, kSyPhC

+

22, SF95, SLL

+

17,

TMfTK23, W

APM05, WW18, WW19, W

AX22, Xu10, XZ12, ZZS17, Z¨ or15].

Linear-Space [CHM94]. Linear-Time [BMY01, DF

G06, ZZS17].

Linearization [BBH

+

07, HSOE

+

18]. Linearized [VRS12]. Linearly

[CYY23]. Lines [HFUH19, IPH18, P ar24]. Link age

[BG09, F

G04, KL98, L

WLJ10, RBEB13, WMC04]. Link ages [TZB

+

23].

Link ed [GGM12]. Links [CJC01]. Lipid [RMC

+

05]. Lipinski [CL T

+

20].

Lipman [KS06]. List [MK06]. Listing [BSS11]. Lists

[AF CN13, CZS15, LSRR18, LL05b, NV12, PFRD05]. Literature

[MK11, SF03, dJ02]. Liv e [T

AMW13]. Liv er [PdB13]. LMM [MBC

+

18].

LncRNA [HHZ

+

18, JPLD23, JSZ

+

20, TYS

+

20, YcXyW

+

21].

lncRNA-Asso ciated [YcXyW

+

21]. lncRNAs [NX

GL20]. Lo cal

[ABD

+

97, BG02, BWS13, BDCKY03, Bun02, BR23, DK18, DLPH06,

D WK

+

20, FND

+

09, HJD17, Han09, Hor01, HKZ

+

04, IP09, JHS06, Lat99,

L TCH11, MD01, Met06, NBB18, QsYSxL23, RDH04, SM04, SS01, TBB00,

YZWZ13, YLCC17, YK05, YH01, ZGRB10, Zh u07]. Lo cal-Alignmen t

[BG02]. Lo cal-to-Global [Lat99]. Lo calit y

[BCH

+

07, HTY22, KBG18, MM19, SlGW

+

23]. Lo calit y-Constrained

[SlGW

+

23]. Lo calit y-Sensitiv e [HTY22]. Lo calization [EZFP

+

19].

Lo calized [YYZ

+

10]. Lo cally [Clo05, EFM12, LA

CB10, SGdMT12].

Lo cating [BBWE09, Sal95]. Lo cation [ABTP23]. Lo ci

[CFE

+

13, LHC02, NMH13, WXS14]. Lo cus

[JG11, SSV19, YWN11, ZPX

+

10]. Lo dgep ole [DR15]. Log

[CCPT17, LKL21]. Log-Linear [LKL21]. Log-Normal [CCPT17]. Logic

[HNTW09, Ist19, PSB17, SG10, SG12]. Logical [KS12]. Logistic

[Ben21, BCG

+

18, CW20, HH14, LSG04]. Long [A WM

+

17, BB04, BLP

+

22,

CST20, FH18, GZW

+

21, HA

TI11, HHHS03, JDK

+

18, JFLL20, MR G

+

24,

MBV A07, MDB11, QbMyD

+

19, RH19, SM20, SY22, YY19, YYJ19, YW21].

Long-Range [BLP

+

22, HA

TI11, MBV

A07, MDB11, RH19]. Long-Read

[GZW

+

21, SM20, SY22]. Longest [BVP

+

19, WWZ19]. Longitudinal

[GZY

+

22, WYY

+

18]. Lo op [CY09, HLL13, KFR04, KW21, LSL

+

16, YY19].

Lo ops [BBH

+

21, EdCK

+

12, GQ09, KV17, NR

W11]. Lo opW ea v er [HLL13].

Lo opX [KV17]. Loss [AR

C13, AJA

+

16, BAK13, Ba y23, CDEM08, GSS

+

20,

HA TI11, HQ06, LMWR21, PMGE21, WT07, YYM

+

23]. Loss-F unction

[GSS

+

20]. Losses [LM11, SGBEM11, SCH09]. Lo w

[A V18, BK10, DMW

+

17, GWM

+

21a, HXL

+

17, HLK

+

13, KWM10, KIYM13,

MGSA06, NDMK17, SBC

+

05, Sun18, WMC14, cWxLlS

+

23, ZBM98, ZY23].

Lo w-Complexit y [BK10, MGSA06, SBC

+

05]. Lo w-Co v erage [DMW

+

17].

Lo w-Dimensional [NDMK17]. Lo w-Disp ersion [WMC14].

Lo w-F requency [HXL

+

17, Sun18]. Lo w-Order [KIYM13, ZY23].

Lo w-Qualit y [GWM

+

21a]. Lo w-Rank [cWxLlS

+

23]. Lo w-Scoring

[ZBM98]. Lo w er [BB06, KLM11, KKM

+

20, L

Y99, MSS10, MWD02, TSTS12,

W G08a, ZZL22, ZKM21]. LSG [BVP

+

16]. Lung

[BSB

+

05, DCL18, SZY

+

20, TYS

+

20, WSCL18, WPL

+

19, WWLC20,

WW C

+

20, ZCY

+

20, ZLL

+

20, ZQZ20]. LUTE [HJD17]. Lymph [ZL W

+

20].

Lympho cytic [ZLM

+

17]. Lysine [A WZ

+

17, JWL24].

m [Lat99, SHMS08]. M-FISH [SHMS08]. MA

C [JLmR

+

23]. MacCam y

[CYY23]. Mac hine [AS22, BCG

+

18, BRR06, DND

+

19, DHY02, F

ADH17,

F CGD19, FDD21, GDL

+

15, HPL

+

20, HS15, JLSL24, KPP

+

22, NM14,

RND

+

23, SPSZ23, SSS

+

21, W CL

+

18b, WxL W

+

23, YM06].

Mac hine-Learning [KPP

+

22, SSS

+

21]. Mac hines [LN03, Y an09, Zho17].

Macro ev olutionary [DHV06]. Macromolecular [CJS06]. MAD [ZCK17].

MAD-Ba y es [ZCK17]. MADMX [GPP

+

11]. Magnetic

[KKS

+

15, LL

WZ19, LL W

+

20, WMD06]. Main

[Ano10b, BKWK

+

00, MR G

+

24, TTTL17]. Main-Chain [BKWK

+

00].

Main tained [LJCZ20]. Main taining [AMK18]. Main tenance [LSHL04].

Ma jor [Cal22, TZB

+

23, Vij22]. Mammal [JC22]. Mammalian

[JRH

+

09, JRHN09, PCC

+

11, ZSV

+

09, ZZNM15]. MAMMLE [NSRR23].

Manage [NCC

+

96]. Manager [BK10]. Manifold [LQ23, MTC11].

Manipulation [SNQ

+

14]. Manipulations [DT12]. Man ually [SKDR21].

Man ufacturing [ST02a]. Man y [KKM

+

20, MKB

+

20, P ABE

+

10, ZFZL03].

Man ycore [CST20]. Map [ADS03, AMD

Y11, BBEM09, CCI

+

04, MNIK

+

09,

MBLZ09, PJL20, P ar98, SGSN12, SBK22, XS07, KK11, L

TCH11].

Map-Based [PJL20]. Mapp er [CWL13]. Mapping

[Aku04, AKWZ95, AMS97, BG11, BK08, CJK

+

97, CS15, DHM97, DM17,

FJK

+

99, GCB15, GGKS95, GI95, Hea97, HSF

+

00, IM14, JDK

+

18, KPS00,

KS00, KSSK09, KLO18, LD

W98, LHC02, LH03, MDB11, MBK

+

03, NCC

+

96,

P ev95, Sc h97a, SBT00, SMZ

+

12, SEV09, SMM

+

04, SR

V98, SRM

+

98, SF

C11,

Tho21, WHY

+

13, W en05, W u08, YW21, Zha94, ZWT18]. Mappings

[AKK11, HLMR11]. Maps [AMW07, AMS97, BDC97, BPL02, BCA96,

BBH

+

07, CY10, GDHC95, HSH11, JM97, JBBW10, LJK16, L VS

+

07, MS99,

NS18, SJ18, SKSL97, SBA

W97, VLL

+

06, W an94,

ˇ

ZZ15]. Margin [KBCBS11].

Marginal [Ham12, LLKX16]. Mark er [D

YLK20, PIM23, Ros05]. Mark ers

[HTY22, HWW

+

20, MRM20, SLL08, SZMZ19, WW C

+

20, WZL19, ZLM

+

17].

Mark o v [ARSW22, BC94, Bal95, BP14, BV09, BP06, CB07, CL99, EMD95,

ENS03, FDB18, GJM04, GML20, GCB15, Hea97, HSF97, HJ05, HKZ

+

04,

HJ14, HW01, JEMF06, KMP08, KS05, KST96, LD

W98, Mam96, NTMM06,

Nue04, P A C02, PWKAF16, PRK

G16, QSY09, RNH18, RH19, RS98,

RBEB13, RLA

+

06, SG10, SPD95, Sc h00, SPW22, SH04a, UTD

+

20, WZ23,

WS04, WTE07, WX08, XK05, YH01, ZHS05, ZS11, ZM16].

Mark o v-Mo dulated [GJM04]. Mark o vian [BLF14]. Marro w [XLLS20].

Maruy ama [R

YZ23]. MAS [ZHQS05]. MASH [CFB

+

07]. Mask

[MGSA06]. Mask ed [HMK24]. Mask ed-Minimizer [HMK24]. Masks

[HTM

+

22]. Mass [BKKSD01, BBN11, BG06, B¨ oc04, CJC01, CKT

+

01,

C LM

+

18, D A C

+

99, DB09, DBL

+

12, FNC08, HYY

+

10, KVM14, LFD03,

LL05b, LC03b, MDTD06, PDT00, PSG

+

20, SHRB11, WTE07].

Mass-Sp ectrometry [KVM14]. Massiv e [FD

W20, SK17]. Massiv ely

[FHS00, NBB18]. MASTtreedist [HL13]. MatBio [AHIV23]. Matc h

[BG98, KV19, NK07, RJS02]. Matc h-and-Split [NK07]. Matc hes

[AMO

W10, BS98, BHKM22, BLF14, DS12, LM03, OK08, RSM06, R OB

+

22,

R OL

+

22, SR

V98]. Matc hing

[AMW07, A

O15, BG97, BG17, BG23, DR17, GGU13, JK96, KEL15, KS99,

MKB

+

20, My e96, NR03, NTWF11, Ris16, SD95, SHG00, WTE07, YS07].

Mate [D

WS05, MPC

+

11]. Mated [CBH

+

12]. Material [KKS

+

15].

Maternal [L WN

+

18, MSS21]. Mathematical

[BGH

+

08, CJ22, CKL

+

17, CD21, Dei19b, EBS

+

22, Gu01, HAM

+

22, Kru17,

PZZ

+

10, RRKT07, SMKS96, T ak96, ZTW05]. Mating [CK10]. MA

TLAB

[AD W23]. Matrices [Bal95, CCYH18, CD07, DGH

+

01, ENS02, FLS94,

Kea97, K

C96, LMT01, LZ10, MMA

+

21, MP11, W GC

+

21, WNMB99].

Matrix [

˚

AMR07, AMK00, AZ14, ASE20, BMH21, GGU13, GWM

+

21a,

Ham12, HJR12, Hua08, IM14, JPR06, JRH

+

10, KMCKS17, LL W

+

20,

L WZ18, LL

W18, MWZ19, MSM20, MJCM22, NES22, PRSV08, SSY

+

22,

WHDN13, W GS

+

23, Zho10, ZH07,

ˇ

ZZ15]. Matrix-Based [ASE20]. Matroid

[RBOS15]. Matters [FFM24]. Maturation [KMUK22]. Max

[L TCH11, LHXH08, Ser15, W ar95, ZDZ

+

20]. Max-Con v olution [Ser15].

Max-Gap [LHXH08]. Max-Pro duct [Ser15]. Maximal

[AF CK09, GKMS23, GPP

+

11, KL

W96, OK08, PWFZ17, R OB

+

22, R OL

+

22,

V o o14, WZ10, ZZ10]. Maximization

[FVTH03, GGM12, LGC

+

09, NBC

+

11, WHD15, YJC18, ZCH

+

13].

Maximizing [HA12, IKL

+

03]. Maxim um

[AMD

Y11, BCVL17, CCI

+

04, CML

TZU14, CFR12, CKS06, DMB07, EMD95,

HSD05, HCC05, HV09, HL13, ITSH00, JS03, LJL

+

20, MP11, MB09,

NSRR23, RRNB13, SPD18,

ˇ

SV07, WTM11, WS04, YB04].

WMC04, WX08, XJL

+

22, XLZ

+

24, XLZ

+

18b, XZ12, YTMY17, YHEP15,

YY19, YYZ23, YFBK07, YS19, YT22, Y

AR21, Y

A11, YLC

+

20, YQD

W23,

ZKWH17, ZZ20, ZPD

+

10, ZWK

+

20, ZCZ

+

23, ZH07, ZM16, ZTW05, YE02].

Mo del-Based [BV09, GG04, KS11]. Mo del-F ree [A

TLS07, GRM09].

Mo del-T esting [Aug12]. Mo deled [SVD14]. Mo deling [AD

W23, BS09,

BBV

+

14, BGH

+

08, BZMM16, CY09, CSH

+

20, DMP

+

06, DMHM97, Dei19a,

DS04, EdCK

+

12, FPD13, F

A12, FL17, GVTS04, GE14, Gu01, HD10, HLL13,

JB10, JLmR

+

23, JLSL24, KAS09, KV08, K

GN09, LSL

+

16, MMKH15, MV00,

NW05, PdB13, POP23, PCS18, PD20b, PR C

+

13, RZK06, RMK

+

18, Rot19,

SGT15, SMKS96, SS23, SB17, SAM06, STP18, SHMS08, Sun99, TS04,

TKW08, T ra19, VRS12, WH01, yW

CF06, WWZY19, WV95, WLF13,

WVT23, YY19, YJ06, YB04, ZML07, ZL

TS13, ZPD

+

10, ZLP22, dJ02].

Mo delling [Ben98, MMHC98]. Mo dels

[AJYJ18, A GH

+

18, AR06, BC94, Bal95, BH15, B

¨

OB

+

23, BP14, BMS10,

BS20, BP06, BFP13, CBS

+

20, CKT16, CCF10, CHJ05, CLDG03, CP19,

Dei19b, DPS

+

20, DJK

+

99, DJK

+

00, DCH09, EMD95, FDB18, GGU13,

GW06, GP20, GLM20, HVD17, Han09, HI97a, HNTW09, HP96, HLCS10,

HHL06, HJ05, HW01, IR22, JPB

+

15, JGB12, K

GLBK15, KS12, KR24, KK11,

KMP08, Ker03, KK22, L WN

+

18, L

TS20, Lar06, LCGW09, LL

W18,

LQPE

+

10, LP00, Mam96, MZC

+

18, MPZ

+

20, MZM18, MWL22, OC00,

¨

OBA

+

23, P A C02, PPL

+

23, PTWB09, PS12, PD16, PWKAF16, PDdJFT08,

QSY09, RNH18, RR

OF95, R GM

+

12, RM00, RBEB13, SPD95, SLO07,

SSC23, SK13, SOD

+

11, SH04a, SK23,

ˇ

SV07, ShHGC20, SSS

+

21, TMfTK23,

UTD

+

20, V

CS11, W

APM05, W CM

+

08, WJD14, W

AX22, WJJ11, W en05,

W G08a, WS04, W GW

+

01, WI05, WTE07]. Mo dels [W u08, XK05, YY18,

YIJ04, YjDG

+

23, YH01, YJEP08, ZHS05, Zho10, ZH14, ZS14, Z¨ or15].

Mo des [BS09, CZNF19, SVK10, PZZ20]. Mo des/Medians [PZZ20].

Mo dHMM [BV20]. Mo dification [BG08]. Mo dification-Site [BG08].

Mo difications [Y ua09]. Mo dified [Guo15, HLG18, SLZH15]. Mo difier

[BSKgG23]. Mo dify [LSAD05]. Mo difying [SKP

+

12]. Mo dular

[BV20, FS08, PVFB06, SCD

+

22]. Mo dulated [GJM04]. Mo dulatory

[LZBK15]. Mo dule [CDQ

+

21, GKD22, RBOS15]. Mo dules

[LDLZ12, MYS

+

20, NSK09, SS05a, WT17, WX08, ZlWL21]. Mo dulo

[YjDG

+

23]. Molecular

[ARR

W99, AMW07, ALB

+

19, Ano11b, Ano21b, ABG

+

03, A

G98, Baf11,

Ber11, Bet10, BGJ

+

04, CR09, CSA98, CKS06, DSV12, D WK

+

20, GJM04,

GRM09, HP96, KL V

+

13, KF C

+

11, LGD

+

19, Lie05, LHL16, MJR

+

24, MR95,

Mar95, MK06, MR G

+

24, MMS95, OSK

+

15, PYIM22, P ar24, P

A03, PS11,

RAKL10, RMW

C16, SV A

+

19, SZMZ19, Sun13, SGCD19, TYSX19, WPL

+

19,

WD A01, XMWZ20, YDG

+

20, YK19, Zha97, ZYB

+

04]. Molecule

[A WM

+

17, CL21a, SSPNW06, YYM

+

23]. Molecules

[CFR12, DHY02, GKKS98, QMMW11, SDDI

+

08, SK G

+

00, Sun18, W

GL98].

Momen ts [DM17, GRM09]. MONI [R OL

+

22]. Monitoring [SLL

+

23].

Monoph yly [MSR22]. Monoton y [ABL03]. Mon te [FDDK07, Hea97,

JHN

+

23, KST96, LD

W98, LL

T06, LSHL04, NTMM06, XK05]. Morphine

[QbMyD

+

19]. Morphogenesis [MMPS18, WMP

+

20]. Morphologies

[MFJ

+

19]. Morphology [UTD

+

20]. Mosaic [BBP10]. Most

[MBRS11a, SP11]. Motif

[A OH16, AP04, BG98, Ber95, BS97, BFL05, GPP

+

11, KEL15, KPB

+

04,

KV19, LR05, Li09, LCGW09, MC10, MTH11, MKBC05, MVP06, Nic01,

OMS13, PWFZ17, RBH05, Ste14, TKW08, T a y94, TH17a, TH17b, YR G

+

19,

ZCH

+

13, ZS11, Zho10, A

OH16, AS23, AL07, SSV19]. Motif-Based

[BFL05, SSV19]. Motif-Biased [T a y94]. Motif-Sets [MC10]. Motifs

[AL07, BG97, BG15, BT02, CFB

+

07, CA12, DSN14, FK06, GGU13,

HVPBK13, HLH04, HZGD05, HBW

+

05, ISB12, JHS06, KJmZ

+

22, LNW01,

LCY

+

05, LBJM11, Mal98, MS00, MPVZ05, NBG

+

02, NTMM06, ODPB18,

P ar07a, PDK

+

08, PSCP09, RDR

+

02, RL94, SPD95, Sin03, TML

+

02,

VLZUBK07, WMC14, WZZU07, XK05, YB04, ZHS05]. MOTIFSIM

[TH17a, TH17b]. Motilit y [Ben98, HD10]. Motion

[AS02, ADS03, ABG

+

03, GRM09, TKT

+

05]. Motions [Sun18, TTT

A07].

Motiv ation [BFK

+

11]. Mo v emen t [LLS11b]. Mo v emen ts [GH16].

mRNA [ALR18, CS03, HHZ

+

18, JSZ

+

20, K CG

+

19, MRM

+

02, SSW20,

TYS

+

20, ZZ20, ZF07]. mRNA-to-Genome [ZF07]. mRNAs

[LJ05a, NX

GL20]. MS [BKKSD01, K

GN09, L

TTS12, NTWF11, STHG

+

08].

MSO AR [F CV

+

07]. MT [L

YPC13]. MTP [L

YC15]. Muc hnik [Zha97].

MuffinInfo [AB16]. MUL [CJS12]. MUL-T ree [CJS12]. Multi [Ale08,

AA C

+

06, AM97, BMR

+

19, DCP

+

21, DSS

+

22a, Gus10, HLMS08, JBM15,

JGB12, KIYM13, Li08, LLS

+

19, LS23, MC10, MA19, MBRS11a, MDMC21,

MHL22, PP23, PNMI15, QsYSxL23, WHD13, XYX

+

22, YFBK07, YWN11].

Multi-Alignmen ts [AM97]. Multi-Allele [JGB12]. Multi-Break [Ale08].

Multi-Class [MC10]. Multi-Ensem ble [DCP

+

21]. Multi-fasta [MA19].

Multi-Hyp otheses [MDMC21]. Multi-lab el [WHD13]. Multi-Lab eled

[HLMS08]. Multi-Lo cus [YWN11]. Multi-No de [AA C

+

06]. Multi-Omics

[DSS

+

22a, LLS

+

19, MHL22, PP23, PNMI15, KIYM13]. Multi-Phenot yp e

[LS23]. Multi-Residue [YFBK07]. Multi-Scale [XYX

+

22]. Multi-Sp ecies

[JBM15]. Multi-Stage [Li08]. Multi-State [Gus10, MBRS11a].

Multi-T rait [BMR

+

19]. Multi-View [QsYSxL23]. Multibasin [CS15].

Multicellular [SDFR16]. Multicen ter [SSS

+

21]. Multic hromosomal

[XZS07, Xu10]. Multiclass [ZZL23a]. Multidimensional

[BFK

+

10, MVP06]. Multidomain [PDSD06, SSD07]. Multifasta [AH20].

Multifeature [XJL

+

22]. Multigene [GPCP11]. Multigenomic [CP19].

Multigenomics [SSZG24]. Multigran ularit y [YQD

W23]. Multigroup

[WZH

+

18]. Multilab el [BYL

+

20]. Multila y er [SPD18, bYjHgZ

+

24].

Multilev el [TS04]. Multilo cus [DLL

+

12]. Multilo op [DLD

+

14].

Multimapping [CEJM16]. Multimeric [GH16]. Multimo dal

[GZY

+

22, HXY

+

23, WHDN13, ZMppVN22]. Multinomial [MEF24].

Multiob jectiv e [EOD

+

18, HLH06, NSRR23, RLCVVR18]. Multiomic

[DSC

+

22]. Multiomics [DSS

+

22b, D WK

+

20, HWZ

+

21, T

A21, ZlWL21].

Multiomics-Based [D WK

+

20]. Multiparametric [KBZ

+

05]. Multipart y

[PXLP23]. Multipath [LD W

+

14]. Multiphenot yp e [Ell20]. Multiple

[ASZ

+

16, BG97, BAK13, BB15, BRD

+

05, BZMM16, CP05, CHS17, CD18,

CLLL20, DB09, Eli06, EPSV98, FJK

+

99, FND

+

09, GKB00, GB06,

GWM

+

21a, GKS95, HHX16, Hor01, HW01, Jus01, KBS09, KD13, KVDC06,

KX06a, KX06b, KS06, Kon07, LNW01, LR00, L YH

+

19, LS08b, L

TSA15,

LMSH03, MWP00, MNG

+

15, MSZM96, NSRR23, NMH13, OK08, PW

CN02,

PZMM15, PX13, R

C15, RH19, RS98, RK96, RLCVVR18, SB98, SHRB11,

SDDI

+

08, SSPNW06, SPW22, SI97, SSTM19, SLL

+

17, SZL

+

23, SB05,

SL Y06, TRIN07, TH17b, TBP

+

13, VV97, WJ94, WWZ19, WZG

+

20b, W ar95,

WSHB98, W u13, XBLM06, YHW18, YYZ

+

10, YJ04, YJ06, Y

A11, ZEKKR18,

ZRHM94, ZW03, ZHZ

+

16, ZKT14, ZL22]. Multiple-Alignmen t [ZRHM94].

Multiple-Instance [CLLL20]. Multiple-Tilt [WZG

+

20b]. Multiplex

[Hub01, ML Y

+

11]. Multiplexed [AA C

+

06, BDHK

+

04, CSH

+

20].

Multiplexing [SGYBD05]. Multiplication [AMK00]. Multip oin t [KL98].

Multiresolution [PL06, XZW15a, YZ17]. Multiscale [BBH

+

21, SB17].

Multiset [F om16a, F om16b, F om19]. Multisimilarit y [YWZ

+

19].

Multistage [Kru98]. Multistate [HD16]. Multistring [BVP

+

19].

Multitask [DCH21, KMCKS17]. Multithread [BVP

+

19]. Multit yp e

[D AR23]. Multiv alen t [SB17]. Multiv ariable [GSSI14, SG15].

Multiv ariate

[ARHLK19, BFK

+

10, CC09, DMDR17, JK G

+

04, K CG

+

19, Pic08, UGS19].

MuScL [PX13]. Muscle [CEK

+

17, LL19a, LL19b]. Muscular

[FSD

+

14, ZLB

+

20]. MUST

A [LNW01]. Mutagenesis [CLM

+

16, PGBK11].

Mutan t [A WM

+

17, CWRF15, L YF

+

19, LZY

+

23, RMW

C16, PMAP13].

Mutan t-Affected [LZY

+

23]. Mutan t-Bin [PMAP13]. Mutan ts

[CWRF15, NFJ13]. Mutase [RBKJ19]. Mutated [VUR11]. Mutation

[ABH03, BHKM22, CBG

+

14, CLLL20, HPDL

W09, HMY

+

19, IR22, JPB

+

15,

LSAS03, L

TZ18, PDT00, Pia02, R

V15, SSKH

+

13, SWS

+

20, SJ18, SMC

+

15,

WZCS00, YK19]. Mutation-T oleran t [PDT00]. Mutational

[BW GM17, FFSL22, GT16, MR Y

+

23, NES22, RH19, WP11]. Mutations

[DT12, FSD

+

14, GKD22, JA

G17, NLC17, NK G

+

21, OSK

+

15, ZZZU20].

Mutual [ZZ14b, ZWD

+

04]. Mutually [CKB17]. Mycobacterium

[MSN

+

20, YM06]. My eloid [OSK

+

15]. My o cardial [ZLSY20].

n [KAD

+

19, JGL11, Lat99]. N-Lab eled [JGL11]. N5 [RBKJ19]. N5-CAIR

[RBKJ19]. naiv eBa y esCall [KS11]. Narrativ es [HAP12]. Nativ e

[ADS03, FvdBB16, PGAE04]. Natural

[ALB

+

19, BBDS21, Boh24, CS03, GGM12, L

Y99, ML10, WTY19, YS10].

Near [AMO

W10, DEH10, NB94]. Near-Linear [DEH10]. Near-Optimal

[NB94]. Nearest [KBG18, L

TS20, STV96]. Nearest-Neigh b or

[L TS20, STV96]. Nearly [LBXL11]. Necessary [P ABE

+

10]. Nec k [L

TL20].

Necrotizing [ZYH20]. Need [ZFZL03]. Negativ e

[BMH21, BFK

+

99, CC11, DLFS22, GQ09, JSZ

+

20, K CG

+

19, L

WZ18, NES22,

QL W20, SPSZ23, SSW20, W

A10, YY19]. Negativ e-Binomial [K CG

+

19].

Negativ e-Coregulated [CC11]. Neigh b or

[ABH03, CHJ05, GM07, HPL

+

20, KBG18, L

TS20, STV96].

Neigh b or-Dep enden t [ABH03, CHJ05]. Neigh b orho o d

[DGW

+

13, F

CS12, WLM21]. Neigh b ors [BIPD17]. NEK2 [L

TL20].

Neo epitop e [AAoS

+

23]. Neogenin [BSB

+

05]. Nephropath y [LL19c].

Nerv ous [FYJ18]. Nested [AMTY11, BFS10, DMTV09, MTH11, MA13,

RR GC95, SMKS96, SSW20, ShHGC20, dMRR14]. Net [Guo15, A

G23].

NetMix [R

CER21]. NetMix2 [CPR22]. Net w ork

[A CKK19, AMTY11, ADD

+

07, AEH17, A

C17, BB15, BDBB10, CDL

+

19,

CWH

+

22, CPR22, CCPT17, CSP

+

12, CLLL20, DMDR17, DCH21, DCD19,

DHY02, D WK

+

20, DT13, EZFP

+

19, FHZD17, FPD13, FP11, FRD

+

17,

FND

+

09, FJA

OB18, FBV15, F re11, GQ09, GW06, GY A

+

23, GSV

+

11b,

GSV

+

11a, GDL

+

15, GLM16, HHZ

+

18, HV A W04, HHL06, HSBS10, HAP12,

HYJ

+

19, IFT14, ITdB09, JEMF06, JPB

+

15, JLmR

+

23, JSZ

+

20, JK96,

Jos96, JBM15, KTT20, KSS09, KL V

+

13, KDL

+

94, LDS12, LLSH19, LDLZ12,

LZBK15, LLS

+

19, LL19b, LJCZ20, LJP20, LZL

+

23, L YH

+

19, LMT01,

LLD

+

16, LK

C21, MYS

+

20, ML04, MPZL23, MGVS14, MC16, MNIK

+

09,

MR G

+

24, MA13, MDL

+

18, MR08b, My e96, NX

GL20, OJOD

+

04, OSK

+

15,

PXLP23, PYIM22, PIM23, PS12, PDK

+

08, PR C

+

13, PCC

+

11, PE20,

R CER21, RND

+

23, Rot19, SIC

+

09, SSR21, SSC23, SM09, SCSA

+

16,

SSZC95, Sun18, T ak96, TMfTK23, TZB

+

23, TNSS13]. Net w ork

[TPSB19, TBS

+

07, VND17, WJD14, WYC

+

18, WZ24, XAB

+

15, XYX

+

22,

XL18, YcXyW

+

21, YIJ04, YT22, ZRNA20, ZCZ

+

23, ZZL

+

23b, ZH14,

ˇ

ZZ15].

Net w ork-Based [FJA

OB18, KSS09, PIM23, VND17]. Net w ork-Classifier

[PIM23]. Net w ork-Constrained [PYIM22]. Net w ork-Guided [

ˇ

ZZ15].

Net w ork-Induced [LDS12]. Net w ork-Structured [R

CER21].

Net w orkProfiler [PSIM18]. Net w orks

[AMK00, AA18, AMS

+

22, AHK08, AK08, AF

CK09, BBN11, BHL

+

18, BB15,

BCPS04, BLP

+

22, BML

+

16, BFL05, BSS13, BK08, BG15, BF09, BHK

+

10,

BR23, CR09, CGT12, CCYH18, CW13, CJP

+

22, CT07, CLDG03, CUP19,

DPSW20, DCD19, DSG

+

08, EBK11, F

CS12, FdSdSR

+

15, FT07, FLNP00,

GMC

+

14, GK18, GVTS04, GVTRS06, GMF

+

08, GBR17, GLM20, GYZ19,

GKM

+

10, GMSZ12, GBBS07, GBB15, HMY

+

14, HHX16, HKS08, HNTW09,

HSH

+

09, HAP12, HS14, JTSB10, KBS09, KW14, KS12, KR24, KIYM13,

KV23, KW06, KK18, KKS

+

06, KKT

+

06, KSG07, KFR04, KKS22, L

TsL24,

LA CB10, LST

+

17, LL05a, LSSD18, LCD11, LBD

VF10, L

TSA15, MZS

+

17,

MPG

+

16, MPZL23, MSMF09, MWRS16, MTYH09, Nai18, NLH

+

23, NK07,

NSMV18, PP23, PdBdP

+

22, PMCB08, PSIM18, P ar24, PS12, PZMM15,

PSB17, PDdJFT08, PFRD05, PX13, QSY09, QGP10, R

C14]. Net w orks

[R C15, RZK06, RK96, RDR12, RMC

+

05, RNI

+

06, SMS13, SG10, SVK10,

SLA12, SIKS06, SS23, Ser15, SZSA22, SES11, Sol09, SK23, SVL

+

10, SY07,

SkY12, SPC19, TINK98, TMC

+

18, VRS12, W ag04, WZZ01, WHD13,

WZG

+

20a, WLF

+

23, W u13, XvdL05, YS07, YDN12, YE02, YMxW21,

ZGW22, Zha16, ZH14]. Neural

[AMS

+

22, BFL05, CJP

+

22, CLLL20, DPSW20, DCD19, DHY02, EZFP

+

19,

FdSdSR

+

15, GY A

+

23, HYJ

+

19, KKS22, LMT01, LK

C21, MPZL23,

MR G

+

24, MDL

+

18, Nai18, NLH

+

23, PXLP23, RK96, SVD14, STP18,

SSZC95, TLP

+

14, WH01, WYC

+

18, WLF

+

23, ZGW22]. Neuron [CL21b].

Neuronal [URB

+

19]. Neutral [DT13, JGB12]. Next [AB16, AR17, Bo e18,

BVP

+

16, FSD

+

14, GCB15, JA

G17, KBKF17, KMM17, KAD

+

19, L

YPC13,

LZX12, NP09, R

UGR18, SWS

+

20, SRZ

+

13, W CL

+

18b, ZPB

+

10, ZZ14b].

Next-Generation [AB16, AR17, Bo e18, BVP

+

16, FSD

+

14, GCB15, JA

G17,

KAD

+

19, L

YPC13, LZX12, R

UGR18, SWS

+

20, SRZ

+

13, W CL

+

18b, ZZ14b].

NF [LZBK15]. NF- [LZBK15]. NGS [KBCBS11, WL

YC12, ZRS

+

12]. NIAS

[BIPD17]. NIAS-Serv er [BIPD17]. NMR [ABF

+

04, BKWK

+

00, BK

CP05,

CYP

+

11, CLR

+

05, JGL11, L YL

+

04, W CC

+

06, XX

CE00].

NMR-Constrained [XX

CE00]. No de [AA C

+

06, R

C14, R

C15, ZL W

+

20].

no de2v ec [WZL

+

21]. No des [BG17, Csu02]. NOE [ABF

+

04, ZRZD11].

NOEs [MYBK

+

11]. NOESY [AK G

+

13, BKWK

+

00]. Noise

[Aug12, DMR

+

03, F om19, GSCG19, GMY10, HLK

+

13, LLJS19, L

YS20].

Noisy [A GH

+

18, AEH17, LL05a, LH03, NH08, ZB15]. NOMe [CCMS20].

Nomogram [HXL

+

20]. Non

[BMH21, BL02, CN17, CK10, Eri09, JGB12, LAF

+

14, L

WZ18, MK06, NES22,

SZY

+

20,

ˇ

SV07, TE96, VSGD08, YYJ19, YY05]. Non-Binary [VSGD08].

Non-Bonded-List [MK06]. Non-Co ding [TE96, YYJ19]. Non-F ourier

[YY05]. Non-Homologous [Eri09]. Non-Iden tifiable [

ˇ

SV07].

Non-Negativ e [BMH21, L

WZ18, NES22]. Non-Neutral [JGB12].

Non-Ov erlapping [CN17]. Non-Random [CK10]. Non-Sequence [BL02].

Non-small [SZY

+

20]. Non-Uniform [LAF

+

14]. Nonadaptiv e [HTZ

+

12].

Nonadditiv e [MRM20]. Nonco ding [JFLL20, QbMyD

+

19, RPW13].

Noncompacted [Guo15]. Nonconfoundable [SMS13]. Nonconserv ed

[ZS11]. Nonco op erativ e [BZMM16]. Noncrossing [HPR09]. Nongreedy

[AH20]. Nonhomogeneous [GCB15, SBT00]. Noniden tifiabilit y [ZMK22].

Nonlinear

[CYY23, DCL10, FVTH03, JLSL24, LLKX16, LLS11b, LJL

+

20, PRK

G16].

Nonnegativ e [WHDN13]. Nono v erlapping [WW18, WW19].

Nonparametric [CEK

+

17, GLM16, LMP08, WJJ11]. Nonpathogenic

[SCB14]. Nonrandom [LCX

C05]. Nonredundan t [CZW

+

19]. NonSmall

[ZCY

+

20]. Nonstructural [Tho21]. Nonsynon ymous [SCB14].

Non uniform [W

C16]. Non uniformit y [PV17]. Norm

[QsYSxL23, WYL

W21]. Normal [CCPT17, COL

+

18, HMY

+

19, ZRS

+

12].

Normalization [

˚

Ast03, FVTH03, HMN21, KBCBS11, W

A10, ZWSF05].

Normalization-F ree [KBCBS11]. Normalized [PM14]. Normalizing

[DLFS22]. Noro viruses [YK19]. Notation [EAM

+

17, P ar07a]. Notc h

[TLP

+

14]. Note [BGHY04, BH15, JM95, Jen09, LZL

+

23, ZW07].

Note-Co de [LZL

+

23]. Notion [PSCP09]. NOTUNG [CDF

C00]. No v el

[A CKK19, ADD

+

07, CMK23, CSH

+

20, DCP

+

21, DMDR17, DP07, FMH06,

FH18, GYD

+

15, HG18, HHC06, Ila20, JCZ08, JJGD16, JHLD20, KEL15,

LSAD05, LRM11, LK

C21, LLJS19, LZX12, MK06, MPC

+

11, MKKK

+

17,

ML10, MCH

+

19, NV12, NXL

+

15, P AS

+

13, RNH18, RBKJ19, R

YY22, SSR21,

ST10, SRS02, TZB

+

23, T

AJZ23, TVNP15, TLP

+

14, UMR11, UBGFD

+

19,

WL YC12, WLF

+

23, W QZ

+

19, WY11, XWJZ20, YWZ

+

19, YYW14,

ZRNA20, ZWK

+

20, T

AJZ23]. No v elt y [Erw19]. No v em b er [Ano00]. No v o

[BDN19, B¨ oc04, BG06, CBG

+

14, D A C

+

99, DCP

+

08, GYD

+

15, KWM10,

LJK11, L

YPC13, LC03b, WMD06, BVP

+

17, CKT

+

01, Cos18, DB09,

ML Y

+

11, SM20, WWH17, WYL

W21]. NP

[BL98, GKM

+

10, HI97b, OF

CLH11, PX13, QEk24, W ar95]. NP- [W ar95].

NP-Complete [GKM

+

10, OF

CLH11, BL98]. NP-Hard [QEk24].

NP-Hardness [HI97b]. NP-MuScL [PX13]. n t [B¨ oc04, HMY

+

19]. Nuclear

[BZMM16, BDBB10, L YL

+

04, LL

WZ19, LL W

+

20, QsYSxL23, WMD06].

Nuclei [XYX

+

22]. Nucleic [CCJ09, CFH13, JMEB18, MKKK

+

17, R

C07].

Nucleolar [BT08]. Nucleosome [CCMS20, YI17]. Nucleotide

[A CBM18, BLR16, Bo e18, CZNF19, CTC21b, EZFP

+

19, FSD

+

14, GJZ06,

HXL

+

17, Kon09b, L WN

+

18, MNG

+

15, RS12, RKTS14, RSR

+

09, SCB14,

SF C11, SLL

+

17, W CL

+

18b, WLF13]. Nucleus [Kha14]. Null

[MG06, SF

A17]. Nullomers [TZHR14]. Num b er

[AP10, A

CBM18, AFR

+

08, CHP94, CD18, CKZ

+

19, CQG10, DLM10,

DDC

+

20, FSW

+

20, GP13, GJL

+

22, HG11, IKL

+

03, Lai12, LLG

+

20,

LCY

+

05, LABD

+

06, PRSV08, PNIM17, TL23, TT12, W CM

+

08, WL

YC12,

WHY

+

13, WXY

+

24, WV11, WZ24, YzCW20, YDN02, ZEKKR18, ZZS17].

Num b er-Driv en [PNIM17]. Num b ers [AP

A17, ZB15]. Numerical [A

O08,

CWYB16, CYY23, CF97, Geo09, RS01, Ser15, SS01, WZ23, YY18, YYZ23].

Nussino v [Clo05, GJL

+

22].

O [Lat99, YLD

+

18]. Ob esit y [W CL

+

18b]. Observ ation

[BV09, HMY

+

14, TT12]. Observ ations [GLM20]. Observ ed

[Ell20, LD

W98, RPS02]. Obtain [FDB18]. Occupancy [YYY

+

09].

Occurrence [BG15, RDR

+

02, WSCL18, WLC18]. Occurrences

[Han09, Jah11, PRSV08, RS98, XJZ

+

21, ZRS

+

12]. Occurring [WHC09]. Off

[HI97a]. Off-Lattice [HI97a]. offs [W

AX22]. Oligo [ST02a]. OligoDesigner

[CLM

+

16]. Oligomers [CYP

+

11, MYBK

+

11, Mil95]. Oligon ucleotide

[

˚

Ast03, HWP20, KVDC06, MS99, WLF13, WI05]. Oligon ucleotides

[Elh01, MKKK

+

17]. Oligosacc harides [LK

C21]. o}m [XSH

+

22]. OMGS

[PJL20]. Omics [DSS

+

22a, LLS

+

19, LLD

+

16, MSNl23, MHL22, PP23,

PNMI15, WZCY21, KIYM13]. Omnitigs [TM17]. OMPcon tact [ZWY

+

17].

On-Premises [KAD

+

19]. Oncogenesis [DJK

+

99, DJK

+

00, HHL06]. One

[AAN

+

20, CCYH18, CD08, GK

G12, JLSL24, MD01, PTWB09]. One-

[CD08, PTWB09]. One-Articulated [CCYH18]. One-Class [JLSL24].

One-Dimensional [GK

G12]. Ones [CHSY10, LH03, MP11]. Online

[BK10, CLM

+

16, HWP20, RAKL10]. On tology

[D AE

+

19, K

GK14, L W C

+

14, LD W

+

14, Nou21]. Op en

[FJA

OB18, JB10, MPG

+

16, ZRNA20]. Op en-Channel [JB10].

Op en-Source [MPG

+

16, ZRNA20]. Op era [GSN11]. Op erating [VY18].

Op erational [CDH

+

16]. Op erations [BMS10, OFS09]. Op erator [LGS20].

Op eron [V

CS11]. Optical

[AMS97, DHM97, KPS00, KS00, LD

W98, L VS

+

07, PJL20, SGSN12, VLL

+

06].

Optima [BAK13]. Optimal

[AB00, BW12, Ba y23, BBD

+

04, BRZH15, CCI

+

04, CD11, Clo05, DSS

+

22a,

FPU99, FH02, GSN11, GPRR12, GNI12, GQEk24, GJL

+

22, HI96, HI97a,

HAM

+

22, HHE13, HSL07, KS06, Kon07, LG22, LBXL11, NB94, NFJ13,

PTWB09, PU00, SGdMT12, TP11, TNSS13, VM06, XXU98, ZMK22].

Optimalit y [TP11]. Optimally [BDHK

+

04, SES11]. Optimization

[AMO

W10, Azi22, BHGCS11, BZB

+

22, BRS99, BW

GM17, Bry96, CGT12,

Cha95, CC09, CYY09, DOKT05, GK

G12, GPRR12, GY A

+

23, HD16, HHX16,

HYY

+

10, HMK24, KLR23, K

CH04, Lat99, LLS

+

19, ML10, MBRS11b,

Neu14a, OBD

V16, PGBK11, RRFS98, SRM

+

98, WD

A01, YLCC17, YCCL18,

YFBK07, ZFBK09, ZZL00]. Optimization-Based

[HYY

+

10, MBRS11b, YLCC17, CGT12]. Optimize

[ADRS24, HD16, OJFD18, TPSB19]. Optimized

[CL21a, HTM

+

22, MWL22, XLZ

+

18b]. Optimizing

[BLC

+

10a, CDF

C00, F

G04, GLJW09, JPLD23, XBLM06]. Oral

[UBGFD

+

19, YDG

+

20]. Orc hard [L

TsL24]. Order

[BDCKY03, BJF

+

20, DM17, FPS22, KIYM13, P ar07b, SBD

+

00, SZW

+

09,

TRB

+

09, V es12, W A C08, ZZS08, ZA G

+

18, ZY23]. Order-Preserving

[BDCKY03]. Ordered [AMS97, FNC08, P ar98]. Ordering

[DFS95, JM95, Lu15]. Orders [BLEM08, ML00, XJZ

+

21]. Ordinal [Kea97].

Ordinary [SK23]. ORFs [Fic95]. Organ [KMUK22]. Organelles

[WLA

+

18]. Organism [CP05]. Organization

[CSA98, CXW16, HSAEM13, LC03a, TRB

+

09]. Organizational [SDFR16].

Organized [WZC96]. Organizer [LS98]. Organizing [Jos96, YE02].

Organs [A

G23]. Organs-at-Risk [A

G23]. Orien tations [BSS13]. Orien ted

[SSIP

+

19]. Orien ting [SES11]. Origin [ODNW21]. Origins [YY05].

Ortholog [F CV

+

07]. Orthologous [L

WZ21]. Orthology [OO24]. Oryza

[ZDZ

+

20]. Oscillations [YY19]. Oscillator [ZML07]. Oscillatory

[BZMM16, Kru17]. OSIRIS [BGTSB98]. OSPREY [GKD22].

Osteosarcoma [MDL

+

18]. OT3 [RBKJ19]. Our [Elh11]. Outcome

[BSB

+

05, ZZL23a]. Outcrossing [WMC04]. Outer [ZWY

+

17]. Outlier

[MSNl23]. Output [CN17]. Ov arian [WDZ20]. Ov er- [LMS96, Sc h97b].

Ov er-Represen tation [cLcSwP

+

21]. Ov er-Represen ted [LA

CB10].

Ov er/Underexpression [GPRR12]. Ov erall [ZPC

+

18, ZQZ20].

Ov erestimate [LSRR18]. Ov erexpression [BR

C20, YBF19]. Ov erlap

[AMD

Y11, BBC16, CCI

+

04, CC23, LSRR18, SRF16, XS07]. Ov erlapping

[AS95, BSK05, CN17, DD A

+

11, PNMI15]. Ov erlaps

[CZS15, JGT22, Ric06, UMR11, W en05]. Ov errepresen ted [TML

+

02].

Ov erview [RSW00, Sc h00, SMZ

+

12, SKM05, SF03, YMZ

+

12].

P olynomials [ES06]. P olyp eptides [A

C10]. P olyploid

[BDK

+

16, SY22, WMC04]. P olyploidy [BBWE09]. P om b e [WHW

+

06].

P on to ons [Boh24]. P o ol [DCV

+

07, DCL18]. P o oled

[BG11, CM04, EHC

+

13, FSD

+

14, JA

G17, PLSL18]. P o oling

[CCF10, CD08, CDKL09, DHM

+

05, HL03, KST96, LGD

+

10, SBA

W97].

P o or [ZQZ20]. P opInf [ODNW21]. POPSTR [A

CBM18]. P opulation

[A CBM18, BG11, DSV12, FFM24, GZN16, KKM

+

20, KPP

+

22, MRS

+

18,

NHZ

+

15, ODNW21, O YY

+

12, PMAP13, Ros05, RLA

+

06, SLL08, SSIP

+

19,

YMZ

+

12, ZW07, ZLP22, ZKT14]. P opulations [A

V18, BGTSB98, BG09,

GNME01, Gus01, L

WLJ10, SDG

+

07, TMC

+

18, WSS03]. P ortable [R

GL94].

P oses [PPV

+

14]. P osition

[GGU13, GWM

+

21a, LL

W18, PRSV08, RJS02, ZCH

+

13]. P osition-Sp ecific

[GWM

+

21a, RJS02]. P ositional [BDPSS01, YS99]. P ositioning [YI17].

P ositions [GKKS98, WMK17, ZS11]. P ositiv e [BFK

+

99, DQS

+

11].

P ositivit y [R

YZ23, WZ23]. P ositivit y-Preserving [WZ23]. P ossibilities

[CGOT10]. P ossible [KF C

+

11, LXL

+

20, WHC09]. P ost [KV08].

P ost-T ranscriptional [KV08]. P otency [HH14]. P oten tial

[ALB

+

19, AF20, Ano21b, CCH

+

19, CJ21, CYZ

+

20, FZF

+

20, GLJW09,

HSBS10, LGD

+

19, LHC19, L

TL20, MWZ19, OC00, RR

GC95, R

C06,

RXH

+

20, SZY

+

20, SK19, TGTG19, YDG

+

20, YcXyW

+

21, bYjHgZ

+

24,

YYL19, YfZX

+

21, ZHY

+

20, ZLL

+

20, ZYH20, fZbMqW

+

20]. P oten tials

[Bet10, HI97b, SkY12]. P otp ourri [CTC21a]. P o w er

[EOD

+

18, HQ06, R

CSW09, SBK22, SHE11, WRSW10, ZKL

+

10, ZLP22].

P o w er-La w [SBK22]. P o w erful [WZH

+

18, WZCY21]. PPH [DF

G06]. PPI

[LXYC09]. PQ [LPW05, P ar06]. Practicable [L

YS20]. Practical [BG23,

CB06, GKS95, JR17, LR00, MSBR08, PZC05, SMZ

+

12, TCL

+

16, YzCW20].

Practice [NWLS05, OBS11, RRNB13]. Pre [BHGCS11]. Pre-Pro cessing

[BHGCS11]. Precedence [R

G95, V es12]. Precise [PWT18]. Precision

[BMH21, HTH

+

17, PYG

+

19, SWS

+

20]. Predefinition [SNW04]. Predict

[BF98, BLP

+

22, CZNF19, CAB

+

07, GKD22, LJ05a, NCMS

+

21, NXL

+

15,

TVNP15, XJL

+

22, Y an09, ZWK

+

20]. Predicted

[BF98, Gui98, KKW10, SS04, YYY

+

09, Y ua09]. Predicting

[A WZ

+

17, AS22, AS11, CJ21, CJP

+

22, CBM

+

02, DDC

+

20, DHY02,

F ADH17, HZNF06a, HZNF06b, HXY

+

23, IKL

+

03, KSS09, LJK16, LXYC09,

Lie05, LSSD18, LK

C21, PKK97, SSB07, SZL

+

23, WHDN13, WYC

+

18,

WW C

+

20, WxL W

+

23, WLM21, W u96, X

GD24, YLCC17]. Prediction

[AP10, ADPH15, AKN

+

06, ASZ

+

16, B

¨

OB

+

23, BMH21, BL02, CBP21,

CFB

+

07, CCJ09, CW09, CAB11, DMHM97, DQS

+

11, D

VS19, DZM

+

03,

DCS04, DGW

+

13, DBT11, DCL18, DOKT05, FYJ18, FHS00, FSD

+

14, FK06,

FBV15, GZY

+

22, Gel95, GB06, GJZ06, GWM

+

21a, GWM

+

21b, HPL

+

20,

HI97a, HKL07, HHP

+

09, HCS09, HH14, HWZ

+

21, HFUH19, JCZ08, JL

Y08,

JRH

+

10, KWM10, KAS09, Kha14, KNS14, KJmZ

+

22, KKK18, LKBT16,

LBN94, LGC

+

09, L

WZ18, LQPE

+

10, LP00, MJR

+

24, MMG14, MWZ19,

MK11, MRM

+

02, MS03, MDMC21, MWB10, MVP06, Nai18, NLH

+

23,

NSH

+

23,

¨

OBA

+

23, PPL

+

23, PMG

+

16, PX13, RMS02, RK96, SLO07,

AAoS

+

23, SK21, SBR

G20, SZMS02, SKT08, VILR10, V

A17, W

APM05,

WHD13, WHD15, WZL

+

21, WT17, WYL

W21, YTMY17, YCCL18, YSFW08,

bYjHgZ

+

24, YM06, YQD

W23, ZGEZu11, ZWY

+

17, ZYB

+

04, ZCZ

+

23,

Zho17, ZYD21, dGFMS16]. Predictions [CEJM16, MPZ

+

20, PXLP23].

Predictiv e [FPD13, KVM14, KWB

+

13, SKP

+

12, SVP19, WYY

+

18].

Predictor [JR16, YLD

+

18]. Predicts [NV

CW15]. Preface

[AHIV23, Ano10a, Ano11b, Ano17, Ap o07a, Ap o07b, Baf11, Ber11, CSZ18,

CSZ19, CSZ20, CKS12, CKS13, CKS15, CMSZ12, Cho13, Co w20, DMV17,

DNZ17, Gus05, HHC17, HASL18, Ist20, JPW15, K

CBJ11, Len02, MVVR19,

Miy06, P ev98, PS11, Prz16, Sah18, Sha00, Sha15, Sp e08, Sun13, T an23, TD08,

VR GC18, WIP97]. Preferences [EBS

+

22, LBBV

+

18, SL

YC09, ZCH

+

13].

Prefix [BVP

+

19]. Preliminary [Ano21b]. Premises [KAD

+

19].

Prepro cessing [AR17, DGFMSS16]. Prepro cessor [RHY

+

04]. Presence

[AJA

+

16, Ba y23, GCB20, HG05, KYSE10, TZHR14, WR23]. Presen t

[SCH09]. Preserv e [BP06]. Preserv ed [SSLL22]. Preserving

[BDCKY03, RM21, R

YZ23, SSZG24, WZ23, YS23]. Pressure

[BW GM17, SSW20, WP11]. Prev alence [Rød06]. Prev en tion [LL19a].

Primary

[BGTSB98, D

YLK20, GCD20, KX06a, KX06b, XMWZ20, XWJZ20]. Prime

[CWYB16]. Primer [CLM

+

16, LS05, SMKS96]. Primers [KBKF17].

Principal [CWRF15, GSCG19, LSBS18, PD20a, PGAE04, SL

YC09, TE96].

Principal-Comp onen t [PD20a]. Principle [DG02]. Principled [CPR22].

Principles [Dei19b, Ist19]. prin t [Ano20]. Prior [AEH17, BB15, PS12].

Priori [W en05]. Prioritization [CTC21a, GSA14, PE20, XAB

+

15].

Prioritizations [GJL

+

21]. Prioritize [Li08, LS23]. Prioritizing [EBK11].

Priors [WS04, YY

A10, YY

A11]. Prism [GWX18, KMR

G09a]. Priv acy

[SSZG24, YS23]. Priv acy-Preserving [SSZG24, YS23]. Priv ate [PBB

+

21].

Priv atedriv er [SSZG24]. Prize [TBP

+

13]. Prize-Collecting [TBP

+

13].

ProALIGN [KJmZ

+

22]. Probabilistic [AA

G14, AB00, BSK05, BG15,

CFS

+

08, DCS04, DT13, GVTRS06, GE14, HS15, HB11, HHL06, JK96,

KKS

+

15, Kon09b, LFD03, MWZ19, PK11, PSB17, RSW00, RS13, SWK

+

07,

SG12, SBK22, STP18, TZP

+

13, URB

+

19, W en05, W

G08a, YH01, ZPD

+

10].

Probabilities [FHS00, HPVS96, PFRD05, YZ08]. Probabilit y

[DLD

+

14, DFS94, ENS02, FL94, Ham12, LC09, LS17, LS23, L

WZ21, MSR22,

RDR

+

02, SD95, VST03, WTM11, DFS96]. Prob e

[FdSdSR

+

15, JM95, KMP

+

04, MSBR08]. Prob ed [SNQ

+

14]. Prob es

[AKWZ95, CJK

+

97, FPU99, JM97]. Probing [FvdBB16, ZZ14b]. Problem

[A OH16, AR

C13, BV10, BDCKY03, BDKSS03, BW

GM17, BFK

+

11,

BDK

+

16, Cha95, Cha01, CFS

+

08, Che12, CHS17, CDH

+

06, DMB07, DF

G06,

F om16a, F om16b, F om19, GYZ19, GMS05, Gus10, HA

TI11, Jia11, KSB98,

KRD14, L

TI10, LAL

+

09, LHC09, LS05, Lu15, MP11, Mar94, MTH11, OSC11,

OF CLH11, PSCP09, SG15, SSMT16, SV97, SSPNW06, SZUP06, T ak96,

T AA16, TBP

+

13, W an94, fW23, W CC

+

06, XS07, Xu09, ZZS17, Z¨ or15].

Problems [A

VS20, CCF10, Cha95, CP19, DHM97, GPOP

+

17, KSSK09,

KWBS11, Ko v14, LL

W03, LHC02, MS03, NSZ99, OBDD19a, P A C02, P ar98,

PG03, RBH05, TW05, Xu10, Z¨ or15, dGFMS16]. ProCanBio [SKDR21].

Pro cedure [HSOE

+

18, RBK94]. Pro cess

[AMR

W96, BHKM22, CL21a, GJM04, HVD17, KM08, LSAS03, L

WZ21,

MJS23, NBGA13, RS98, SWK

+

07, UTD

+

20, XJS07, YYZ23]. Pro cessed

[MSB

+

10]. Pro cesses

[A C17, BSK05, GGM12, JPLD23, PRK

G16, PR C

+

13, Sc h97a, Sun95].

Pro cessing [BHGCS11, CFE

+

13, L V C

+

04]. Pro duct [ALB

+

19, Ser15].

Pro duction [ALR18, CCDB21, CEK

+

17, KM08, TMfTK23].

Pro duction-P assage-Time [KM08]. Pro ducts [LD W

+

14, NBA

+

13].

PR OF ALIGN [TGT08]. Professor [Ano21a, IPSV22]. Profile

[AaHP

+

21, FDB18, GK

G12, GW94, HWW

+

20, LDS12, LS08b, PV17,

WDZ20, XLLS20, Y

AR21]. Profile-to-Profile [GK

G12]. Profiles

[BDBF

+

00, BSB

+

05, CCMS20, CW09, CD18, DS04, FFB20, KBJ07,

KLC

+

11, PD20a, RMS02, SKP

+

12, SS04, TGT08, WPL

+

19, WW C

+

20].

Profiling [BGJ

+

04, ITdB09, LDB

+

07, MLC10, ZYH20]. Prognosis

[Ano20, Ano22b, GCD20, HLK

+

13, HZL22, TMH

+

21, WW C

+

20, WDZ20].

Prognosis-Related [GCD20]. Prognostic

[CYF

+

20, HWW

+

20, QL

W20, WZL19, WHLR20, ZWK

+

20, ZQZ20].

Program [AM97, CDF

C00, KDL

+

94, MSNl23, TSTS12, TS96].

Programming

[AK G

+

13, ADRS24, BRZH15, CCI

+

04, CKT

+

01, D

WMT22, Gui98, Gus10,

HNTW09, HD98, JJGD16, KW14, KAS09, LJ05b, LJL

+

20, MTF

+

12,

PMGE21, kSyPhC

+

22, SB07, TMfTK23, WZW15, W u96, ZL

TS13, Z¨ or15].

Programming-Rounding [LJL

+

20]. Programs [MP94, PKK97]. Progress

[SBT00]. Progression [CKB17, R

V15, ZW

Q19]. Progressiv e [MSZM96].

Pro ject [SBT00]. Pro jection [LQ23]. Pro jections [BT02, NDMK17].

Prok ary otes [LM11]. Prok ary otic

[EVLZU19, MM06, PBMC17, TZHR14, YS19, ZMGN23]. Proliferation

[COL

+

18]. Promote [YBF19]. Promoted [BR

C20]. Promoter

[BV10, HZGD05, HHJ

+

02, HKZ

+

04, MS00, NTMM06, SKP

+

12, YYY

+

09].

Promoter-Pro ximal [SKP

+

12]. Promoters [EAA

+

09, LCW16, LL

W18].

Prom y elo cytic [BDBB10]. prone [WZCS00]. Pro of [Ist19, W ar95]. Pro ofs

[HI97b]. Propagation [CPR22, IR22, KXL08]. Prop ensities [STV96].

Prop ensit y [JMPR23]. Prop erties [A WZ

+

17, CL T

+

20, DGW

+

13,

FDDK07, GSV

+

11b, GJZ06, HL16b, JTSB10, KKS

+

15, Neb02, NW12,

OSK

+

15, POP23, PSB17, RSW00, SNQ

+

14, SK

O09, SS04, TR11, WFH18].

Prop ert y [CHSY10, CGD09, GWM

+

21a, LH03, MP11]. Prop ortion [JZ10].

Prop ortional [Ano22b, LL23, TMH

+

21, UMR11]. PR

OSES [K G

¨

O18].

ProSite [WZC96]. Prosp ects [Erw19, KPP

+

22]. Prostate

[HHZ

+

18, HXL

+

20, JMPR23, SKDR21, SGCD19, SSS

+

21, YYJ19].

Prostatic [Ano20]. Protagonist [LBBV

+

18]. Protease [MR G

+

24].

Protectiv e [KLS15, ZCY

+

20]. Protein

[AMK18, APVM11, ABD

+

97, AP10, A

CKK19, ADPH15, AJYJ18, AK G

+

13,

AKLM02, AS02, ADS03, Ami12, AHK

+

02, A

T05, BF98, BP20, BKWK

+

00,

BC94, BET00, Ber95, BS97, BL98, BG08, Bet10, BW

GM17, BFL05, BSS13,

BGG07, BT08, BDBB10, BHK

+

10, CW

C06, CL17, CBS

+

20, CZC10, CJC01,

CLR

+

05, CFB

+

07, CWYB16, CDL

+

19, CB07, CAB

+

07, CS15, CV11,

CYZ

+

20, CBM

+

02, CGP

+

98, DBW17, DMHM97, DK18, DZM

+

03, DGW

+

13,

DC16a, DGH

+

01, DM20, DSN14, D AL

+

08, DPR97, DKF09, DSG

+

08,

DBL

+

12, DOKT05, DT13, Erd05, ENS03, F

CS12, F

ADH17, FK06, FJA

OB18,

FBV15, FT07, FKZ09, GE17, GKMS23, GPOP

+

17, GST10, GLJW09,

GZN16, GLMW13, GWX18, GWM

+

21a, GWM

+

21b, GMS05, GMV

C20,

HD16, HJD17, HPL

+

20, HI96, HI97a, HI97b, HRSC00, HHX16, HS15,

HYY

+

10, HHP

+

09, HCS09, HSH

+

09, HSBS10, Hor01, HS14, HBW

+

05].

Protein

[ISK99, JDH00, JEMF06, JJY

+

20, JR16, JJGD16, JHLD20, KV17, KBS09,

KXL08, K

GLBK15, KWM10, KAS09, KKW10, KD13, KMR

G09a, KMR

G09b,

KX06a, KX06b, Kle99, KL

W96, KJmZ

+

22, K

GK14, K G

¨

O18, KKT

+

06,

KSG07, KMCKS17, L

TS20, Lat99, LA

CB10, LZS09, LBN94, LXYC09,

L YC15, LAL

+

09, LSL

+

16, LL

WZ19, LJP20, LN03, LBBV

+

18, LSAD05,

LBJM11, LCW

G06, LCGW09, LZ10, LSSD18, L

WZ21, LZY

+

23, LLJS19,

L YS20, LS04, L

W12, LDB

+

07, MC08, MC10, MMG14, MN08, MTC11,

MYBK

+

11, MZC

+

18, MD00, MAN16, MBLZ09, MVP06, NLH

+

23, NBG

+

02,

NK07, NR03, Neu14a, Neu14b, NBGA13, NH08, NW05, NFJ13, NDMK17,

NTWF11, OJFD18, OMS13, ODPB18, PK11, PDZ

+

16, PPL

+

23, PDT00,

PQBB08, PSCP09, PPV

+

14, PVFB06, PLSM

+

06, PFRD05, PE20, QSY09,

RR OF95, RRFS98, RK96, RDR12, RM00, RL94, SDMN19, Sal95, SVD14].

Protein [SLB00, SIKS06, SK21, Sel13, SB17, SIK

+

05, SNW04, SOD

+

11,

SMD

+

07, Shi10a, Shi10b, SJ18, SLB

+

97, SHG00, SHG02, SLZH15, Sun18,

SK19, SKT08, TGTG19, T a y94, TPK03, TSTS12, TBB00, TTT

A07,

TXL

+

17, T A Y16, TLK

+

06, VILR10, VND17, VT06, W O W

+

14, WMD06,

WHD13, WHDN13, WHD15, WTY19, WZL

+

21, WLM21, WS04, W

G08b,

WZC96, WSHB98, WlLK

+

12, X

GD24, XK05, XX

CE00, XJB07, XLZ13,

XLLS20, YTMY17, YLCC17, YJ04, YFBK07, YY

A11, YL W

+

15, YTS12,

YK05, Y

AR21, YJEP08, ZRZD11, ZPM97, ZWY

+

17, ZF

AS08, ZPD

+

10,

ZGBK10, ZZNM15, ZWZ16, Zho17, ZZL

+

23b, Zh u07, YKPM20].

Protein-Binding [OMS13]. Protein-Co ding [BW

GM17, L

WZ21, SK19].

Protein-Enco ding [DC16a]. Protein-Lev el [X

GD24]. Protein-Ligand

[LLJS19, PK11, PPV

+

14]. Protein-Protein

[Ami12, BT08, D AL

+

08, HSH

+

09, HSBS10, LA

CB10, RDR12, SMD

+

07].

Protein-sp ecific [L

W12]. Proteins

[A WZ

+

17, AB00, BK10, BGTSB98, BIPD17, CHKK99, CGZ04, DCP

+

21,

DMHM97, DCS04, DC16a, ES06, EBK11, EPSV98, FW12, GH16, GZW

+

16,

Guo15, HZNF06a, HZNF06b, HLL13, JGL11, JMEB18, JWL24, JRH

+

10,

KEL15, Kha14, KDL

+

94, KKK18, LJK16, LNW01, LSHL04, MBK

+

03,

OC00, PGAE04, PCGBK13, PDSD06, SKP

+

12, SF12, STV96, TGT08,

Tho21, TS96, W

APM05, WF12, YE02, YFBK07, YM06, ZFBK09, ZY23].

Proteome [CAB11, GE17, Vij22]. Proteomic [KVM14, LFD03, MDTD06].

Proteomics [CAB11, LAL

+

09, WZH

+

18]. Proto cols [FDB18]. PR

OuST

[CGZ04]. Pro v able [HD16, JJGD16, JHLD20, OJFD18]. Pro v ably

[Buh03, JHLD20, T

AA16]. Pro vides [PV17]. Pro ximal [SKP

+

12].

Pro ximit y [LPW05]. Pro xy [AS23]. Prune [KLM11, YzCW20]. Pruning

[LCG

+

22, MBRS11a]. PseRat [A WZ

+

17]. Pseudo

[AFR

V07, BZG

+

22, CHJ05, LGD

+

10, WMC04]. Pseudo-Bo olean

[AFR

V07]. Pseudo-Lab els [BZG

+

22]. Pseudo-Lik eliho o d [CHJ05].

Pseudo-Symplectic [LGD

+

10]. Pseudo-T est [WMC04]. Pseudogenes

[MSB

+

10, SCH09]. Pseudoknot

[HR08, HPR09, LP00, MR08a, NR

W11, NW12, R

W10, WLS

+

11].

Pseudoknots [IKL

+

03, MWB10, Rød06, TK

O21]. Pseudoknotted

[HDBZ08, R

C07, SRSD11, W

AM20]. Pseudorabies [STP18]. PSI

[AMO

W10]. PSI-BLAST [AMO

W10]. PSSM [GWM

+

21b]. pSuc

[A WZ

+

17]. pSuc-PseRat [A WZ

+

17]. PTEN [JR16]. PTEN-related

[JR16]. PTENpred [JR16]. Public [YLC

+

20]. Pulmonary

[TZZY20, ZXZ21]. Pulsed [DCD19]. Pure [D

AR23, GLMSO10].

Pure-Birth [D

AR23]. Purification [WlLK

+

12]. Putativ e [HHJ

+

02, ST10].

Puzzling [SWR08]. PY-SUMMA [A

VS20]. p yBric k [RMC

+

23].

p yBric k-DNA [RMC

+

23]. p ydebiaseddta [B

¨

OB

+

23]. PyGTED

[BSSz

+

20b]. p ylori [UBGFD

+

19]. PyP ath w a y [XL18]. Pyro co ccus

[RBKJ19]. Pyrophosphate [YSC15]. Pyrosequencing [Kon09a, RPW13].

Python [A

VS20, BP17, BSSz

+

20b, RMC

+

23, XL18, ZZL23a].

Python-Based [RMC

+

23].

QGB [O

AHA94, SG94]. QNet [DSG

+

08]. qp [CR09]. qp-Graphs [CR09].

QR [TR

W23]. QR-ST

AR [TR

W23]. QSAR [ALB

+

19, ZYB

+

04].

Quadratic [WW18]. Quadruplex [GWL

+

19]. Qualit y

[APVM11, AS23, GLM

+

09, GWM

+

21a, HlAM20, vLKMR22, MFJ

+

19,

R UGR18, SM20, ST02a, SH04b, SKT08, T os05, VF

OK18]. Quan tification

[DBL

+

12, HHJ

+

13, IPH18, STHG

+

08, WYT12]. Quan tified [CRB18].

Quan tify [L

WLL19]. Quan tifying [CLS11, CHK

+

02, LQ23]. Quan tile

[L VS

+

07, W

A10]. Quan titativ e [Cal22, CFE

+

13, CC03, CH15, GKgUS21,

GA WI19, JLSL24, LHC02, LQPE

+

10, Mal98, MP94, MSS21, NMH13,

RLH13, SMD

+

07, TEMM12, WXS14, ZF05, ZYB

+

04]. Quan tities

[CAB

+

07]. Quartet [AS19, HR22, MSS

+

22, SWR08]. Quartet-Based

[AS19, HR22, SWR08]. Quartets [BDCG

+

98, GMY10, LC09]. Quasisp ecies

[TZP

+

13]. Query [Shi07]. Querying

[BK10, BHK

+

10, DSG

+

08, FP11, O

AHA94, QSY09, ZCK17]. Quest

[ABL03]. Questions [Ma11]. Quic k [PZC05]. Quorum [MMKH15].

R [A

VS20, BP17, IR

CA21, JPLD23, SSH

+

20, WHK21]. R/PY [A

VS20].

R/PY-SUMMA [A

VS20]. R/Python [A

VS20]. R2KS [NV12]. Racew a y

[JB10]. Racial [SPSZ23]. radiata [JJY

+

20]. Radiation

[ASZ

+

16, BDC97, Hea97, SKSL97]. Radius [TVNP15]. Raman ujan

[YYW14, ZWJ18]. Raman ujan-F ourier [YYW14]. Random

[AZ14, AF

CK09, BK

CP05, BV09, BG15, BT02, CK10, D AL

+

08, JD05, Jus06,

K CG

+

19, LCW

G06, LGS20, MD01, MBLZ09, P ar10, PFRD05, RS01, RDR

+

02,

RLK

+

09, SH06, Sc h97a, SD95, W

G08b, XWLJ08, XZS07, bYjHgZ

+

24].

Random-Graphs [P ar10]. Random-W alk [MBLZ09]. Randomized

[DC16b]. Randomness [CBP21, Ila20]. Range

[BLP

+

22, DPHH05, HA

TI11, MBV

A07, MDB11, PPL

+

23, RH19, YY18].

Ranges [ZMK22]. Rank [GJL

+

21, KSSK09, cWxLlS

+

23, ZCH

+

13].

Rank-Similarit y [GJL

+

21]. Rank ed [AF

CN13, CZS15, NV12, SRF16].

Ranking [BKT09, BG08, FdSdSR

+

15, TPH

+

09]. Ranking-Based

[TPH

+

09]. RAP [OMS13]. Rapam ycin [ZZNM15]. Rapid

[Bun02, SBR

G20]. Rapidly [KASM08, YCP16]. Rare

[A WM

+

17, FSD

+

14, JA

G17, KLS15, KKK18, LS17, LS23, OK08]. RareV ar

[HXL

+

17]. Ras [OJOD

+

04]. RASCAL [DC16b]. Rate

[CL21b, DT12, DGH

+

01, GF16, K

C96, LM03, WZCS00, ZHQS05]. Rates

[ALR18, CAB

+

07, CHJ05, C LM

+

18, L

TTS12, SSH94]. Ratio

[HLK

+

13, SHE11]. Ratios [A WZ

+

17, BLR16, NKR

+

01]. Ra w

[CA C

+

23, RBK94]. Ra y [NS18, KA

C17, BLC10b]. RB [LS08a]. RB-Finder

[LS08a]. RD

A [ZZL

+

17]. RDCs [MYBK

+

11]. rDNA [RPS02]. RDscan

[LHW

+

22]. Re [Ale08, GST10, ZGW22]. Re-Ev aluating [GST10, ZGW22].

Re-Uses [Ale08]. Reaction [Aku04, CH15, F

A12, KK23, Kru17, LSAS03,

PSB17, RLH13, Sol09, Sun95, TMfTK23, WZCS00, WV95, YY19, ZF05].

Reaction-Diffusion [F

A12]. Reactions

[C LM

+

18, HLMR11, KM08, Pia02, YY18]. Read

[CC23, ETLK19, GZW

+

21, HWSH18, KSSK09, KMB

+

20, LHW

+

22, SF

A17,

SM20, SY22, SSLMW10, WHY

+

13, WHL17, ZGRB10]. Reading [W

GL98].

Reads [APC21, A WM

+

17, BBC16, BLC10b, CEJM16, CBH

+

12, CWL13,

CA C

+

23, FLJ11, GHM

+

10, GCB20, HS23, JDK

+

18, KBKF17, MV19,

MKB

+

20, NBC

+

11, PMP

+

15, P AS

+

13, SMZ

+

12, SRZ

+

13, TYSX19,

WL YC12, YW21, ZRS

+

12, ZWT18]. Reads2V ec [CA C

+

23]. Real

[CH15, GMC08, HG18, RLH13, SSY

+

22, YS19, ZF05]. Real-Time

[CH15, GMC08, HG18, RLH13, ZF05]. Real-V alued [SSY

+

22]. ReAligner

[AM97]. Realignmen t [DK18]. Realistic [CLS11, MSMF09]. Really

[SPBB15]. Rearrangemen t

[AS10, A

ODD21, AFR

V07, BCC

+

09, BMS10, BBH

+

07, BBDS21, F CV

+

07,

KWBS11, Ko v14, Lu15, MHS06, P ar06, SB98, ST05]. Rearrangemen ts

[Ale08, BJF

+

20, CMvH15, CP19, LM11, MZC

+

18, OB10, SB99].

Reasonable [YY18]. Reasoning [Hua15, LBN94, MD00, YjDG

+

23].

Rebalanced [YYM

+

23]. Recall [O AR

+

24]. Receiv er [VY18]. Receptor

[BHR

V00, BC94, CYZ

+

20, QL

W20, ZYD21]. Receptor-Negativ e [QL

W20].

Receptors [FL94]. Recipro cal [OFS07]. Recognition

[Ber95, BS97, BRR06, CC06, Che04, Con04, GP

AR96, GLJW09, KWM10,

LCW G06, LCGW09, LL

W18, MKBC05, Mil95, SNW98, SP97, W

OG03,

WSCL18, WLC18, XLZ13]. Recognizing [F ar97, MKBC05, SZTW12].

RECOMB [Ano11b, Baf11, Ber11, PS11, Sun13, Ano09b, Ano10b, Ano17,

CKS12, CKS13, CKS14, CKS15, Cho13, Co w20, Edi24, Gus05, Ist20, Len02,

MV04, Miy06, My e03, NV09, P e’22a, P e’22b, P en22a, P en22b, Sah18, Sc h21a,

Sc h21b, Sha00, T an23, W o o99]. RECOMB-CG [Ano11b, Edi24].

RECOMB/ISCB [CKS14, CKS15]. RECOMB’97 [WIP97].

RECOMB’99 [Ist99]. Recom binan t [LJ05b]. Recom bination

[BB06, GF16, GM96, HR22, HW01, L

TI10, LS08a, MWP00, PRK

G16, SH05,

SDG

+

07, TZP

+

13, WZZ01, W u08, YCP16, YFBK07, ZSB

+

23, ZGBK10].

Recom binations [PMCB08, P ar10]. Recommendation [FYJ18].

Reconciled [BBWE09]. Reconciliation

[BAK13, VSGD08, ZSB

+

23, ZZZU20]. Reconciliation-Scenario [ZZZU20].

Reconciliations [DCH09]. Reconciling [BAK13]. Reconfigurable

[FPSD22]. Reconstruct [Mat10]. Reconstructabilit y [P ar10].

Reconstructed [RND

+

23]. Reconstructing [ASL06, CCMS20, CCYH18,

FL T

+

21, GSN11, MRR

+

08, Ma11, Mos03, NWLS05, PP23, PBB

+

21, QGP10,

SK13, SS95, SSH94, TBKR10, VBSS10, W ag04, XSS08, ZB15, ZLU

+

22].

Reconstruction [A

V18, ARS17, AZ11, AK08, AJA

+

16, BV09, CHSY10,

CFS

+

08, DJK

+

00, DG02, DHV06, ET07, F om16a, F om16b, F om19, F re11,

FPU99, HWH

+

13, HP97, HV09, HNW99, JBM15, JHN

+

23, KV23, KLKH11,

KLR23, LC09, L

TI10, LKW04, LL11, LZC

+

23, LHC09, LRM11, MGVS14,

NK G

+

21, OSK

+

15, OR14, OF

CLH11, PS12, PR

T08, R

G95, SMS13, SZW

+

09,

SWR08, SZUP06, TBP

+

13, UBTC06, WZG

+

20b, ZGRB10, ZSV

+

09].

Reconstructions [AS10, CGOT10]. Records [V

A17]. Reco v ering

[LL W

+

20, RM18, RS13, SZSA22, SJ12, T

AJZ23]. Reco v ery

[Csu02, GMC

+

14, WZ10, WMK17]. Recruitmen t [Y ua09]. Rectal [LHC19].

Recurrence [HXL

+

20]. Recurren t

[CCL

+

19, GY A

+

23, LLZ19, MR G

+

24, NK G

+

21, RL94, SDMN19].

Recursion [BP14]. Recursiv e [JHLD20]. Redesign [FPD13, LSAD05].

REDO [WLA

+

18]. Reduced

[HZNF06a, HZNF06b, L

TsL24, R

CER21, Z¨ or15]. Reduced-Bias [R

CER21].

Reduced-Size [Z¨ or15]. Reduces [FPS22, SF

A17]. Reducing

[BKKSD01, QGP10, RL V CVR17]. Reduction

[GSCG19, LQ23, R

W99, SPBB15, TPK03, XS07, ZLL

+

22].

Reduction-Based [XS07]. Redundan t [BHL

+

18]. Reference

[BCCHZU18, HlAM20, HWSH18, Jah11, JDK

+

18, Kha14, LPFT14, NHZ

+

15,

PMAP13, bVRN

+

19, WHL17, ZHY

+

20, XSH

+

22]. Reference-Anc hored

[BCCHZU18]. Reference-Based [HlAM20]. Reference-F ree [HWSH18].

Refinemen t [BBEM09, CFB

+

07]. Refining [AM97]. Reflects [MH22].

Regaining [Elh11]. Regeneration [CUP19]. Regimes [RKTS14]. Region

[GP20, JL

Y08, SG94]. Regional [NCC

+

96, RDH04]. Regions

[BK10, BCVL17, BSP

+

24, BET00, BGG07, BR12, CD18, DBBM09, GT16,

HZNF06a, HZNF06b, HZGD05, HHJ

+

02, JRHN09, LPFT14, LL W

+

20,

[MTYH09, SV A

+

19]. Sample [BFT04, BYL

+

20, HA

TI11, HTZ

+

13, MSNl23,

MGW

+

07, MZC

+

18, PYIM19, RH19, SDC

+

10, VR

U16, W

C04, ZGRB10].

Sample-Based [MZC

+

18]. Sample-Sp ecific [PYIM19]. Sampled

[AMK18]. Sampler [BHHR19, Kei06, Neu14a]. Samples

[AaHP

+

21, DMW

+

17, FPR

V18, GM96, Gus01, JG11, KYSE10, KDB

+

02,

MSR22, ODNW21, ZEKKR18, ZKT14]. Sampling

[AL07, BHHR18, CZC10, CP05, GNI12, GC15, Lar06, MBRS11b, NK11,

NDMK17, PWFZ17, Ste14, TML

+

02, W

C07, WP11, ZGW22]. San [EBS

+

22].

sapiens [YLD

+

18]. SAR [BKKSD01]. Sarb eco viruses [ZSB

+

23]. SARS

[Ano21b, ABTP23, BBH

+

21, MMK

+

21, NK G

+

21, SS23, TM22, YGP05,

ZSB

+

23]. SARS-CoV-2

[Ano21b, ABTP23, BBH

+

21, MMK

+

21, NK G

+

21, SS23, TM22, ZSB

+

23].

Satellite [AEB

+

04, Edi24, PS11, Ano11b]. Satellites [SM98]. Satisfiabilit y

[MA13, YjDG

+

23]. Satisfying [Mat10]. sativ a [ZDZ

+

20]. SA T rans

[KB

ˇ

C19]. Saturated [Clo06, GJL

+

22, W

C07]. Saudi [MRS

+

18]. SAXS

[DK C15]. SC1 [MM21]. Scaffold [BDKSS03, CDH

+

06, MCH

+

19].

Scaffolding [BHPS99, PJL20, R

CSS12, kSyPhC

+

22]. Scaffolds [GSN11].

Scalable

[APF

+

20, GLM

+

09, KMP

+

04, L

W22, LCG18, NK G

+

21, OSK

+

15, R

C15].

Scale [ABL03, Ben21, BBWE09, DCH21, GMC

+

14, HSH

+

09, HQ06, KW06,

LAF

+

14, LLS

+

19, Ma11, MZM18, NSH

+

23, OKKS21, PdB13, PDZ

+

16,

R GM

+

12, RLK

+

09, SSH

+

10, ST02b, SGK

+

12, TE96, TMC

+

18, XYX

+

22,

XU97, ZH07]. Scale-F ree [KW06, LLS

+

19, OKKS21]. Scaled

[LL WZ19, ZHY

+

20]. Scales [F

A12]. Scaling

[DHL00, D WK

+

20, GLMW13, HLL13]. Scalp elSig [FFSL22]. Scan

[TTTL17]. Scanning [NFJ13]. Scattering [KA

C17]. scDesign2 [SSLL22].

Scenario [ZZZU20]. Scenarios [BCC

+

09, OB10]. Sc hatten [WYL

W21].

Sc heduling [CLR

+

05]. Sc hema [HMY

+

14]. Sc heme

[BDKSY00, HMK24, MBRS11b, R

YZ23, TPH

+

09, VF

OK18]. Sc hemes

[HZK22, SGYBD05, WLFW03, ZKM21]. Sc hizophrenia [PD20a].

Sc hmidtea [F CR

+

13]. Science [HTH

+

17, Ist19, T aAF

+

22]. Sciences

[BMM

+

23, JMR

+

21, MMN

+

21]. scINSIGHT [QFLL22]. Sclerosis

[TZZY20]. Score [BG97, BMW

G04, GW94, HlAM20, IJCL12, Kei05, MD01,

MBV A07, RDH04, VF

OK18, Jus01]. Scores [BG98, BG02, KW14, K

C96,

LBXL11, LABD

+

06, MPZ

+

20, MLS

+

12, PBB

+

21, RJS02]. Scoring

[AA18, BRS99, GTT06, GWM

+

21a, JM95, JDSB04, LSAD05, L

W12,

RA C

+

06, TGT08, WLFW03, WNMB99, ZBM98]. SCOT

[DSS

+

22b, DSS

+

22a]. SCOTv2 [DSC

+

22]. Screening [ALB

+

19, Ano21b,

CD07, CC09, DDK21, GA

WI19, GCD20, JMPR23, LL23, SSY

+

22, TMH

+

21,

Vij22, WDZ20, XXZ

+

21, ZLSY20, ZDG

+

20, ZYD

+

19, ZHQS05, Ano22b].

Screens [F CR

+

13, GNI12, SSH

+

10]. SCRFs [LCW

G06]. scRNA [MPZL23].

scRNA-seq [MPZL23]. SDGCCA [MHL22]. Seamless [KAD

+

19]. Searc h

[AKN

+

06, APF

+

20, AMO

W10, Azi22, Bar04, BZW

+

00, BBD

+

04, BW

GM17,

Buh03, CBW07, CCG06, Cha01, CZW

+

19, CYY09, DMDR17, DC16a, DCD19,

FFM24, FDB18, Gru98, HD16, HS15, HSL07, IP09, JHA16, Kon07, KPW11,

L TCH11, LSAD05, MPVZ05, MD03, NBB18, PZC05, R

GL94, SCSA

+

16,

SK18, SM04, SB05, TSTS12, VLZUBK07, XBLM06, YLCC17, ZWZ16].

Searc h-Based [Azi22]. Searc hing

[BZ08, FNC08, NR03, PSCP09, RL94, Shi10a, Shi10b]. Second

[Rot19, DMV17]. Second-Generation [Rot19]. Secondary

[BKWK

+

00, Bar04, BLR16, BRZH15, BRS20, BIPD17, Clo05, Clo06, ES06,

FK06, GWM

+

21b, HR12a, HR12b, IKL

+

03, JCZ08, JTL

+

10, KKW10, KX06a,

KX06b, LBN94, MVP06, MZS

+

00, MN15, NS23, Neb02, R

C07, RK96, Rød06,

SGdMT12, SLB00, SPC19, SKT08, TK

O21, VT06, W

C07, W

AM20, XK05].

Secretion [FL94]. Section [AHIV23]. Sectional [BRD

+

05, R

V15]. Secure

[PXLP23, ZWT18]. Seed [PNPC20, YZ08]. Seed-Lik e [YZ08]. Seeds

[BCA15, Kon07, NM14, PZC05, SB05, XBLM06, YZ08, ZF07]. Segmen t

[SFN97, W u96]. Segmen t-Based [W u96]. Segmen tation

[A G23, BV20, BLQZ04, LCW

G06, Pic08, RMR

T00, SLB00, YHC19].

Segmen tations [DCSE11, ZW19]. Segmen ting [Kei06]. Segmen ts

[IP09, SBC

+

05, WWZ

+

16]. Segregating [CGI

+

07]. Select [KSSK09, Li08].

Selected

[Ano17, CJ21, DMV17, DNZ17, DND

+

19, HHC17, HTH

+

17, Sah18].

Selecting [DMTV09, GT A

+

04, MG06, RS12, Ros05, Wil99]. Selection

[BZB

+

22, BMR

+

19, CTC21a, CYY09, CYL

Y12, CS03, COL

+

18, EOD

+

18,

FdSdSR

+

15, GGM12, GT16, GLM16, HSF

+

00, KLS15, Kon07, KPP

+

22,

LKBT16, LS17, LK24, LSG04, LCW16, LS23, L

WLJ10, LGS20, MRM20,

MRM

+

02, PNIM17, PYIM19, PZC05, QsYSxL23, RS12, RND

+

23, RLK

+

09,

SMC

+

15, SZTW12, VND17, XJL

+

22, YT22, ZKM21, Z¨ or15]. Selectiv e

[DT13, MWL22, SB21, ZGBK10]. Self

[Jos96, MJR

+

24, MSS10, RRFS98, SAM06, YE02]. Self-Assem blies

[MSS10]. Self-Assem bly [SAM06]. Self-Consisten t [RRFS98].

Self-Organizing [Jos96, YE02]. Self-T raining [MJR

+

24]. Seman tic

[D AE

+

19]. Seman tics [JSN09]. SEME [CWL13]. Semi

[BZG

+

22, FNC08, GML20, PO04, ZL

TS13, ZMppVN22]. Semi-Definite

[ZL TS13]. Semi-Degenerate [PO04]. Semi-Mark o v [GML20].

Semi-Ordered [FNC08]. Semi-Sup ervised [BZG

+

22, ZMppVN22].

Semidefinite [AK G

+

13]. Semigroups [AMR20, NFHM21]. Semimetric

[SK21]. Semisup ervised [TMG

+

20]. Sense [SKM05]. Sensing

[AZ11, MMKH15, RPR

+

15]. Sensitiv e

[Buh03, CJ23, HTY22, HB11, ISB12, KBG18, MM19, P ar24, YK05, ZF07].

Sensitivit y [CDC

+

11, FDDK07, HFUH19, MD03, NSH

+

23, SJ18]. Sen tence

[D AE

+

19]. Sen tinel [LCG

+

23]. Separating [DS12]. Separation

[CR T04, GMY10, IFT14]. Septic [CKZL20]. Seq [FDD21, HHE13, AS23,

BBV

+

14, DC16a, HHJ

+

13, LFJ11, MLS

+

23, MM19, MM21, QFLL22, SH17,

SPBB15, WH20, XZ12, XSH

+

22, ZW23, ZL22, ZCK17, AJV

+

16, BR12,

CCPT17, GV

A22, GW A

+

21, LSBS18, MPZL23, MSM20, PZH11, TBL18].

Sequence [AI12, A WZ

+

17, AS23, ARSW22, AL07, AM97, A

G98, ABH03,

AMR W96, AMO

W10, AHK

+

02, BLR16, BDN19, BWS13, Ben97, BS98,

BET00, BL02, BHKM22, BFL05, BT08, BMW

G04, BCA15, Bun02, CBW07,

CHP94, CZW

+

19, CBM

+

02, Dew01, DPR97, DMW

+

17, DHL00, EMD95,

FLJ11, FT07, FPU99, Gel95, GT

A22, GNME01, GKB00, GYD

+

15,

GWM

+

21a, GKS95, HD16, HRSC00, HSOE

+

18, HMY

+

19, HLH04, HP96,

HB11, HBD94, HZK22, HHP

+

09, HHJ

+

02, HY16b, HMF07, Hua08, IW95,

JZGA20, JL

Y08, JRH

+

10, Jus01, K

GLBK15, KTSS19, KD13, KS99, Kle99,

KS06, K G

¨

O18, KABH15, KSK

+

11, KW21, KPZU11, LR

V98, LR00, LN03,

LBJM11, LZF

+

05, LC03a, L

WZ21, LH03, LS08b, MC10, MSBR08, MNSV10,

Mal98, Mam96, MSZW11, MRM

+

02, MD01, MBV

A07, MBR

+

94, MP94,

Mil95, MBLZ09, MNG

+

15, MBS

+

01, NP09, NSRR23, New08, NL09].

Sequence

[NBB18, OJFD18, O

AHA94, PFK17, PR

T08, R

CSW09, RK96, RLCVVR18,

ST05, SMZ

+

12, SF12, SPW22, SI97, SSTM19, ST10, SK18, SRZ

+

13, SG94,

SSH94, SY09, SS01, SLL

+

17, SHCM18, SDP

+

20, SL

Y06, T a y94, TBB00,

W GL98, WSW15, WRSW10, WJ94, WRS

+

99, WTY19, W ar95, WJJ11,

WLF13, WFH18, WHW

+

06, WSS03, WMPS11, WNMB99, XvdL05, YYM

+

23,

YI17, YLD

+

18, YY

A11, YB04, YS99, YH01, ZPM97, ZCH

+

13, Zho10].

Sequence-Based [K G

¨

O18, WMPS11, YLD

+

18]. Sequence-Sp ecific

[HZK22]. Sequence-to-Graph [JZGA20]. Sequence/Structure [BCA15].

Sequences

[AS96, A O AAH17, ABTP23, ADRS24, BSS11, BF98, BTZ06, BSP

+

24, BV10,

BGTSB98, BB04, BZW

+

00, BW

GM17, BLF14, CZNF19, CZC10, CC03,

CDH

+

16, Che04, CIM

+

06, CGI

+

07, CC12, CV11, CST20, DK18, DPHH05,

DGH

+

01, DS12, D AL

+

08, DLPH06, DCP

+

08, Elh01, ET07, ENS02, FDB18,

GSN11, GML20, GP

AR96, GKMS23, GM96, HV07, HJ05, Hor01, HKZ

+

04,

JG11, KKW10, KSSK09, KDL

+

94, LRD19, LR05, LG22, L

Y99, LS08b,

MC08, MTH11, MHS06, MM06, MNG

+

15, MGSA06, NB94, NBG

+

02, OK08,

ODPB18, PB18, R

YY22, RS01, RDR

+

02, RM00, RL V CVR17, SGT15, SM98,

STR T96, SPD95, Sc h97b, SYYH02, SDG

+

07, SZTW12, Ste14, SSZC95, SK19,

TE96, TBB00, TBKR10, VS98, W O W

+

14, WLFW03, WMC14, WFH18,

WYK G05, WH06, WY11, XU97, YI17, YZ17, YY05, YYW14, Yin19, Y ua09].

Sequences [ZSWM00, Zha02, ZW03, ZS11]. Sequencing

[AB16, AR17, AMR

W96, BNA

+

12, BDPSS01, BFK

+

99, B¨ oc04, Bo e18,

BLC10b, BVP

+

16, CS00, CCMS20, CKT

+

01, CWL13, CA C

+

23, CL99,

CBG

+

14, D A C

+

99, DB09, DDC

+

20, DFS94, DFS96, EHC

+

13, FSD

+

14,

F om16a, F om16b, F om19, FH02, FL T

+

21, GCB15, GSCG19, GCB20, GZW

+

21,

HHHS03, HTZ

+

13, HHE13, HPY03, Hub01, JA

G17, JLSL24, KS11, K CG

+

19,

KBKF17, KMM17, KAD

+

19, Kon09b, KWBN19, Kru98, LLG

+

20, L

YPC13,

LKL21, LC03b, LZX12, MLOT17, MMA

+

21, MH22, MV19, MR Y

+

23,

ML Y

+

11, NP09, OBD

V16, PMP

+

15, P ev95, PV17, PU00, PO04, R

UGR18,

RR GC95, SK17, ST02b, SWS

+

20, SK18, SRZ

+

13, TYSX19, W CL

+

18b, W en06,

XMU96, ZGRB10, ZPB

+

10, ZZ14b, ZLL

+

22, CD18, NBC

+

11, cWxLlS

+

23].

Sequencing-based [ZZ14b]. Sequencing-b y-Hybridization [PU00].

Sequen tial [BK

CP05, GW06, YJC18]. Sequen tially [YFBK07].

Sequen tially-Constrained [YFBK07]. Series [BJGG

+

03, DLML10, FSZ02,

KT01, LDLZ12, LLL

+

20, SLL

+

23, SDC

+

10, ZLU

+

22]. Serous [WDZ20].

Serum [LFD03]. Serv er

[DCW

+

17, JJH

+

21, K G

¨

O18, PBMC17, ZF

AS08, BIPD17]. Service

[SSIP

+

19]. Service-Orien ted [SSIP

+

19]. Set

[BR24, FPS22, F om16a, F om16b, F om19, GSSI14, Hua15, IR

CA21, KL

W96,

LS23, LL

W18, L

WZ21, MT06, OH03, SSPNW06, SBK22, WZ24].

Set-Adaptiv e [FPS22]. Set-Based [BR24]. Set-Min [SBK22]. Set-V alued

[LL W18]. Sets [AS19, BHL

+

18, BKT09, BS06, Bry96, CHSY10, D AL

+

08,

Jus06, KDB

+

02, KW

A11, KKA

+

15, MC10, Mat10, RM21, RL V CVR17, SM09,

SBR G20, TH17a, TH17b, UGS19, Wil99, ZHZ

+

16, ZKM21, ZA G

+

18, ZCK17].

Settling [Eli06]. Sev eral [RS01, T

A97]. Sev ere [DDK21, Tho21]. Sex

[GGM12, POP23]. Sex-Sp ecific [POP23]. Sexual [EBS

+

22]. sFFT [Kei05].

SGA [L

TCH11]. SGFNNs [CJP

+

22]. Shado ws [SG15]. Shap e

[AMW07, CR T

+

17, NTWF11, SBNS21, YHC19]. Shap e-Based [NTWF11].

Shap es [FR14, LPC08, R

W10]. Shapley [LQ23]. Shared

[DBL

+

12, KBG18, MH22]. Sharing [JZL

+

20, ZTD

+

22]. Sharp [LC09].

Sheet [KAS09, SOD

+

11]. Shew anella [McC09]. Shift

[CL21b, GZW

+

16, ZR

GHJ08]. Shift-In v arian t [ZR

GHJ08]. Shin y

[PBMC17]. Short [AS95, BBC16, DPHH05, FLJ11, GHM

+

10, GCB20,

HV03, KSSK09, LMS96, MR G

+

24, Mil95, NBC

+

11, SSLMW10, SWR08,

SZTW12, WI05, YY19, YB04, ZHS05, ZWT18, ZKM21]. Short-Range

[DPHH05]. Short-Read [KSSK09, SSLMW10]. Short-T erm [MR G

+

24].

Shortening [YYL19]. Shortest [BSS13, GKS95, KK23]. Shortest-P aths

[GKS95]. Shot [LK

C21]. Shotgun [KS99, LAL

+

09, RHY

+

04, W en06].

ShRangeSim [Bo e18]. ShRec3D [LZC

+

23]. Shrink age

[HLG18, LGS20, NHO

V10]. Sh uffling [Sun99]. Side [AKLM02, AS11, Bet10,

FYJ18, HSG22, HI97a, NXL

+

15, RR

OF95, YSFW08, ZRZD11]. Side-Chain

[YSFW08, ZRZD11]. Signal [ADD

+

07, BS09, BMR09, BLQZ04, CXW16,

EAM

+

17, Ha v06, HLK

+

13, HHC06, JK G

+

04, MLS

+

23]. Signal-to-Noise

[HLK

+

13]. Signaling

[AF20, HNTW09, HAP12, LXL

+

20, MXW

+

20, NSMV18, OJOD

+

04, RNI

+

06,

SIC

+

09, SVK10, SIKS06, SK13, TINK98, TBP

+

13, TLP

+

14, VRS12].

Signals [CKB

+

06, CC12, YB04]. Signature

[JZZ

+

19, MP16, NES22, TRS17, WSCL18, WLC18, ZZ20]. Signatures

[BF09, FFSL22, KWBN19, KPP

+

22, MR Y

+

23, NCMS

+

21, RXH

+

20,

SGCD19, ZYH20]. Signed [BMY01, CJP

+

22, GB08, Sie03, SRLM10].

Signet [CWJ

+

21]. Significance [Bun02, CB06, FH18, GE04, HKZ

+

04,

JDSB04, JD05, KMMF20, K

GK14, KBCBS11, KSG07, KT01, LM03,

MLS

+

12, New08, P ar07c, PM14, SGSN12, W GW

+

01, YS99, YH01].

Significan t [DS12, JMEB18, KNmS

+

22, KW

A11, KE13, MG06].

Significan tly [LLZ19, L

Y99, VUR11]. Silencing [MSN

+

20]. Silico

[AF20, HWP20, MJCM22, MRS

+

18, PdB13, SV A

+

19, SJ18, GPRR12, Kha14,

MSMF09, RKTS14]. SIMD [BCA96]. Similar [BSP

+

24, BGG07].

Similarities [DSN14, Ker03, ZYD21]. Similarit y

[ADPH15, A

CL15, BS06, BCA15, Buh03, CZY19, DKA

+

17, DHL00, D AE

+

19,

Erd05, EBK11, F

ADH17, GJL

+

21, HV09, K

GK14, L

WLL19, LN03, LD W

+

14,

LS04, MSBR08, MD03, O YY

+

12, PGA

+

11, SSH

+

10, SRF16, SG94, SB05,

TH17a, TH17b, W GC

+

21, W GS

+

23, YGP05, YZ17]. Similarit y-Based

[CZY19]. Simple [BHKM22, CJD06, CvS24, FS08, F om16a, F om16b, F om19,

GB08, GJL

+

22, GMSZ12, LSRR18, NR03, Ric06, Ris16, R

CSS12, TS96,

WLFW03, WW18, ZZL00]. Simpler [A CL

+

21]. Simplification [XZW15a].

Simplified [RBK94, SHG00, fW23, W ar95]. Simplifying [My e95].

Sim ulating [MN08, SHG00, SSLL22, TTT

A07, YY18]. Sim ulation

[Ano21b, ABG

+

03, Ben98, Bo e18, Bri19, CY09, CEKP

+

13, CXW16, CAB

+

07,

JGB12, KM08, LSHL04, PCS18, PJB

+

15, PYG

+

19, PZMM15, RS12, RMK

+

18,

SV A

+

19, SMKS96, SAL09, SHG00, SHG02, TLP

+

14, YMZ

+

12, dJ02].

Sim ulations [HCX09, ISK99, KF C

+

11, MK06, RAKL10, TMC

+

18, YS19].

Sim ulator [SLS23, WLF

+

23]. Sim ultaneous

[BG97, BLC10b, CDH

+

16, COL

+

18, HMY

+

19, QP09, R

V15, SB05, TBP

+

13,

W O W

+

14, ZZ14b, ZUGVWS10]. Sim ultaneously [ZCH

+

13]. Single

[A CBM18, AH20, A WM

+

17, BNA

+

12, BMS10, Bo e18, BMR

+

19, CTC21b,

CWRF15, CL21a, CvS24, DSS

+

22b, DSS

+

22a, DSC

+

22, DMW

+

17,

EZFP

+

19, FSD

+

14, FL T

+

21, GV

A22, GW A

+

21, GSCG19, GMV

C20,

HXL

+

17, JLSL24, LSBS18, L WN

+

18, LLG

+

20, LDBj22, LQ23, LFT

+

98,

MMA

+

21, MMKH15, MH22, MSM20, MLS

+

23, MM19, MM21, NFJ13,

NBA

+

13, QFLL22, RS12, RSR

+

09, RBH

+

19, SCB14, SCD

+

22, SH17,

SZSA22, SDG

+

07, SSLL22, TMG

+

20, W CL

+

18b, cWxLlS

+

23, WLF13,

WVT23, XSH

+

22, YWN11, ZMppVN22, ZLL

+

22, ZL22]. Single-Cell

[BNA

+

12, CvS24, DSS

+

22b, DSS

+

22a, DSC

+

22, FL T

+

21, GV

A22, GW A

+

21,

JLSL24, LSBS18, LLG

+

20, LDBj22, LQ23, MMA

+

21, MH22, MSM20,

MLS

+

23, MM21, NBA

+

13, QFLL22, RBH

+

19, SCD

+

22, SH17, SZSA22,

SSLL22, TMG

+

20, cWxLlS

+

23, WVT23, XSH

+

22, ZMppVN22, ZLL

+

22,

ZL22]. Single-Crosso v er [SDG

+

07]. Single-Cut [BMS10].

Single-Molecule [A WM

+

17]. Single-Nucleotide [A

CBM18, EZFP

+

19,

FSD

+

14, HXL

+

17, L WN

+

18, SCB14, W CL

+

18b, WLF13]. Single-P oin t

[CWRF15, NFJ13]. Single-Stranded [GMV

C20]. Single-T rait [BMR

+

19].

Singleton [AMTY11, MA13]. Singular [CFS

+

08, MEF24]. Sin usoidal

[CL21b]. siRNA [HH14, MSN

+

20]. siRNA-Based [MSN

+

20]. Sister

[L YF

+

19]. Site [BG08, CLM

+

16, HV07, L

TS20, MS00, Nai18, REKH97,

XLZ

+

24, YFBK07, YJC18, ZGBK10, PWKAF16]. Site-Directed

[CLM

+

16, YFBK07, ZGBK10]. Sites

[CZNF19, CGI

+

07, CGD09, GJZ06, JWL24, LD

W98, LG22, LCY

+

05, LJ05a,

Mar94, MFJ

+

19, MRM

+

02, P en20b, PZMM15, PKK97, SMKS96, SSH94,

VS98, W

OG03, XJL

+

22, Y an09, YLD

+

18]. Situ [FL T

+

21]. Six

[Kea97, ZLL

+

20]. Six-P oin t [Kea97]. Size

[CO V

+

15, FFM24, HA

TI11, HTZ

+

13, MTR

+

03, W

C04, Z¨ or15]. Sizes

[BJF

+

20, ZW07]. Sizing [L VS

+

07]. Sk eletal [LL19a, LL19b]. Sk etc h

[SBK22]. Sk etc hes [ZMK23]. Sk etc hing [HMK24]. Sk ew ed [FLS94].

Skipping [ZS11]. Sleep [RXH

+

20]. Sliding [LS08a]. SlimGene [KSK

+

11].

SLIQ [R

CSS12]. Slo w [MZC

+

18, WMK17]. Slo wly [KASM08]. SMAD4

[NLC17]. Small [AR

C13, BFT04, DCL18, FFB20, KNmS

+

22, KDB

+

02,

KA C17, LJK16, SPC19, W

G98, ZKM21, SZY

+

20]. Small-W orld [SPC19].

Smallest [L

TSA15]. Smith [GFE

+

16, PB18, Zha97]. Smith-W aterman

[GFE

+

16]. Smo oth [CEK

+

17]. Smo othing [DSN14, NHO

V10]. snoRNA

[SSW20]. snoRNA-mRNA [SSW20]. SNP

[CTC21a, CFS

+

08, HG11, LKW04, OH03, PMCB08, SGYBD05, SDG

+

07,

SF C11, TTTL17, W ar95, YLC

+

17]. SNP-En vironmen t [YLC

+

17].

SNP-Hardness [W ar95]. SNPs [Li08, LL

T06, WWZ

+

16]. So cial [CK10].

So cio economic [CD21]. Soft w are [BSKgG23, B

¨

OB

+

23, FPD13, GBR17,

GI95, HHZ

+

18, KLO18, KB

ˇ

C19, MSNl23, MKKK

+

17, TH17b, ZRNA20].

Solely [KF C

+

11]. Solution [BCG

+

18, BS10, HAM

+

22, SSS20, T ak96].

Solutions [CZW

+

19, CKS06, DFS94, DFS96, Ell20, Gus10, TRIN07, Xu10].

Solv able [SL

Y06]. Solv e [MTH11]. Solv en t [DBM09, W

APM05]. Solv er

[XLZ

+

18a]. Solving [A

OH16, BSWY98]. Somatic

[LHW

+

22, SSKH

+

13, SLS23]. Some

[DHM

+

05, HP96, LL

W03, SG12, YSC15]. Sorting

[BO07, BMS06, BS10, BJF

+

20, CKdAHdF15, FHKR11, HV03, HL10,

LLCT05, LBJM11, OBDD19a, OBDD19b, OFS07, OFS08, OFS09, Sie03,

SKW23, SLRM09, SRLM10, T ra98, WR23, XLZ

+

18a, ZS17]. Source

[CR T04, IFT14, MPG

+

16, ZRNA20]. Sources

[CHK

+

02, DOB95, L YH

+

19, PX13, WHDN13]. Southern [Cal22]. So yb ean

[LS23]. SP [Jus01]. SP-Score [Jus01]. SP

A [SYYH02]. Space

[AB00, BS10, CHM94, DCH09, ETLK19, FT07, Geo09, GKS95, HSL07,

HL13, Lat99, LMW05, Lip05, MMA

+

21, MVP06, NBGA13, O’H15, OK08,

RMK

+

18, ST10, SF

C11, WXS14, WW18, ZPD

+

10, ZCK17].

Space-Dep enden t [RMK

+

18]. Space-Efficien t [LMW05, Lip05]. Spaced

[Kon07, Li09, NM14, PNPC20, XBLM06, ZF07]. Spacers [My e96]. Spaces

[BW GM17, LGD

+

10, OJFD18]. SP

Ades [BNA

+

12]. Spanners [TS96].

Spanning [OKKS21]. Spark [SLL

+

17, HFUH19, LCG18]. Sparse

[AHK08, AK08, BKWK

+

00, BFT04, BGJ

+

04, ENS03, HLH04, HH14,

JJGD16, K

GLBK15, KMJ

+

20, KLZU06, LLD

+

16, PNMI15, WXS14,

cWxLlS

+

23, bYjHgZ

+

24, vUMW08]. Sparsely [SIC

+

09]. Sparsit y

[CC09, TNSS13]. Spatial [BET00, CXW16, CSH

+

20, D AL

+

08, MMKH15,

NSZ99, SS05a, SCD

+

22, YHEP15, ZPD

+

23]. Spatial-T emp oral [D AL

+

08].

Spatially [HSD05, MFJ

+

19]. Spatio [BH15]. Spatio-Genetic [BH15].

Spatiotemp oral [SB17]. SP att [Nue04]. Sp ecial [AHIV23, Ano09b,

Ano21a, BMM

+

23, CSZ18, CSZ20, CSPZ21a, CSPZ21b, CSZ23b, CSZ23a,

CKS12, CKS13, CKS14, CKS15, Cha95, CMSZ12, Co w20, Dei19a, EN22,

Gus05, HASL18, HTH

+

17, Ist99, Ist20, IPSV22, JLmR

+

23, JMR

+

21, Kha14,

Kum22, Len02, MMN

+

21, MV04, Miy06, My e03, NV09, P e’22a, P e’22b,

P en22a, P en22b, Sc h21a, Sc h21b, Sha00, T an23, VR

GC18, WIP97].

Sp eciation [CDEM08, D

AR23, OSC11]. Sp ecies

[ADR13, BW12, Ba y23, BF09, DR15, DR17, DBT11, DCH09, EMV98, HJR12,

HR22, JR12, JC22, JBM15, LMWR21, LLCT05, L

W22, LRNBJ10, MSR22,

NWLS05, RDH04, TR

W23, TR11, VSGD08, WL

YC12, YSC15, ZF07].

Sp ecific [BF02, BYL

+

20, CN17, DBBM09, DCL18, GWM

+

21a, HZK22,

HBW

+

05, KJmZ

+

22, Lai12, LQ23, POP23, PSIM18, PYIM19, PKZ11,

RJS02, SCH09, SZMZ19, SSZG24, ShHGC20, TRS17, W CM

+

08, WWLC20,

ZF07, L

W12, RM18]. Sp ecificit y

[GC15, HD16, JC22, K

GLBK15, LSAD05, ZDZ

+

20]. Sp ectra

[ABF

+

04, BG06, DB09, HPY03, LRL

+

07, WTE07]. Sp ectral

[Bar04, BG06, GBB15, MK11, QP09, WTE07, ZZHL11]. Sp ectrometry

[BBN11, B¨ oc04, CJC01, CKT

+

01, C LM

+

18, D A C

+

99, DBL

+

12, FNC08,

KVM14, LFD03, LL05b, LC03b, MDTD06, PDT00, SHRB11]. Sp ectrum

[DB09, DCP

+

08, RM21, WY21, YMxW21]. Sp ectrum-Based [DCP

+

08].

Sp ectrum-Preserving [RM21]. Sp eeding [GFE

+

16, SSC23]. Sp eeding-up

[GFE

+

16]. SPEM [YDN12]. Spherical [CGD09]. Spik e [ABTP23, P en20b].

Spiking [KKS22, WLF

+

23]. Spines [URB

+

19, UTD

+

20]. Splice

[LS98, Nai18, REKH97]. Splice-Site [Nai18]. Spliced [BMP

+

09, SP97].

Splicing [BH14, BBV

+

14, DMHM97, LDLZ12, Sam09, YB04, ZK

C12].

Spline [BPL02]. Split [NK07, SK18, YYZ23]. Split-Step [YYZ23].

Splitting [GDHC95, W

CL18a]. Sp on taneous [CCL

+

19]. Sp ots [DGW

+

13].

Sp otted [KFDT02]. Spurious [BHKM22, DS12, DLFS22]. Squamous

[L TL20, TYS

+

20, WSCL18, WWLC20, WW C

+

20, YDG

+

20]. Square

[KF C

+

11, KRD14, TSTS12]. Squared [W

CL18a]. Squares

[JK G

+

04, KKA

+

15, PD20b]. Src [FDDK07]. Stabilit y

[MHS06, OJFD18, PYIM19, Prz07, R

C06, RMW

C16, ZFBK09]. Stable

[BKKSD01, DBW17, GLM20, KMR

G09b]. Stac k ed [WYC

+

18]. Stac king

[IKL

+

03, LJL

+

20]. Stac ks [CGSW14, GSW16, GJL

+

22]. Stage

[CD08, LST

+

17, Li08, NCMS

+

21, WSS

+

15]. Stand [T aAF

+

22]. Standard

[ARR

W99]. Star [SLL

+

17, ADR13, TR

W23]. Start [XLZ

+

24]. Starting

[PV17]. Starting-P oin t [PV17]. State [ALR18, BR06, CNCK11, GLM20,

Gus10, MBRS11a, OC00, PGAE04, PSB17, RLA

+

06, ZHY

+

20, ZCK17].

State-Space [ZCK17]. States [DBW17]. Stationary

[NHO

V10, NV

CW15, YY19]. Statistic [LZX12, Sc h97b, SEV09]. Statistical

[AM20, A

O08, AS19, BDM

+

07, CWL13, CWH

+

22, CKL

+

17, DMHM97,

FH18, GMC08, Han09, HSD05, HKZ

+

04, Hua10, JDSB04, JD05, KMMF20,

KLS15, Kon09a, Kon09b, LMWR21, LBD

VF10, LMSH03, MMHC98,

MLS

+

12, NKR

+

01, P ar07c, PM14, PC05, RSW00, SGSN12, SPD95, SLO07,

SLRM09, TPH

+

09, TRIN07, XvdL05, YS23, YHB

+

03, YS99, YH01].

Statistically [AS10, ARS17, BLQZ04, JMEB18, KW

A11, TR

W23].

Statistics [AB16, APC21, BG98, BG02, BHKM22, Che04, HY16a, JZ10,

KKA

+

15, KV19, MBV

A07, MT99, Nic01, Nue04, O AR

+

24, Pia02, R

CSW09,

WRSW10, W

G08b, WES20]. Status [CK10]. Steady [ALR18, PSB17].

T ec hnological [VR

GC18]. T ec hnologies [BLC10b, DKF09]. T ec hnology

[L YPC13]. T eeth [BKPW95]. T ells [SPBB15]. T elomere [YYL19].

T emnothorax [ZZL22, ZLP22]. T emp erature [MSS10, RKTS14].

T emplate [DQS

+

11, GHM

+

10, ZPD

+

10]. T emplate-Based [DQS

+

11].

T emplate-F ree [ZPD

+

10]. T emp oral

[BCPS04, CC03, D AL

+

08, KBJ07, RSEK24, SKS

+

09, WYY

+

18].

T emp orally [CGT12]. T en [JMPR23]. T ensor [QsYSxL23]. T erm

[MR G

+

24]. T erms [D AE

+

19, LA

CB10]. T essellation [STV96]. T est

[CTC21a, GE04, GNME01, HQ06, JZ10, KBCBS11, LH03, MK16, SDC

+

10,

SHE11, VY18, WMC04, ZPX

+

10]. T esting [Aug12, BMN

+

07, CTC21b,

CFS13, CD11, F

CGD19, FDD21, FDDK07, GPCP11, HTZ

+

12, ITSH00,

KVDC06, LCG

+

23, McP12, MSZW11, MLS

+

23, SSY

+

22, ZHZ

+

16]. T ests

[BG23, DS03, LSY

+

05, MBC

+

18]. T etR [Ami12]. T etraploids [WMC04].

T ext [YQD

W23]. T exts [HVD17]. T exture [HTM

+

22]. thaliana

[AJV

+

16, ZDZ

+

20]. Their

[Ano21b, BSK05, BKPW95, BET00, CKB17, D AE

+

19, JFLL20, Kha14,

Kon07, Lie05, MDB11, MZM18, OKKS21, PTWB09, SK

GG17, SH17,

SCSA

+

16, SL

YC09, WZG

+

20a, WHC09, ZZUPY06]. Theorem [T

A97].

Theoretic [GT A

+

04, OJOD

+

04, QGP10, SSB07, ZZL23a]. Theoretical

[BH11, DS19, PDSD06, WRSW10, Y u24]. Theories [YjDG

+

23].

Theories-Based [YjDG

+

23]. Theory

[BSKgG23, Bri19, CMK23, CJD06, DSV12, Erd05, Erw19, GKgUS21,

GBBS07, Gus10, LCW16, LS05, MMPS18, NP09, NWLS05, OBS11, OFS07,

PU00, RBOS15, SSR21, SG15, SLO07, T

A97, UGS19, W en06, WI05, F om16a].

Theory-Based [UGS19]. Therap eutic [PCGBK13, fZbMqW

+

20]. Therap y

[EBS

+

22]. there [T an11]. Thermo dynamic [BDM

+

07, DMP

+

06].

Thermostabilit y [X

GD24]. Thiamine [YSC15]. Thinking [SW11].

Thoracic [A

G23]. Though [BF98]. Thousands [Csu02]. Threading

[BRS99, GK

G12, Lat99, MLS

+

12, SLB

+

97, XX

CE00, ZR

GHJ08].

Threading1 [XXU98]. Three [BGTSB98, CYF

+

20, CGZ04, EPSV98, HI96,

HD10, LZC

+

23, LCL

+

17, PB18, RBH

+

19, RL94, SDMN19, Shi10b, SBNS21,

TSTS12, WPL

+

19, WXY

+

24, Xu09, YHC19, ZLU

+

22]. Three-Dimensional

[BGTSB98, CGZ04, EPSV98, HD10, LZC

+

23, LCL

+

17, RBH

+

19, RL94,

SDMN19, Shi10b, SBNS21, TSTS12, YHC19, ZLU

+

22]. Three-Eigh ths

[HI96]. Threshold [AF

CK09, CFS13, CD11, HTZ

+

12, HlAM20]. Thriving

[RKTS14]. Throughput [BBN11, BLC10b, CLM

+

16, CA C

+

23, CBG

+

14,

DDC

+

20, F CR

+

13, F CV

+

07, GSN11, GNI12, KS11, LDB

+

07, OBD

V16,

SSLMW10, SBR

G20, TPH

+

09, ZHQS05, ZZUPY06]. Th urGo o d [SMM

+

04].

Th yroid [CWS

+

21, JZZ

+

19]. Tianhe [W CZ

+

18]. Tianhe-2 [W CZ

+

18].

TIGR [Ano00]. Tile [AS23]. Tiled [PB18]. Tiling

[BBD

+

04, FMH06, Pic08]. Tilt [WZG

+

20b, ZLU

+

22]. Time

[AB00, BMY01, BJGG

+

03, BV10, BS98, CFS

+

08, CH15, CDH

+

06, CLS11,

CJS12, DM17, DLML10, DF

G06, DEH10, FSZ02, FHKR11, F

A12, GK18,

GMC08, GK06, Gui98, GKS95, HI97a, HMY

+

14, HG18, HJ14, KLM11,

KK18, KT01, KM08, L YL

+

04, LMWR21, LLL

+

20, LCL

+

17, MFJ

+

19, Mor19,

RLH13, RL V CVR17, SLL

+

23, Shi10a, Shi10b, SVP19, SDC

+

10, SRLM10,

SL Y06, TR

W23, URB

+

19, WMD06, WW18, WW19, ZZS17, ZZL22, ZF05].

Time-Course [GK18, HMY

+

14, KK18]. Time-Dep enden t

[SVP19, URB

+

19]. Time-F requency [LCL

+

17]. Time-Resolv ed [MFJ

+

19].

Time-Series [BJGG

+

03, FSZ02, LLL

+

20]. Times [BNN12, FB12]. Timing

[CK09]. Tissue [BDBF

+

00, CSH

+

20, GSS

+

20, JC22, POP23, SSH

+

20].

Tissue- [POP23]. Tissues [CLLL20, SCD

+

22]. TNF [JK G

+

04].

TNF-Induced [JK G

+

04]. T oggle [AK07]. T olerance

[HTZ

+

12, QbMyD

+

19, YY18]. T oleran t

[GHM

+

10, HL03, PDT00, SP97, W CC

+

06, ZHZ

+

16]. T omato [CJ22].

T omograms [ZLU

+

22]. T omograph y [A

G23, WZG

+

20b]. T o o [KKM

+

20].

T o ol [AMO

W10, AP09, BK10, BVP

+

16, CLM

+

16, CTC21b, CW13, CF14,

DC16a, D

WS05, DSG

+

08, FD

W20, FJA

OB18, GWM

+

21b, HD10, KBKF17,

KLO18, LDBj22, MM21, NXL

+

15, NBB18, PPL

+

23, R

UGR18, SBR

G20,

WWZ

+

16, WZH

+

18, WT17, YR G

+

19, ZMGN23]. T o olb o x

[AHK

+

02, AAoS

+

23, WZCY21]. T o olkit [HWP20]. T o ols

[AFR

+

08, D AE

+

19, GSH17, KLC

+

11, PSG

+

20]. T op [C LM

+

18, PR C

+

13].

T op-Do wn [C LM

+

18, PR C

+

13]. T op ographic [MSMP19]. T op ological

[BF09, CMvH15, EBK11, LL

W03, L

WLL19, Mat10, P ar07a, QR13, TW05,

W AM20, XZW15a]. T op ologically [DBW17]. T op ology

[AR06, AHPR12, BRZH15, BHK

+

10, CHP94, GST10, IJCL12, RND

+

23].

T op ology-Based [IJCL12]. T op ology-F ree [BHK

+

10]. T oric

[SS05b, SS05c]. T orsional [W

CC98]. T o xicogenomics [GSH17]. TPX2

[BR C20]. T races [MN08]. T racing [NS18, SP11]. T rac king

[NFHM21, SS23]. T ractabilit y [WZ10]. T ractable [L

TsL24]. T rade

[W AX22]. T rade-offs [W

AX22]. T raining [B

¨

OB

+

23, MJR

+

24, YJEP08].

T rait [BMR

+

19, CFE

+

13, LHC02, NMH13, WXS14]. T raits

[FL17, KLS15, LQPE

+

10, yW

CF06]. T rans [DC16a]. T ransactiv ation

[CDC

+

11]. T ranscript

[ADRS24, DKK20, DMR

+

03, HHJ

+

13, OO24, YYJ19, ZMK22].

T ranscription [ALR18, BZMM16, Che06, GGU13, GJZ06, HL16b, KS12,

KDL

+

94, LDLZ12, LZBK15, MYS

+

20, Pic08, RRKT07, RSR

+

09, SNQ

+

14,

SKS

+

09, TS04, XLZ

+

24, YJ06, YYY

+

09, YJC18]. T ranscriptional

[FS08, GK06, JFLL20, KV08, LZS09, LL19b, OFE14, SKP

+

12, XvdL05].

T ranscriptome

[JFLL20, KB

ˇ

C19, LFJ11, MNIK

+

09, SM20, WLXW22, ZPD

+

23].

T ranscriptomic [FRD

+

17, KMUK22, MLOT17, SCD

+

22, SK18, WVT23].

T ranscripts [DD A

+

11, DC16a, FMH06]. T ransducers [ENS03].

T ransduction [ADD

+

07, BS09, BMR09, CXW16, EAM

+

17]. TRANSF A C

[KDL

+

94]. T ransfer [AF

CK09, BBGS11, BAK13, BG17, C LM

+

18, LCG

+

22,

RS13, ST10, TGTG19, WZG

+

20a, XSH

+

22]. T ransform [BVP

+

19, CGD09,

HG18, LMW05, LCL

+

17, NHO

V10, RJS02, YS23, YYW14, ZWJ18].

T ransformation [PL06, ZZS17]. T ransformations

[AMR20, BP06, K

C18, PLSM

+

06, YF09]. T ransformed [JZ10].

T ransformer [NLH

+

23]. T ransforming [GB08, Prz98]. T ransforms

[KL98, Lip05]. T ransition [CL17, FLS94, HR12b, VST03, WS04, YZ08].

T ransitions [DPS

+

20]. T ranslation

[CZNF19, DT12, LJ05a, RM00, W

OG03, WMK17, ZMppVN22]. T ranslator

[XSH

+

22]. T ranslo cations [BMS06, HL10, OFS07, OFS08].

T ransmem brane [Tho21, TS96]. T ransmission [KV23, SK17]. T ransp ort

[DSS

+

22a, TS96]. T ransp osable [ZPC

+

18]. T ransp osition

[A ODD22, A OJ

+

23, MWD02, WW18]. T ransp ositions

[A ODD21, BO07, FHKR11, HL10, OBDD19a, OBDD19b, SKW23].

T ransp ositions* [CKdAHdF15]. T ransp osons [CS00]. T ransv ersal

[DHWZ06]. T ra v ersal [BSSZ

+

20a, BSSz

+

20b, SOD

+

11]. T reatmen t

[DCL18, SCB14, SSS

+

21, V

CY14]. T ree [A

O15, A

OH16, AR06, ADR13,

ARS17, AH20, ARSW22, AL07, BHR

V00, BCG

+

18, CHP94, CC06, CF14,

DJK

+

99, DJK

+

00, DHV06, GMC

+

14, GYZ19, GKM

+

10, GMSZ12, HD16,

HR22, HP97, HL13, HNW99, JK96, L

W22, MSS

+

22, ML04, MS00, MSR22,

NWN

+

10, QEk24, Sal95, SDFH98, SV97, SY22, SCSA

+

16, SLL

+

17, SZUP06,

TR11, VV97, W

AM20, W ar95, WZ24, ZL09, ZZ10, Zha16, CJS12].

T ree-Based [Zha16]. T reelik e [RS13]. T rees

[AFBS95, AA18, AR

C13, AS19, BW12, Ba y23, BSB

+

05, BG17, Bry96,

BBWE09, CDF

C00, CMvH15, Csu02, DR15, DR17, DCH09, EMV98, HSG22,

HZNF06a, HZNF06b, HJR12, HMU06, HLMS08, JRS19, JR12, JS03, KVZ24,

KPW11, KVK08, LAP03, LPW05, LMWR21, LR

V21, LMSH03, ML00, ME12,

Mat10, MBRS11b, MTF

+

12, OKKS21, PJB

+

15, PMF

+

03, Prz07, SHRB11,

SLA12, SK18, SSH94, SW11, SHCM18, TR

W23, VSGD08, W

G98, WTM11,

WF12, W u13, WZ24, YWN11]. T refoils [MKBC05]. T rend [KPW11, RS13].

T rends [W o o99]. T ri [WHDN13]. T ri-F actorization [WHDN13].

T riangular [ABD

+

97]. T riggered [C LM

+

18]. T rimer [NLC17]. T rios

[KWBN19]. T riple [JSZ

+

20, LSY

+

05, SPSZ23, WY12]. T riple-Negativ e

[SPSZ23]. T riples [MN15]. T riplet [HR22, JR17, JRS19]. T riplet-Based

[HR22]. T riplets [JLRS18, LZ10]. T riplex [Sel13]. tRNA

[MSN

+

20, SSZC95]. tRNA-Ligases [MSN

+

20]. trpzip2 [HCX09]. T rue

[DQS

+

11, SR

V98]. T runcated [GSCG19, R

YZ23, YYZ23]. Tsukuba

[Hor01]. T ub erculosis [ZL W

+

20, MSN

+

20, YM06]. T umor

[A CL

+

21, AMS

+

22, CO V

+

15, COL

+

18, DMW

+

17, HMY

+

19, LLG

+

20,

LLS11b, MMA

+

21, RNH18, RH19, R

V15, SSKH

+

13, SWS

+

20, ZEKKR18].

T uning [L

YS20]. T uple [HJD17, BS98]. tuples [WY11]. T urner [W

C07].

T urno v er [SDFR16]. Tw en t y [AAN

+

20]. Tw en t y-One [AAN

+

20]. Twist

[IPH18]. Tw o [A GH

+

18, AFR

+

08, CD08, DLM10, FH18, GP13, GNME01,

GGM12, JG11, LST

+

17, LBN94, LDLZ12, LL19a, MSS10, MBC

+

18, PB18,

PTWB09, PD16, PSG

+

20, PL06, RDH04, SLA12, SWS

+

20, SDC

+

10, TP11,

VF OK18, WSS

+

15, WW19, XJL

+

22, YHC05, YDN02, ZLU

+

22, ZPX

+

10].

Tw o-Color [PTWB09, TP11, YHC05]. Tw o-Dimensional

[GP13, PL06, ZLU

+

22]. Tw o-Exp onen tial [A GH

+

18]. Tw o-La y ered

[LDLZ12]. Tw o-Lev el [LBN94, VF

OK18]. Tw o-Lo cus [JG11, ZPX

+

10].

Tw o-Sample [SDC

+

10]. Tw o-Sex [GGM12]. Tw o-Sp ecies [RDH04].

Tw o-Stage [CD08, LST

+

17, WSS

+

15]. Tw o-Step [XJL

+

22]. Tw o-W a y

[MBC

+

18]. T yp e

[CYZ

+

20, DSC

+

22, LQ23, MH22, RMW

C16, SGP11, SVP19]. T yp es

[BB15, F

CS12, LL19a, MWL22, PW

CN02]. t yphi [SV A

+

19]. t yphim urium

[MTYH09]. T yping [TEMM12]. T yrosine [CYZ

+

20, GA

WI19].

U [A

G23, CN17]. U-Net [A

G23]. uF2 [KKe23]. Ultra

[MNG

+

15, OBS11, RL V CVR17]. Ultra-Large [MNG

+

15, RL V CVR17].

Ultra-P erfection [OBS11]. Ultrabubbles [PER

+

18]. Ultrafast [CW13].

Unaligned [BTZ06, HPDL

W09, MC08, YZWZ13]. Unam biguous [McC09].

Unassigned [BKWK

+

00, ZRZD11]. Un balance [FBV15].

Un balance-Aw are [FBV15]. Un balanced [A OJ

+

23, AH20]. Un biased

[FPR

V18, LKBT16, WP11]. Uncertain [BGJ

+

04, ODNW21]. Uncertain t y

[CRB18, WHY

+

13, W GS

+

23]. Unco v ering [PNIM17, PYIM22]. Unco v ers

[POP23]. Under-represen ted [Sc h97b]. Underexpression [GPRR12].

Undergoing [BHKM22]. Undergraduate [Cal22]. Underlying [SM09].

Undermines [ZTD

+

22]. Underrepresen tation [LMS96]. Understand

[SPSZ23]. Understanding [Bri19, TPK03]. Unequal [AEB

+

04].

Unexplained [CCL

+

19]. Unfolding [GME01, NES22]. UNIF

AN [LDBj22].

Uniform [LAF

+

14, LQ23, P ar98, SY22]. Unifying [WES20]. UNIPred

[FBV15]. Unique

[AKWZ95, CJK

+

97, DFS94, DFS96, JM97, STR

T96, WW C

+

20]. Unit

[CFE

+

13]. United [HCX09]. United-Residue [HCX09]. Units [CDH

+

16].

Univ ersal [BDKSY00, BDHK

+

04, JL

Y08, KMUK22, PQBB08, ZKM21].

Univ ersit y [Cal22]. Unkno wn [LHL16, SMS13, SS07]. Unkno wns [SMS13].

Unlab eled [ABR16]. Unordered [HMU06, MTF

+

12]. Unpruned [HJD17].

Unra v eling [DGFMSS16]. UNRES [HCX09]. Unro oted [Prz98].

Unstructured [OB16]. Unsup ervised

[A VS20, FKZ09, LDBj22, PD20a, PMAP13, PX13]. Un t yp ed [LL11].

Un usual [ABLX00, ABL03]. Un v eiling [P ar24]. Un w an ted [LG22].

Up-Do wn [CC11]. Up dating [Ham12, MK06]. Up on [YK19]. Upp er

[AP10, CFH13, GP13, KLM11, L

TI10, W

G08a, ZZL22]. UPSEC [MC08].

Upstream [TML

+

02]. URMS [YK05]. URMS-RMS [YK05]. Urokinase

[CR T

+

17]. Usage [FPS22, SL

YC09, TVNP15, XLZ

+

24]. Use

[Che04, FK06, LR00, RLK

+

09, SG94, TM22, XLZ13]. Useful [MBS

+

01].

User [JHA16, KV17, O AR

+

24, R

UGR18]. User-Defined [JHA16]. Uses

[Ale08]. Using

[AMW07, A

CKK19, A

OH16, A O AAH17, A OJ

+

23, AKWZ95, AS22, APF

+

20,

AMS

+

22, AS02, ADS03, AZ11, APC21, ASZ

+

16, A

T08, A

G23, AAN

+

20,

Aug12, AS19, BHL

+

18, BYGI12, BMH21, BBC16, BMR09, BG11, BCG

+

18,

BBEM09, BRR06, BRS99, BLP

+

22, BMN

+

07, BFL05, BBH

+

07, BK08,

B¨ oc04, BG17, BP16, BFP13, BT02, CL17, CBH

+

12, CBS

+

20, CCT09, CD18,

CAB

+

07, CKZ

+

19, CCPT17, CYY09, CZY19, CGZ04, CGD09, CHK

+

02,

CO V

+

15, DB09, DZM

+

03, DGW

+

13, DPSW20, DM20, DDK21, D AL

+

08,

DPR97, DMW

+

17, DMR

+

03, DLFS22, D WK

+

20, EFM12, ET07, EAM

+

17,

ENS02, ENS03, EHC

+

13, FZF

+

20, FRD

+

17, F CR

+

13, FS99, F re11, FLNP00,

FDDK07, GMF

+

08, GGU13, GY A

+

23, GLM20, GB06, GCD20, GZW

+

21,

GWM

+

21a, HG11, HMY

+

14, HMN21, HHE13, HWH

+

13, HH14, HYJ

+

19,

HL10, HG18, HHC06, HFUH19, JCZ08, JM97, JMPR23, JG11]. Using

[JBBW10, KXL08, KKS

+

15, KW14, KIYM13, KV23, KK11, KMP08,

KW A11, KK22, KLKH11, KST96, KS06, KSK

+

11, K

CH04, KL98, KPP

+

22,

L WN

+

18, LS98, LD

W98, LRSG07, L

TCH11, LBN94, LSG04, LLS11b,

LL W

+

20, L YH

+

19, LQ23, LBJM11, LCW

G06, L

WZ21, MSS

+

22, ML00,

ML22, ME12, MPZL23, MS00, MR G

+

24, MD00, MR Y

+

23, MEF24, MSN

+

20,

MDB11, MTF

+

12, NWN

+

10, NS18, Nou21, NBB18, O

YB18, PK11, PP23,

PD20a, P ar06, P ar07a, P ar10, PCS18, PTWB09, PFK17, PWKAF16, PE20,

PO04, QP09, RMS02, RNH18, RM21, RBOS15, RPW13, RRFS98, RK96,

RHS

+

21, R OB

+

22, SM20, SPSZ23, Sal95, SLL08, SPD18, SVD14, SSS20,

SS07, SFR

+

18, SSC23, SB21, SOD

+

11, SH17, SSTM19, SAM06, SMC

+

15,

SK18, SZSW09, SBA

W97, TBL18, TKT

+

05, TZZY20, TBB00, V

A17,

W CM

+

08, WHY

+

13, WMC14, WSS

+

15, WYC

+

18, W CL

+

18b]. Using

[WTY19, W GC

+

21, WMC04, WH06, WTE07, W

A10, WY11, WYL

W21,

XAB

+

15, XYX

+

22, XvdL05, YS23, YGP05, Y an09, YJ04, YM06, ZB15,

ZRZD11, ZL01, ZHS05, ZMK23, ZCZ

+

23, ZWZ16, Zho17, ZM16]. Utilit y

[MA19]. Utilization [P AS

+

13]. Utilizing [Ore20].

V accinated [WZ23]. V accination [LBSB17, ZZN10]. V accine

[LZHC15, SV A

+

19, UBGFD

+

19]. V alidate [AJYJ18]. V alidated [MPZ

+

20].

V alidation

[BZ08, KA

C17, PMG

+

16, RRKT07, SWK

+

07, SSW20, WHW

+

06].

V alidatory [MDTD06]. V alue

[BFT04, JZZ

+

19, Kei05, LSG04, MEF24, SM20, TSTS12, WZL19].

V alue-Based [SM20]. V alued [FL17, LL

W18, SSY

+

22]. V alues

[CAB

+

07, FBJ04, Met06, SBC

+

05, SS01, UGS19, VY18, W

G08b, YS10, YY18].

V ariabilit y [J

¨

ONK17, NKR

+

01]. V ariable

[ARSW22, CL17, MLC10, RS12, RLK

+

09, RBEB13, SSH94].

V ariable-Length [CL17, RBEB13]. V ariables [BYGI12, HL16a, MGW

+

07].

V ariance [BS98, KMC00, SR

V98]. V arian t

[CBG

+

14, FD

W20, GZW

+

21, HMN21, LS17, LHW

+

22, TYSX19, WLA

+

18].

V arian t-Kudu [FD

W20]. V arian ts [A WM

+

17, BBV

+

14, HXL

+

17, JHN

+

23,

KLS15, LPFT14, LS23, MMK

+

21, MR Y

+

23, MRS

+

18, SS23, WHJE19].

V ariation [CCT15, CD18, CKZ

+

19, CKB

+

06, CHK

+

02, FD

W20, GG04,

KWBN19, Lai12, NWN

+

10, RMC

+

05, SF

A17, TZB

+

23, WHY

+

13, WSS03].

V ariational [W

G08a, YYM

+

23, YT22]. V ariations

[A CBM18, LLKX16, WHC09]. V aries [LM03]. V arying [HL16b, ZK

C12].

V asculitis [W QZ

+

19]. V a vien [EBK11]. V ector

[BRR06, DHY02, JLSL24, KKA

+

15, L YL

+

04, LN03, NM14, SPSZ23, V

A17,

WTY19, Y an09, YM06, YJEP08, Zho17]. V ectors [FBJ04, Jus06]. V egas

[SP97]. VEGF

A} [MXW

+

20]. V erified [GE17, HLL13]. V ersatile

[PCC

+

11, WZCY21]. VERSE [ZK

C12]. V ersions [GF16]. V ersus

[CR T

+

17, GMY10, TS96]. V ertex [BHL

+

18]. V ertices [BHL

+

18]. V ery

[HLH04, KYSE10]. Via [BHR

V00, MMK

+

21, SlGW

+

23, SJ18, ADP

+

08,

ABR16, AMS97, BGHY04, CTC21a, CJC01, CKT

+

01, CLR

+

05, CC06,

zCUL

W20, CT07, D A C

+

99, DKK20, DPS

+

20, D

WMT22, DBL

+

12, FPSD22,

GM07, Gru98, GLMW13, GKM

+

10, GMSZ12, Gus10, HHX16, HSL07,

HL16a, JHN

+

23, KK C

+

22, KJmZ

+

22, LPW05, LZL

+

23, L

WLJ10, LZY

+

23,

LC03b, MGVS14, MDMC21, NK07, NSK09, NTWF11, OFS07, PYIM22,

PKSB18, PLSM

+

06, QbMyD

+

19, QL

W20, RBEB13, SDDI

+

08, SAL09,

SGP11, TBP

+

13, WHDN13, WHD15, W en05, W GW

+

01, XJS07, ZKM21].

Viabilit y [SDFR16]. Viaducts [Boh24]. Vibrio [LLCT05]. Victor [T os05].

Victor/FRST [T os05]. Videos [PLSL18]. ViDis [JZL

+

20]. View

[QsYSxL23, VR

GC18, VY18]. Viewp oin t [HA12]. Vigna [JJY

+

20]. Viral

[A V18, BBH

+

21, CRB18, JHN

+

23, KV23, LRD19, P en20a, PMAP13, SF12,

TZP

+

13, ZSB

+

23, SCSA

+

16]. virDTL [ZSB

+

23]. VirE2 [GMV

C20]. Virion

[ZY23]. Virtual [ALB

+

19, MN08]. Virulence [MTYH09]. Virus

[A WM

+

17, CCH

+

19, LBSB17, SAM06, STP18, WWH17, ZYD21].

Virus-Asso ciated [CCH

+

19]. Viruses

[DBBM09, HY16a, SL

YC09, T

AJZ23]. VisBicluster [ASE20]. Visualization

[ASE20, HL13, MZM18, PSP21, TPH

+

09, XL18]. Visualizing

[DCW

+

17, GBR17, ODNW21, WZH

+

18, WZCY21]. Vital [CYF

+

20]. Vitro

[COL

+

18]. Viv o} [DCV

+

07, KKS

+

15]. V olumes [FW12]. V oting

[XWLJ08].

W aiting [BV10, BNN12]. W alk [MBLZ09]. W alks [HBR

W06, bYjHgZ

+

24].

W aterb orne [CD21]. W aterman

[Ano21a, GFE

+

16, IPSV22, PB18, PVR

+

22]. W a v e [WLF13]. W a v elet

[HBR

W06, HLG18, HG18, KMZ

+

10, NHO

V10, NVW14, NV

CW15, YS23].

W a v elet-Based [KMZ

+

10]. W a y [LLJS19, MBC

+

18]. W a ys [MAN16].

W eak [LL

W18]. W eaknesses [RND

+

23]. W ea vings [Erd05]. W eb

[DCW

+

17, HSG22, HWP20, JJH

+

21, K G

¨

O18, MM21, PBMC17, PSP21,

WWZ

+

16, WZH

+

18, WZCY21, ZMGN23, ZW23, ZF

AS08]. W eb-Based

[HSG22, HWP20, MM21, WWZ

+

16, ZW23]. W eb-Serv er [ZF

AS08].

W ebserv er [GH16]. W eigh t [GGU13, LL

W18, Zho10]. W eigh ted

[

˚

AMR07, BO07, BK08, CHS17, CIM

+

06, HLL13, JK96, LS23, LD W

+

14,

LSSD18, NX

GL20, Nou21, OBDD19b, PMP

+

15, SPW22, TPSB19, WWZY19].

W elc h [Jen09]. W ere [XWJZ20]. Whale [BKPW95]. WhatsHap

[PMP

+

15]. Wheeler [BVP

+

19, LMW05, Lip05]. Where [T aAF

+

22]. Whic h

[NMG

+

05, YF09]. While [GDHC95]. Whither [Ano94]. Whole

[BH11, BFP13, CC12, CF14, DCSE11, DBBM09, HMY

+

19, HZH

+

10,

LPW05, LRM11, Lip05, Vij22, ZS17, ZZS08]. Whole-Genome

[BFP13, HMY

+

19, LRM11]. Wide

[CTC21b, FZF

+

20, ISB12, IP09, JJY

+

20, JCBX22, L

YMD03, LZHC15,

LZBK15, LL

T06, L

WLJ10, LZX12, PPL

+

23, TPH

+

09, W CM

+

08, W

AX22,

W GS

+

23, WES20, ZPC

+

18, ZPX

+

10, KE13, LLKX16]. Wiener [YYZ23].

Wild [CJ22, RMW

C16]. Wild-T yp e [RMW

C16]. Wildcards [A

O15].

Windo w [LS08a]. Winno wing [BZW

+

00]. Wiring [MR08b]. Wirings

[HSH

+

09]. Wise [PR

T08]. WITCH [SPW22]. Within

[GT16, HVD17, HI96, T an11, TLK

+

06, WHC09, YYZ

+

10, ZZS08]. Without

[BHKM22, IM14, KV19, LG22, PMAP13, SNW04, TZZY20, WHL17, ZBM98,

A T05, HLMR11, HP96]. Wn t [AF20, HXL

+

20]. W obble [WMK17].

W obble-P airing [WMK17]. W ord

[AaHP

+

21, BLF14, CZC10, D AE

+

19, MCC01, RS01, Sc h00, SKM05].

w ord2v ec [R

YY22]. W ordPress [BP17]. W ords

[ABLX00, ABL03, GML20, LMS96, RS98, RSW00, Sc h97b]. W ork [IP19].

W orkb enc h [NCC

+

96]. W orkflo w [MPG

+

16, O AR

+

24, TYSX19].

W orkplace [LCG

+

23]. W orkshop

[Ano11b, HSHC15, JLmR

+

23, DNZ17, DND

+

19, HHC17, HASL18]. W orld

[SPC19, YS19]. W orst [CML

TZU14]. W rap [MKBC05]. W rap-and-P ac k

[MKBC05]. W rapp er [RLK

+

09]. W rong [HQ06].

X [KA

C17]. X-ra y [KA

C17]. X

GBo ost [WZL

+

21].

Y-DNA [V es12]. Y-Link ed [GGM12]. Y ears [Ano21a]. Y east

[BL02, CGOT10, FS08, FKZ09, KYSE10, LZS09, SIK

+

05, TRB

+

09, WMK17].

Yggdrasil [AL07]. Yielding [ALR18].

Z [Ano20]. Zebrafish [LJP20]. Zernik e [GRM09]. Zero [DLFS22, Jia11,

PLL16, WVT23]. Zero-Inflated [DLFS22, PLL16]. Zeta [MMK

+

21]. Zigzag

[CGSW14]. Zinc [TWY02]. Zipp er [ODPB18]. Zseq [AR17].

References

Alexeev:2018:CSP

[AA18] Nikita Alexeev and Max A. Aleksey ev. Com binatorial scor-

ing of ph ylogenetic trees and net w orks based on homoplasy-

free c haracters. Journal of Computational Biolo gy, 25(11):

1203–1219, No v em b er 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0082;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0082.

on geographical lo cation. Journal of Computational Biol-

o gy, 30(4):432–445, April 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0391;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0391 .

Ap ostolico:2010:SCP

[A C10] Alb erto Ap ostolico and F abio Cunial. The subsequence com-

p osition of p olyp eptides. Journal of Computational Biolo gy,

17(8):1011–1049, August 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0073;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0073 .

Anand:2017:EGI

[A C17] Ra jat Anand and Samrat Chatterjee. Extracting genes in v olv ed

in disease from a connected net w ork of p erturb ed biological

pro cesses. Journal of Computational Biolo gy, 24(5):460–469,

Ma y 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0090; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0090 .

Ahn:2018:PIA

[A CBM18] Jaeil Ahn, Brian Conkrigh t, Simina M. Bo ca, and Subha Mad-

ha v an. POPSTR: Inference of admixed p opulation structure

based on single-n ucleotide p olymorphisms and cop y n um b er

v ariations. Journal of Computational Biolo gy, 25(4):417–429,

April 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0127; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0127 .

Ahn:2019:RNB

[A CKK19] Jaegy o on Ahn, Junh y eok Choi, Harrim Kim, and Jibum

Kim. RN

+

: a no v el biclustering algorithm for analysis of

gene expression data using protein–protein in teraction net-

w ork. Journal of Computational Biolo gy, 26(5):432–441, Ma y

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0003; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0003.

Amaratunga:2015:RBS

[A CL15] Dhammik a Amaratunga, Ja vier Cabrera, and Y ung-Seop Lee.

Resampling-based similarit y measures for high-dimensional

data. Journal of Computational Biolo gy, 22(1):54–62, Jan uary

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0195; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0195 .

Ali:2021:SFD

[A CL

+

21] Sarw an Ali, Simone Ciccolella, Lorenzo Lucarella, Gian-

luca Della V edo v a, and Murra y P atterson. Simpler and

faster dev elopmen t of tumor ph ylogen y pip elines. Jour-

nal of Computational Biolo gy, 28(11):1142–1155, No v em b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0271; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0271 .

Alb ert:2007:NMS

[ADD

+

07] R ´ ek a Alb ert, Bhask ar DasGupta, Riccardo Dondi, Sema

Kac halo, Eduardo Son tag, Alexander Zelik o vsky

, and Kelly

W estbro oks. A no v el metho d for signal transduction net-

w ork inference from indirect exp erimen tal evidence. Jour-

nal of Computational Biolo gy, 14(7):927–949, Septem b er 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0015; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0015 .

Adew ale:2008:P AM

[ADP

+

08] A. J. Adew ale, I. Din u, J. D. P otter, Q. Liu, and Y. Y a-

sui. P ath w a y analysis of microarra y data via regression.

Journal of Computational Biolo gy, 15(3):269–277, April 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0002; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0002 .

Akbal-Delibas:2015:APD

[ADPH15] Bahar Akbal-Delibas, Marc P omplun, and Nurit Hasp el.

Accurate prediction of do c k ed protein structure similarit y .

Journal of Computational Biolo gy, 22(9):892–904, Septem b er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0114; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0114 .

Allman:2013:STI

[ADR13] Elizab eth S. Allman, James H. Degnan, and John A. Rho des.

Sp ecies tree inference b y the ST

AR metho d and its general-

izations. Journal of Computational Biolo gy, 20(1):50–61, Jan-

uary 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0101; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0101 .

Arbib:2024:ILP

[ADRS24] Claudio Arbib, Andrea D’ascenzo, F abrizio Rossi, and Daniele

San toni. An in teger linear programming mo del to optimize

co ding DNA sequences b y join t con trol of transcript indica-

tors. Journal of Computational Biolo gy, 31(5):416–428, Ma y

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0166; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0166 .

Amato:2003:UMP

[ADS03] Nancy M. Amato, Ken A. Dill, and Guang Song. Using motion

planning to map protein folding landscap es and analyze folding

kinetics of kno wn nativ e structures. Journal of Computational

Biolo gy, 10(3–4):239–255, June 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Akman:2023:BMP

[AD W23] Ozgur E. Akman, Kevin Dohert y , and Benjamin J. W areham.

BDEto ols: a MA

TLAB pac k age for Bo olean dela y equation

mo deling. Journal of Computational Biolo gy, 30(1):52–69, Jan-

uary 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0658; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0658.

Alk an:2004:R UC

[AEB

+

04] Can Alk an, Ev an E. Eic hler, Jeffrey A. Bailey

, S. Cenk ¸

Sahinalp,

and Era y T ¨ uz ¨ un. The role of unequal crosso v er in alpha-

satellite DNA ev olution: a computational analysis. Journal of

Computational Biolo gy, 11(5):933–944, Octob er 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2004.

11.933; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2004.11.933 .

Altara wy:2017:PIC

[AEH17] Doaa Altara wy , F atma-Elzahraa Eid, and Len w o o d S. Heath.

PEAK: In tegrating curated and noisy prior kno wledge in gene

regulatory net w ork inference. Journal of Computational Bi-

olo gy, 24(9):863–873, Septem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0199;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0199 .

Alv esPin to:2020:SIP

[AF20] Icaro Alv es Pin to and Nelson Jos ´ e F reitas Da Silv eira. In

silico iden tification of p oten tial inhibitors of the Wn t signal-

ing path w a y in h uman breast cancer. Journal of Computa-

tional Biolo gy, 27(7):999–1010, July 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0311;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0311 .

Agarw ala:1995:F AI

[AFBS95] Ric ha Agarw ala, Da vid F ern´ andez-Baca, and Giora Slutzki. F ast

algorithms for inferring ev olutionary trees. Journal of Computa-

tional Biolo gy, 2(3):397–407, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.397;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.397 .

Andrecut:2009:MIT

[AF CK09] M. Andrecut, D. F oster, H. Carteret, and S. A. Kauffman.

Maximal information transfer and b eha vior div ersit y in ran-

dom threshold net w orks. Journal of Computational Biol-

o gy, 16(7):909–916, July 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0007;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0007 .

An tosh:2013:CCR

[AF CN13] Mic hael An tosh, Da vid F o x, Leon N. Co op er, and Nicola Neretti.

CORaL: Comparison of rank ed lists for analysis of gene expres-

sion data. Journal of Computational Biolo gy, 20(6):433–443,

June 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0017; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0017 .

Angibaud:2008:ETC

[AFR

+

08] S ´ ebastien Angibaud, Guillaume F ertin, Irena Rusu, Annelyse

Th ´ ev enin, and St ´ ephane Vialette. Efficien t to ols for com-

puting the n um b er of breakp oin ts and the n um b er of adja-

cencies b et w een t w o genomes with duplicate genes. Jour-

nal of Computational Biolo gy, 15(8):1093–1115, Octob er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0061; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0061 .

Angibaud:2007:PBF

[AFR

V07] S ´ ebastien Angibaud, Guillaume F ertin, Irena Rusu, and

St ´ ephane Vialette. A pseudo-Bo olean framew ork for com-

puting rearrangemen t distances b et w een genomes with dupli-

cates. Journal of Computational Biolo gy, 14(4):379–393, Ma y

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.A001; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.A001 .

Ap ostolico:1998:SAM

[A G98] Alb erto Ap ostolico and Raffaele Giancarlo. Sequence align-

men t in molecular biology

. Journal of Computational Biol-

o gy, 5(2):173–196, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.173;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.173.

Ashok:2023:ASO

[A G23] Malvik a Ashok and Abhishek Gupta. Automatic segmen-

tation of organs-at-risk in thoracic computed tomograph y

images using ensem bled U-Net InceptionV3 mo del. Jour-

nal of Computational Biolo gy, 30(3):346–362, Marc h 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0248; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0248 .

Alexandro v:2018:TEM

[A GH

+

18] Theo dore Alexandro v, Nina Goly andina, Da vid Hollo w a y , Alex

Shlemo v, and Alexander Spiro v. Tw o-exp onen tial mo dels of

gene expression patterns for noisy exp erimen tal data. Jour-

nal of Computational Biolo gy, 25(11):1220–1230, No v em b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0063; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0063 .

Aly ami:2020:NUH

[AH20] Sultan Aly ami and Ch un-Hsi Huang. Nongreedy un bal-

anced Huffman tree compressor for single and m ultifasta

files. Journal of Computational Biolo gy, 27(6):868–876, June

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0249; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0249 .

Alzamel:2023:PMS

[AHIV23] Mai Alzamel, Christopher Hampson, Costas Iliop oulos, and F a-

tima V a y ani. Preface: MatBio 2021 sp ecial section. Jour-

nal of Computational Biolo gy, 30(2):117, F ebruary 2023. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2023.29080.pre .

Aspnes:2002:CTP

[AHK

+

02] James Aspnes, Julia Hartling, Ming-Y ang Kao, Junh y ong

Kim, and Gauri Shah. A com binatorial to olb o x for pro-

tein sequence design and landscap e analysis in the grand

canonical mo del. Journal of Computational Biolo gy, 9(5):

721–741, Octob er 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702761034154;

https://www.liebertpub.com/doi/pdf/10.1089/106652702761034154 .

Angelo v:2007:EEP

[AHK

+

07] Stanisla v Angelo v, Boulos Harb, Sampath Kannan, Sanjeev

Khanna, and Junh y ong Kim. Efficien t en umeration of ph y-

logenetically informativ e substrings. Journal of Computa-

tional Biolo gy, 14(6):701–723, July 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.R011;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

R011 .

Andrecut:2008:HAS

[AHK08] M. Andrecut, S. Huang, and S. A. Kauffman. Heuristic ap-

proac h to sparse appro ximation of gene regulatory net w orks.

Journal of Computational Biolo gy, 15(9):1173–1186, No v em b er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0087; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0087 .

Andersen:2012:TRR

[AHPR12] Jørgen E. Andersen, F enix W. D. Huang, Rob ert C. P enner,

and Christian M. Reidys. T op ology of RNA-RNA in teraction

structures. Journal of Computational Biolo gy, 19(7):928–943,

July 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0308; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0308 .

Aguiar:2012:HF C

[AI12] Derek Aguiar and Sorin Istrail. HapCompass: a fast cycle

basis algorithm for accurate haplot yp e assem bly of sequence

data. Journal of Computational Biolo gy, 19(6):577–590, June

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0084; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0084.

10.1089/cmb.2008.0080; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0080 .

A titey:2018:DTR

[ALR18] Komlan A titey , P a v el Losk ot, and P aul Rees. Determin-

ing the transcription rates yielding steady-state pro duction of

mRNA in the L ac genetic switc h of Escherichia c oli . Jour-

nal of Computational Biolo gy, 25(9):1023–1039, Septem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0055; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0055 .

Anson:1997:RPR

[AM97] Eric L. Anson and Eugene W. My ers. ReAligner: a program for

refining DNA sequence m ulti-alignmen ts. Journal of Computa-

tional Biolo gy, 4(3):369–383, Jan uary 1997. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.369;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.369 .

Alqah tani:2020:SMA

[AM20] F ahad Alqah tani and Ion I. M˘ andoiu. Statistical mitogenome

assem bly with Rep eaTs. Journal of Computational Biol-

o gy, 27(9):1407–1421, Septem b er 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0505;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0505 .

Andono v:2011:MCM

[AMD

Y11] Rumen Andono v, No ¨ el Malo d-Dognin, and Nicola Y anev. Max-

im um con tact map o v erlap revisited. Journal of Computa-

tional Biolo gy, 18(1):27–41, Jan uary 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0196;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0196 .

Amit:2012:A CC

[Ami12] Ro ee Amit. An ti-co op erativ e and co op erativ e protein-protein

in teractions b et w een T etR isoforms on syn thetic enhancers.

Journal of Computational Biolo gy, 19(2):115–125, F ebruary

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0257; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0257 .

Akutsu:2000:AIB

[AMK00] T atsuy a Akutsu, Satoru Miy ano, and Satoru Kuhara. Algo-

rithms for iden tifying Bo olean net w orks and related biological

net w orks based on matrix m ultiplication and fingerprin t func-

tion. Journal of Computational Biolo gy, 7(3–4):331–343, August

2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Ab ella:2018:MED

[AMK18] Ja yv ee R. Ab ella, Mark Moll, and Lydia E. Ka vraki. Main-

taining and enhancing div ersit y of sampled protein confor-

mations in rob otics-inspired metho ds. Journal of Computa-

tional Biolo gy, 25(1):3–20, Jan uary 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0164;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0164 .

Aspnas:2010:COS

[AMO

W10] Mats Aspn¨ as, Kimmo Mattila, Kristoffer Oso wski, and Jan

W esterholm. Co de optimization of the subroutine to re-

mo v e near iden tical matc hes in the sequence database homol-

ogy searc h to ol PSI-BLAST. Journal of Computational Bi-

olo gy, 17(6):819–823, June 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0053;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0053 .

Aastrand:2007:ICM

[

˚

AMR07] Magn us

˚

Astrand, P etter Mostad, and Mats Rudemo. Impro v ed

co v ariance matrix estimators for w eigh ted analysis of microarra y

data. Journal of Computational Biolo gy, 14(10):1353–1367, De-

cem b er 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0078; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0078.

Andersen:2020:CGT

[AMR20] Jak ob L. Andersen, Daniel Merkle, and P eter S. Rasm ussen.

Com bining graph transformations and semigroups for iso-

topic lab eling design. Journal of Computational Biolo gy,

27(2):269–287, F ebruary 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0291;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0291 .

Arratia:1996:PP A

[AMR

W96] Ric hard Arratia, Daniela Martin, Gesine Reinert, and Mic hael S.

W aterman. P oisson pro cess appro ximation for sequence re-

p eats, and sequencing b y h ybridization. Journal of Computa-

tional Biolo gy, 3(3):425–463, Jan uary 1996. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.425;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.425 .

Anan tharaman:1997:GOM

[AMS97] Thomas S. Anan tharaman, Bud Mishra, and Da vid C. Sc h w artz.

Genomics via optical mapping I I: Ordered restriction maps.

Journal of Computational Biolo gy, 4(2):91–118, Jan uary 1997.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1997.4.91; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1997.4.91 .

Altameem:2022:IA G

[AMS

+

22] Ayman Altameem, Basett y Mallik arjuna, Ab dul Khader Ji-

lani Saudagar, Meenakshi Sharma, and Ramesh Chandra

P o onia. Impro v emen t of automatic glioma brain tumor de-

tection using deep con v olutional neural net w orks. Jour-

nal of Computational Biolo gy, 29(6):530–544, June 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0280; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0280 .

Akutsu:2011:DSA

[AMTY11] T atsuy a Akutsu, Avraham A. Melkman, T ak eyuki T am ura,

and Masaki Y amamoto. Determining a singleton attrac-

tor of a Bo olean net w ork with nested canalyzing functions.

Journal of Computational Biolo gy, 18(10):1275–1290, Octob er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0281; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0281 .

Agarw al:2007:FMS

[AMW07] P ank a j K. Agarw al, Nabil H. Mustafa, and Y usu W ang.

F ast molecular shap e matc hing using con tact maps. Jour-

nal of Computational Biolo gy, 14(2):131–143, Marc h 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0004; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0004 .

Altsc h ul:2018:ICA

[AN18] Stephen F. Altsc h ul and Andrew F. Neu w ald. Initial

cluster analysis. Journal of Computational Biolo gy, 25

(2):121–129, F ebruary 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0050;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0050 .

Andrecut:2009:PGI

[And09] M. Andrecut. P arallel GPU implemen tation of iterativ e

PCA algorithms. Journal of Computational Biolo gy, 16(11):

1593–1599, No v em b er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0221;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0221 .

Anon ymous:1994:EW C

[Ano94] Anon ymous. Editorial: Whither computational biology

. Jour-

nal of Computational Biolo gy, 1(1):1–2, Jan uary 1994. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1994.1.1 .

Anon ymous:2000:A TF

[Ano00] Anon ymous. Abstracts from TIGR’s F ourth Ann ual Conference

on Computational Genomics No v em b er 16–19, 2000 Baltimore,

MD. Journal of Computational Biolo gy, 7(3–4):631–651, August

2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Anon ymous:2002:Ca

[Ano02a] Anon ymous. Correction. Journal of Computational Biol-

o gy, 9(3):594–595, June 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/106652702760138646 .

Anon ymous:2002:Cb

[Ano02b] Anon ymous. Correction. Journal of Computational Biol-

o gy, 9(4):685, August 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/106652702760277390 .

Anon ymous:2005:C

[Ano05] Anon ymous. Correction. Journal of Computational Biolo gy, 12

(6):907, July 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.907 .

Anon ymous:2008:C

[Ano08] Anon ymous. Correction. Journal of Computational Biol-

o gy, 15(8):1132, Octob er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2008.C002 .

Anon ymous:2009:C

[Ano09a] Anon ymous. Correction. Journal of Computational Biolo gy, 16

(6):886, June 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.00C1 .

Anon ymous:2009:SRI

[Ano09b] Anon ymous. Sp ecial RECOMB 2008 issue. Journal of Compu-

tational Biolo gy, 16(8):969, August 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.2009.001P .

Anon ymous:2010:P

[Ano10a] Anon ymous. Preface. Journal of Computational Biolo gy, 17

(9):1095–1096, Septem b er 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2010.004p .

Anon ymous:2010:RMC

[Ano10b] Anon ymous. RECOMB Main Conference 2009. Journal of Com-

putational Biolo gy, 17(3):201, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.2010.Pr01 .

Anon ymous:2011:C

[Ano11a] Anon ymous. Correction. Journal of Computational Biol-

o gy, 18(1):129, Jan uary 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2010.cor1 .

Anon ymous:2011:PSW

[Ano11b] Anon ymous. Preface: Satellite W orkshop on Compara-

tiv e Genomics, Researc h in Computational Molecular Biol-

ogy (RECOMB-CG 2010). Journal of Computational Biol-

o gy, 18(9):1019–1021, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.008p;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

008p .

Anon ymous:2014:CJC

[Ano14] Anon ymous. Correction: Journal of Computational Biolo gy:

2014; 21/4:303–319. Journal of Computational Biolo gy, 21(6):

476, June 2014. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.Cor1. See [KW14 ].

Anon ymous:2017:PSP

[Ano17] Anon ymous. Preface: Selected pap ers from RECOMB 2016.

Journal of Computational Biolo gy, 24(6):471, June 2017. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2017.29006.ms .

Anon ymous:2020:RIP

[Ano20] Anon ymous. R etr action of : Iden tification of Prognosis Biomark-

ers of Prostatic Cancer in a Cohort of 498 P atien ts from TCGA,

b y Chen Z, Hu H. (J Comput Biol Dec 2019: epub ahead

of prin t; DOI: 10.1089/cm b.2019.0224). Journal of Computa-

tional Biolo gy, 27(4):673, April 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2019.0224.retract .

Anon ymous:2021:JCP

[Ano21a] Anon ymous. JCB call for pap ers for the sp ecial issue on “40

Y ears of Computational Biology: In Honor of Professor Mic hael

W aterman’s 80th Birthda y”. Journal of Computational Bi-

olo gy, 28(7):633–635, July 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/fpi/10.1089/cmb.2021.29043.cfp;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

29043.cfp .

Anon ymous:2021:RSP

[Ano21b] Anon ymous. R etr action of: A Study of P oten tial SARS-CoV-

2 An tiviral Drugs and Preliminary Researc h of Their Molecu-

lar Mec hanism, Based on An ti-SARS-CoV Drug Screening and

Molecular Dynamics Sim ulation (doi: 10.1089/cm b.2020.0112).

Journal of Computational Biolo gy, 28(7):744, July 2021. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2020.0112.retract .

Anon ymous:2022:AR

[Ano22a] Anon ymous. Ac kno wledgmen t of review ers 2021. Jour-

nal of Computational Biolo gy, 29(1):1, Jan uary 2022. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2022.29053.ack .

Anon ymous:2022:RSC

[Ano22b] Anon ymous. R etr action of: Screening of clinical factors re-

lated to prognosis of breast cancer based on the Co x pro-

p ortional risk mo del (doi: 10.1089/cmb.2019.0110). Jour-

nal of Computational Biolo gy, 29(6):597, June 2022. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2019.0110.retract. See [TMH

+

21].

Almo daresi:2020:ESE

[APF

+

20] F atemeh Almo daresi, Prashan t P andey

, Mic hael F erdman, Rob

Johnson, and Rob P atro. An efficien t, scalable, and ex-

act represen tation of high-dimensional color information en-

abled using de Bruijn graph searc h. Journal of Computa-

tional Biolo gy, 27(4):485–499, April 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0322;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0322 .

Ap ostolico:2007:P a

[Ap o07a] Alb erto Ap ostolico. Preface. Journal of Computational Bi-

olo gy, 14(5):537–538, June 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2007.00P1 .

Ap ostolico:2007:Pb

[Ap o07b] Alb erto Ap ostolico. Preface. Journal of Computational Bi-

olo gy, 14(6):699–700, July 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2007.00P2 .

Adamczak:2011:F GC

[APVM11] Rafa l Adamczak, Jarosla w Pillardy

, Brinda K. V allat, and

Jarosla w Meller. F ast geometric consensus approac h for pro-

tein mo del qualit y assessmen t. Journal of Computational Bi-

olo gy, 18(12):1807–1818, Decem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0170;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0170 .

Allman:2006:ITT

[AR06] Elizab eth S. Allman and John A. Rho des. The iden tifiabilit y of

tree top ology for ph ylogenetic mo dels, including co v arion and

mixture mo dels. Journal of Computational Biolo gy, 13(5):1101–

1113, June 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1101; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1101.

Alkhateeb:2017:ZAP

[AR17] Ab edalrhman Alkhateeb and Luis Rueda. Zseq: an ap-

proac h for prepro cessing next-generation sequencing data.

Journal of Computational Biolo gy, 24(8):746–755, August

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0021; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0021 .

Andreotti:2013:DLS

[AR C13] Sandro Andreotti, Kn ut Reinert, and Stefan Canzar. The

duplication-loss small ph ylogen y problem: F rom c herries to

trees. Journal of Computational Biolo gy, 20(9):643–659,

Septem b er 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/cmb.2013.0057; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0057 .

Acosta:2019:MMI

[ARHLK19] Juan P ablo Acosta, Silvia Restrep o, Juan Da vid Henao, and

Liliana L´ op ez-Kleine. Multiv ariate metho d for inferen tial iden-

tification of differen tially expressed genes in gene expression

exp erimen ts. Journal of Computational Biolo gy, 26(8):866–874,

August 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0013; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0013 .

Adleman:1999:AMC

[ARR

W99] Leonard M. Adleman, P aul W. K. Rothem und, Sam Ro w eis,

and Erik Winfree. On applying molecular computation to the

Data Encryption Standard. Journal of Computational Biol-

o gy, 6(1):53–63, Jan uary 1999. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.53;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.53 .

Allman:2017:SCM

[ARS17] Elizab eth S. Allman, John A. Rho des, and Seth Sulli-

v an t. Statistically consisten t k -mer metho ds for ph yloge-

netic tree reconstruction. Journal of Computational Biolo gy,

24(2):153–171, F ebruary 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0216;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0216 .

An:2022:NCT

[ARSW22] Shaokun An, Jie Ren, F engzh u Sun, and Lin W an. A new

con text tree inference algorithm for v ariable length Mark o v

c hain mo del with applications to biological sequence analy-

ses. Journal of Computational Biolo gy, 29(8):839–856, August

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0604; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0604 .

Armen:1995:SSS

[AS95] Chris Armen and Clifford Stein. Short sup erstrings and the

structure of o v erlapping strings. Journal of Computational Bi-

olo gy, 2(2):307–332, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.307;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.307 .

Agarw al:1996:BED

[AS96] P ank a j Agarw al and Da vid J. States. A Ba y esian ev olu-

tionary distance for parametrically aligned sequences. Jour-

nal of Computational Biolo gy, 3(1):1–17, Jan uary 1996. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1996.3.1; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1996.3.1 .

Amato:2002:UMP

[AS02] Nancy M. Amato and Guang Song. Using motion planning

to study protein folding path w a ys. Journal of Computational

Biolo gy, 9(2):149–168, April 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252935395; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252935395 .

Adam:2010:SF C

[AS10] Zaky Adam and Da vid Sank off. A statistically fair compari-

son of ancestral genome reconstructions, based on breakp oin t

and rearrangemen t distances. Journal of Computational Bi-

olo gy, 17(9):1299–1314, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0121;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0121 .

A tias:2011:AFP

[AS11] Nir A tias and Ro ded Sharan. An algorithmic framew ork

for predicting side effects of drugs. Journal of Computa-

tional Biolo gy, 18(3):207–218, Marc h 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0255;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0255 .

Avni:2019:NQB

[AS19] Eliran Avni and Sagi Snir. A new quartet-based statisti-

cal metho d for comparing sets of gene trees is dev elop ed us-

ing a generalized Ho effding inequalit y . Journal of Computa-

tional Biolo gy, 26(1):27–37, Jan uary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0129;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0129 .

Alkhathlan:2022:PCB

[AS22] Lina Alkhathlan and Ab dul Khader Jilani Saudagar. Pre-

dicting and classifying breast cancer using mac hine learn-

ing. Journal of Computational Biolo gy, 29(6):497–514, June

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0236; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0236 .

Alnasir:2023:IEM

[AS23] Jamie J. Alnasir and Hugh P

. Shanahan. In tra-exon Mo-

tif correlations as a pro xy measure for mean p er-tile se-

quence qualit y data in RNA-Seq. Journal of Computational

Biolo gy, 30(2):131–148, F ebruary 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0476;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0476 .

Aouab ed:2020:VMB

[ASE20] Haithem Aouab ed, Ro drigo San tamar ´ ıA, and Mourad El-

loumi. VisBicluster: a matrix-based bicluster visualization

of expression data. Journal of Computational Biolo gy, 27

(9):1384–1396, Septem b er 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0385;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0385 .

Ay ers:2006:RAH

[ASL06] Kristin L. Ay ers, Chiara Sabatti, and Kenneth Lange. Recon-

structing ancestral haplot yp es with a dictionary mo del. Journal

of Computational Biolo gy, 13(3):767–785, April 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.767; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.767 .

Aastrand:2003:CNO

[

˚

Ast03] Magn us

˚

Astrand. Con trast normalization of oligon ucleotide ar-

ra ys. Journal of Computational Biolo gy, 10(1):95–102, F ebruary

2003. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/106652703763255697; https://www.liebertpub.

com/doi/pdf/10.1089/106652703763255697 .

Aridhi:2016:PIR

[ASZ

+

16] Sab eur Aridhi, Ha ¨ ıtham Sghaier, Manel Zoghlami, Mondher

Maddouri, and Engelb ert Meph u Nguifo. Prediction of ionizing

radiation resistance in bacteria using a m ultiple instance learn-

ing mo del. Journal of Computational Biolo gy, 23(1):10–20, Jan-

uary 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0134; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0134.

Aung:2005:APS

[A T05] Zey ar Aung and Kian-Lee T an. Automatic 3D protein struc-

ture classification without structural alignmen t. Journal of

Computational Biolo gy, 12(9):1221–1241, No v em b er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1221; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1221 .

Arndt:2008:IRM

[A T08] William Arndt and Jijun T ang. Impro ving rev ersal median

computation using comm uting rev ersals and cycle information.

Journal of Computational Biolo gy, 15(8):1079–1092, Octob er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0116; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0116 .

Arima:2012:IHM

[A T12] Serena Arima and Luca T ardella. Impro v ed harmonic mean

estimator for ph ylogenetic mo del evidence. Journal of Compu-

tational Biolo gy, 19(4):418–438, April 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0139;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0139 .

Adam:2007:CIS

[A TLS07] Zaky Adam, Monique T urmel, Claude Lemieux, and Da vid

Sank off. Common in terv als and symmetric difference in a mo del-

free ph ylogenomics, with an application to streptoph yte ev olu-

tion. Journal of Computational Biolo gy, 14(4):436–445, Ma y

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.A005; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.A005 .

August:2012:UNM

[Aug12] Elias August. Using noise for mo del-testing. Journal of

Computational Biolo gy, 19(8):968–977, August 2012. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2011.

0134; https://www.liebertpub.com/doi/pdf/10.1089/cmb.

2011.0134 .

Ahn:2018:ABM

[A V18] So y eon Ahn and Haris Vik alo. aBa y esQR: a Ba y esian metho d

for reconstruction of viral p opulations c haracterized b y lo w di-

v ersit y . Journal of Computational Biolo gy, 25(7):637–648, July

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0249; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0249 .

Ahsen:2020:RPS

[A VS20] Mehmet Eren Ahsen, Rob ert V ogel, and Gusta v o A. Stolo vitzky .

R/PY-SUMMA: an R/Python pac k age for unsup ervised ensem ble

learning for binary classification problems in bioinformatics.

Journal of Computational Biolo gy, 27(9):1337–1340, Septem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0348; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0348 .

Art y omenk o:2017:LSM

[A WM

+

17] Alexander Art y omenk o, Nic holas C. W u, Serghei Mangul,

Eleazar Eskin, Ren Sun, and Alex Zelik o vsky

. Long single-

molecule reads can resolv e the complexit y of the influenza

virus comp osed of rare, closely related m utan t v arian ts. Jour-

nal of Computational Biolo gy, 24(6):558–570, June 2017.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0146; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0146 .

Ai:2017:PPP

[A WZ

+

17] Haixin Ai, Runlin W u, Li Zhang, Xuew ei W u, Junc hao Ma,

Huan Hu, Liangc hao Huang, W en Chen, Jian Zhao, and Hong-

sheng Liu. pSuc-PseRat: Predicting Lysine succin ylation in

proteins b y exploiting the ratios of sequence coupling and prop-

erties. Journal of Computational Biolo gy, 24(10):1050–1059, Oc-

tob er 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0206; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0206.

Journal of Computational Biolo gy, 16(10):1475–1486, Octob er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0094; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0094 .

Bansal:2011:DHH

[BBGS11] Mukul S. Bansal, Guy Bana y , J. P eter Gogarten, and Ron

Shamir. Detecting high w a ys of horizon tal gene transfer. Jour-

nal of Computational Biolo gy, 18(9):1087–1114, Septem b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0066; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0066 .

Blin:2007:GML

[BBH

+

07] Guillaume Blin, Eric Blais, Dann y Hermelin, Pierre Guil-

lon, Mathieu Blanc hette, and Nadia El-Mabrouk. Gene

maps linearization using genomic rearrangemen t distances.

Journal of Computational Biolo gy, 14(4):394–407, Ma y 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.A002; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.A002 .

Barrett:2021:MFL

[BBH

+

21] Christopher Barrett, Andrei C. Bura, Qijun He, F enix W.

Huang, Thomas J. X. Li, Mic hael S. W aterman, and Chris-

tian M. Reidys. Multiscale feedbac k lo ops in SARS-CoV-2 viral

ev olution. Journal of Computational Biolo gy, 28(3):248–256,

Marc h 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2020.0343; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2020.0343 .

Bandaru:2011:MCI

[BBN11] Pradeep Bandaru, Muk esh Bansal, and Ily a Nemenman. Mass

conserv ation and inference of metab olic net w orks from high-

throughput mass sp ectrometry data. Journal of Computational

Biolo gy, 18(2):147–154, F ebruary 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0222;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0222 .

Belcaid:2010:MGC

[BBP10] Mahdi Belcaid, Anne Bergeron, and Guylaine P oisson. Mo-

saic graphs and comparativ e genomics in phage comm unities.

Journal of Computational Biolo gy, 17(9):1315–1326, Septem-

b er 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0108; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0108 .

Beretta:2014:MAS

[BBV

+

14] Stefano Beretta, P aola Bonizzoni, Gianluca Della V edo v a,

Y uri Pirola, and Raffaella Rizzi. Mo deling alternativ e splic-

ing v arian ts from RNA-Seq data with isoform graphs. Jour-

nal of Computational Biolo gy, 21(1):16–40, Jan uary 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0112; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0112 .

Burleigh:2009:LLS

[BBWE09] J. G. Burleigh, M. S. Bansal, A. W ehe, and O. Eulenstein. Lo-

cating large-scale gene duplication ev en ts through reconciled

trees: Implications for iden tifying ancien t p olyploidy ev en ts in

plan ts. Journal of Computational Biolo gy, 16(8):1071–1083, Au-

gust 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0139; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0139 .

Baldi:1994:HMM

[BC94] Pierre Baldi and Yv es Chauvin. Hidden Mark o v mo dels of

the G-protein-coupled receptor family

. Journal of Computa-

tional Biolo gy, 1(4):311–336, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.311;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.311 .

Bhandark ar:1996:PCP

[BCA96] Suc hendra M. Bhandark ar, Sridhar Chirra vuri, and Jonathan

Arnold. P arallel computing of ph ysical maps — a comparativ e

study in SIMD and MIMD parallelism. Journal of Computa-

tional Biolo gy, 3(4):503–528, Jan uary 1996. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.503;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.503 .

Bourgeade:2015:CSS

[BCA15] Laetitia Bourgeade, C ´ edric Chauv e, and Julien Allali. Chain-

ing sequence/structure seeds for computing RNA similar-

it y . Journal of Computational Biolo gy, 22(3):205–217, Marc h

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0283; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0283 .

Berard:2009:CPD

[BCC

+

09] S ` ev erine B ´ erard, Annie Chateau, Cedric Chauv e, Christophe

P aul, and Eric T annier. Computation of p erfect DCJ re-

arrangemen t scenarios with linear and circular c hromosomes.

Journal of Computational Biolo gy, 16(10):1287–1309, Octob er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0088; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0088 .

Benshahar:2018:BAR

[BCCHZU18] Arnon Benshahar, V ered Chalifa-Caspi, Dann y Hermelin,

and Mic hal Ziv-Uk elson. A biclique approac h to reference-

anc hored gene blo c ks and its applications to genomic islands.

Journal of Computational Biolo gy, 25(2):214–235, F ebruary

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0108; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0108 .

Beretta:2018:IEA

[BCG

+

18] Stefano Beretta, Mauro Castelli, Iv o Gon¸ calv es, Iv an Kel,

V alen tina Giansan ti, and Iv an Merelli. Impro ving eQTL anal-

ysis using a mac hine learning approac h for data in tegration:

a logistic mo del tree solution. Journal of Computational Bi-

olo gy, 25(10):1091–1105, Octob er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0167;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0167 .

Baggerly:2001:IDE

[BCH

+

01] Keith A. Baggerly

, Kevin R. Co om b es, Kenneth R. Hess,

Da vid N. Stiv ers, Lynne V. Abruzzo, and W ei Zhang. Iden-

tifying differen tially expressed genes in cDNA microarra y

exp erimen ts. Journal of Computational Biolo gy, 8(6):639–

659, No v em b er 2001. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701753307539;

https://www.liebertpub.com/doi/pdf/10.1089/106652701753307539 .

Bac k ofen:2007:LGR

[BCH

+

07] Rolf Bac k ofen, Shih y en Chen, Dann y Hermelin, Gad M. Landau,

Mikhail A. Ro ytb erg, Oren W eimann, and Kaizhong Zhang. Lo-

calit y and gaps in RNA comparison. Journal of Computational

Biolo gy, 14(8):1074–1087, Octob er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0062;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0062 .

Ba y:2004:T AB

[BCPS04] S. D. Ba y , L. Chrisman, A. P ohorille, and J. Shrager.

T emp oral aggregation bias and inference of causal regu-

latory net w orks. Journal of Computational Biolo gy, 11

(5):971–985, Octob er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.971;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.971 .

Barros-Carv alho:2017:EAE

[BCVL17] Gesiele Almeida Barros-Carv alho, Marie-Anne V an Sluys, and

F abricio Martins Lop es. An efficien t approac h to explore and

discriminate anomalous regions in bacterial genomes based

on maxim um en trop y . Journal of Computational Biolo gy, 24

(11):1125–1133, No v em b er 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0042;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0042.

Bo den:2010:BNM

[BDBB10] Mik ael Bo d ´ en, Graham Dellaire, Kevin Burrage, and Timo-

th y L. Bailey

. A Ba y esian net w ork mo del of proteins’ as-

so ciation with prom y elo cytic leuk emia (PML) n uclear b o d-

ies. Journal of Computational Biolo gy, 17(4):617–630, April

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0140; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0140 .

Ben-Dor:2000:TCG

[BDBF

+

00] Amir Ben-Dor, Laurak a y Bruhn, Nir F riedman, Iftac h Nac h-

man, Mic h ` el Sc h ummer, and Zohar Y akhini. Tissue classification

with gene expression profiles. Journal of Computational Biol-

o gy, 7(3–4):559–583, August 2000. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Ben-Dor:1997:CRH

[BDC97] Amir Ben-Dor and Benn y Chor. On constructing radia-

tion h ybrid maps. Journal of Computational Biolo gy, 4

(4):517–533, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.517;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.517 .

Ben-Dor:1998:CPQ

[BDCG

+

98] Amir Ben-Dor, Benn y Chor, Dan Graur, Ron Ophir, and Dan

P elleg. Constructing ph ylogenies from quartets: Elucidation

of Eutherian sup erordinal relationships. Journal of Computa-

tional Biolo gy, 5(3):377–390, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.377;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.377 .

Ben-Dor:2003:DLS

[BDCKY03] Amir Ben-Dor, Benn y Chor, Ric hard Karp, and Zohar Y akhini.

Disco v ering lo cal structure in gene expression data: The order-

preserving submatrix problem. Journal of Computational Bi-

olo gy, 10(3–4):373–384, June 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Ben-Dor:2004:TOM

[BDHK

+

04] Amir Ben-Dor, Tzvik a Hartman, Ric hard M. Karp, Benno

Sc h wik o wski, Ro ded Sharan, and Zohar Y akhini. T o w ards op-

timally m ultiplexed applications of univ ersal arra ys. Journal of

Computational Biolo gy, 11(2–3):476–492, Marc h 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Bonizzoni:2016:MEC

[BDK

+

16] P aola Bonizzoni, Riccardo Dondi, Gunnar W. Klau, Y uri

Pirola, Nadia Pisan ti, and Simone Zaccaria. On the min-

im um error correction problem for haplot yp e assem bly in

diploid and p olyploid genomes. Journal of Computational Bi-

olo gy, 23(9):718–736, Septem b er 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0220;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0220 .

Ben-Dor:2003:RSP

[BDKSS03] Amir Ben-Dor, Ric hard M. Karp, Benno Sc h wik o wski, and Ron

Shamir. The restriction scaffold problem. Journal of Computa-

tional Biolo gy, 10(3–4):385–398, June 2003. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Ben-Dor:2000:UDT

[BDKSY00] Amir Ben-Dor, Ric hard Karp, Benno Sc h wik o wski, and Zohar

Y akhini. Univ ersal DNA tag systems: a com binatorial design

sc heme. Journal of Computational Biolo gy, 7(3–4):503–519, Au-

gust 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Bishop:2007:FEG

[BDM

+

07] Morgan A. Bishop, Ark adii G. D’Y ac hk o v, An thon y J. Mac-

ula, Thomas E. Renz, and Vy ac hesla v V. Ryk o v. F ree en-

ergy gap and statistical thermo dynamic fidelit y of DNA co des.

Journal of Computational Biolo gy, 14(8):1088–1104, Octob er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0083; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0083.

Bazin:2019:NR C

[BDN19] Alexandre Bazin, Didier Debroas, and Engelb ert Meph u Nguifo.

A de no v o robust clustering approac h for amplicon-based se-

quence data. Journal of Computational Biolo gy, 26(6):618–624,

June 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0170; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0170 .

Ben-Dor:2001:CPS

[BDPSS01] A. Ben-Dor, I. P e’er, R. Shamir, and R. Sharan. On the

complexit y of p ositional sequencing b y h ybridization. Jour-

nal of Computational Biolo gy, 8(4):361–371, Septem b er 2001.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701752236188; https://www.liebertpub.com/

doi/pdf/10.1089/106652701752236188 .

Ben-Dor:1999:CGE

[BDSY99] Amir Ben-Dor, Ron Shamir, and Zohar Y akhini. Clustering gene

expression patterns. Journal of Computational Biolo gy, 6(3–4):

281–297, Octob er 1999. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Bea v er:1995:CD

[Bea95] Donald Bea v er. Computing with DNA. Journal of Compu-

tational Biolo gy, 2(1):1–7, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:

//www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.1;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.1 .

Benson:1997:SA T

[Ben97] Gary Benson. Sequence alignmen t with tandem duplication.

Journal of Computational Biolo gy, 4(3):351–367, Jan uary 1997.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1997.4.351; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1997.4.351 .

Ben til:1998:MSM

[Ben98] Daniel E. Ben til. Mo delling and sim ulation of motilit y

in actom y osin systems. Journal of Computational Biol-

Bejerano:2004:EEV

[BFT04] Gill Bejerano, Nir F riedman, and Naftali Tish b y . Efficien t

exact p-v alue computation for small sample, sparse, and sur-

prising categorical data. Journal of Computational Biolo gy,

11(5):867–886, Octob er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.867;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.867 .

Bailey:1997:SDS

[BG97] Timoth y L. Bailey and Mic hael Gribsk o v. Score distributions for

sim ultaneous matc hing to m ultiple motifs. Journal of Compu-

tational Biolo gy, 4(1):45–59, Jan uary 1997. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.45;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.45 .

Bailey:1998:MSC

[BG98] Timoth y L. Bailey and Mic hael Gribsk o v. Metho ds and statis-

tics for com bining motif matc h scores. Journal of Computa-

tional Biolo gy, 5(2):211–221, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.211;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.211 .

Bailey:2002:EES

[BG02] Timoth y L. Bailey and Mic hael Gribsk o v. Estimating and ev al-

uating the statistics of gapp ed lo cal-alignmen t scores. Jour-

nal of Computational Biolo gy, 9(3):575–593, June 2002. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652702760138637; https://www.liebertpub.com/

doi/pdf/10.1089/106652702760138637 .

Bern:2006:NAP

[BG06] Marshall Bern and Da vid Goldb erg. De Novo analysis of p eptide

tandem mass sp ectra b y sp ectral graph partitioning. Journal

of Computational Biolo gy, 13(2):364–378, Marc h 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.364; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.364 .

Bern:2008:IRF

[BG08] Marshall Bern and Da vid Goldb erg. Impro v ed ranking func-

tions for protein and mo dification-site iden tifications. Jour-

nal of Computational Biolo gy, 15(7):705–719, Septem b er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0119; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0119 .

Berco vici:2009:IAE

[BG09] Siv an Berco vici and Dan Geiger. Inferring ancestries effi-

cien tly in admixed p opulations with link age disequilibrium.

Journal of Computational Biolo gy, 16(8):1141–1150, August

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0105; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0105 .

Berco vici:2011:AAA

[BG11] Siv an Berco vici and Dan Geiger. Admixture ab erration analy-

sis: Application to mapping in admixed p opulation using p o oled

DNA. Journal of Computational Biolo gy, 18(3):237–249, Marc h

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0250; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0250 .

Bois:2015:PGR

[BG15] F rederic Y. Bois and Ghislaine Ga yraud. Probabilistic gen-

eration of random net w orks taking in to accoun t informa-

tion on motifs o ccurrence. Journal of Computational Biol-

o gy, 22(1):25–36, Jan uary 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0175;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0175 .

Bogdano wicz:2017:CPT

[BG17] Damian Bogdano wicz and Krzysztof Giaro. Comparing ph y-

logenetic trees b y matc hing no des using the transfer dis-

tance b et w een partitions. Journal of Computational Biol-

o gy, 24(5):422–435, Ma y 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0204;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0204 .

Bogdano wicz:2023:GPM

[BG23] Damian Bogdano wicz and Krzysztof Giaro. Generalization

of ph ylogenetic matc hing metrics with exp erimen tal tests

of practical adv an tages. Journal of Computational Biol-

o gy, 30(3):261–276, Marc h 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0090;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0090 .

Bo c k:2007:DSR

[BGG07] Mary Ellen Bo c k, Claudio Garutti, and Concettina Guerra. Dis-

co v ery of similar regions on protein surfaces. Journal of Compu-

tational Biolo gy, 14(3):285–299, April 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0145;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0145 .

Bidot:2008:MMC

[BGH

+

08] C. Bidot, F. Gruy

, C.-S. Haudin, F. El Hen tati, B. Guy

, and

C. Lam b ert. Mathematical mo deling of T-cell activ ation ki-

netic. Journal of Computational Biolo gy, 15(1):105–128, Jan-

uary 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0125; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0125 .

Bafna:2004:NEC

[BGHY04] Vineet Bafna, Dan Gusfield, Sridhar Hannenhalli, and Shibu

Y o oseph. A note on efficien t computation of haplot yp es

via p erfect ph ylogen y . Journal of Computational Biolo gy,

11(5):858–866, Octob er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.858;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.858.

Bhattac haryy a:2004:RSH

[BGJ

+

04] C. Bhattac haryy a, L. R. Grate, M. I. Jordan, L. El Ghaoui,

and I. S. Mian. Robust sparse h yp erplane classifiers: Ap-

plication to uncertain molecular profiling data. Journal of

Computational Biolo gy, 11(6):1073–1089, Decem b er 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1073; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1073 .

Bafna:2003:HPP

[BGL

Y03] Vineet Bafna, Dan Gusfield, Giusepp e Lancia, and Shibu

Y o oseph. Haplot yping as p erfect ph ylogen y: a direct approac h.

Journal of Computational Biolo gy, 10(3–4):323–340, June 2003.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Benhabiles:1998:D AP

[BGTSB98] Nora Benhabil ` es, Xa vier Gallet, Annic k Thomas-Soumarmon,

and Rob ert Brasseur. A descriptiv e analysis of p opulations

of three-dimensional structures calculated from primary se-

quences of proteins b y OSIRIS. Journal of Computational Biol-

o gy, 5(2):351–366, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.351;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.351 .

Belal:2011:TMW

[BH11] Nahla A. Belal and Len w o o d S. Heath. A theoretical mo del

for whole genome alignmen t. Journal of Computational Bi-

olo gy, 18(5):705–728, Ma y 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0101;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0101 .

Badr:2014:ISR

[BH14] Eman Badr and Len w o o d S. Heath. Iden tifying splicing regula-

tory elemen ts with de Bruijn graphs. Journal of Computational

Biolo gy, 21(12):880–897, Decem b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0183;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0183 .

Baran:2015:NRB

[BH15] Y ael Baran and Eran Halp erin. A note on the relations b e-

t w een spatio-genetic mo dels. Journal of Computational Bi-

olo gy, 22(10):905–917, Octob er 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0080;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0080 .

Barreto-Hernadez:2011:PPO

[BHGCS11] Emiliano Barreto-Hernadez, Margarida Gama-Carv alho, and

Lisete Sousa. Pre-pro cessing optimization of RNA imm uno-

precipitation microarra y data. Journal of Computational Bi-

olo gy, 18(10):1319–1328, Octob er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0020;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0020 .

Barrett:2018:EDS

[BHHR18] Christopher Barrett, Qijun He, F enix W. Huang, and Chris-

tian M. Reidys. An efficien t dual sampling algorithm with

Hamming distance filtration. Journal of Computational Biol-

o gy, 25(11):1179–1192, No v em b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0075;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0075 .

Barrett:2019:BSP

[BHHR19] Christopher Barrett, Qijun He, F enix W. Huang, and Chris-

tian M. Reidys. A Boltzmann sampler for 1-pairs with double

filtration. Journal of Computational Biolo gy, 26(3):173–192,

Marc h 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0095; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0095 .

Bruc kner:2010:TF Q

[BHK

+

10] Sharon Bruc kner, F alk H ¨ uffner, Ric hard M. Karp, Ron

Shamir, and Ro ded Sharan. T op ology-free querying of pro-

tein in teraction net w orks. Journal of Computational Biol-

o gy, 17(3):237–252, Marc h 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0170;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0170 .

Blanca:2022:SMS

[BHKM22] An tonio Blanca, Rob ert S. Harris, Da vid Koslic ki, and P aul

Medv edev. The statistics of k -mers from a sequence under-

going a simple m utation pro cess without spurious matc hes.

Journal of Computational Biolo gy, 29(2):155–168, F ebruary

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0431; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0431 .

Bao:2018:A CR

[BHL

+

18] Y u Bao, Morihiro Ha y ashida, P engyu Liu, Masa yuki Ishit-

suk a, Jose C. Nac her, and T atsuy a Akutsu. Analysis of crit-

ical and redundan t v ertices in con trolling directed complex net-

w orks using feedbac k v ertex sets. Journal of Computational

Biolo gy, 25(10):1071–1090, Octob er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0019;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0019 .

Berger:1999:SSC

[BHPS99] Bonnie Berger, Gunnar W. Ho est, James R. P aulson, and P e-

ter W. Shor. On the structure of the scaffolding core of bacterio-

phage T4. Journal of Computational Biolo gy, 6(1):1–12, Jan uary

1999. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1999.6.1; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1999.6.1 .

Bafna:2000:LRP

[BHR

V00] Vineet Bafna, Sridhar Hannenhalli, Ken Rice, and Lisa V a wter.

Ligand-receptor pairing via tree comparison. Journal of Com-

putational Biolo gy, 7(1–2):59–70, F ebruary 2000. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Borguesan:2017:NSN

[BIPD17] Bruno Borguesan, Mario Inostroza-P on ta, and M´ arcio Dorn.

NIAS-Serv er: Neigh b ors influence of amino acids and sec-

ondary structures in proteins. Journal of Computational Bi-

olo gy, 24(3):255–265, Marc h 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0074;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0074 .

Budden:2017:CTI

[BJ17] Da vid Budden and Mitc hell Jones. Cautionary tales of inap-

pro ximabilit y . Journal of Computational Biolo gy, 24(3):213–216,

Marc h 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0097; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0097 .

Brazma:1998:AAD

[BJEG98] Alvis Brazma, Inge Jonassen, Ingv ar Eidhammer, and Da vid

Gilb ert. Approac hes to the automatic disco v ery of pat-

terns in biosequences. Journal of Computational Biolo gy,

5(2):279–305, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.279;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.279 .

Brito:2020:SGR

[BJF

+

20] Klairton Lima Brito, G ´ eraldine Jean, Guillaume F ertin, An-

dre Ro drigues Oliv eira, Ulisses Dias, and Zanoni Dias. Sorting

b y genome rearrangemen ts on b oth gene order and in tergenic

sizes. Journal of Computational Biolo gy, 27(2):156–174, F ebru-

ary 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0293; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0293 .

Bar-Joseph:2003:CR T

[BJGG

+

03] Ziv Bar-Joseph, Georg K. Gerb er, Da vid K. Gifford, T ommi S.

Jaakk ola, and Itamar Simon. Con tin uous represen tations of

time-series gene expression data. Journal of Computational Bi-

with p erio dic b oundary conditions. Journal of Computa-

tional Biolo gy, 21(1):41–63, Jan uary 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0277;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0277 .

Bigness:2022:ILR

[BLP

+

22] Jerem y Bigness, Xa vier Loinaz, Shalin P atel, Erica Larsc han,

and Ritam bhara Singh. In tegrating long-range regulatory in-

teractions to predict gene expression using graph con v olutional

net w orks. Journal of Computational Biolo gy, 29(5):409–424,

Ma y 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0316; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0316 .

Bergemann:2004:SD A

[BLQZ04] T. L. Bergemann, R. J. La ws, F. Quiaoit, and L. P

. Zhao. A

statistically driv en approac h for image segmen tation and sig-

nal extraction in cDNA microarra ys. Journal of Computa-

tional Biolo gy, 11(4):695–713, August 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.695;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.695 .

Barrett:2016:RSS

[BLR16] Christopher L. Barrett, Thomas J. X. Li, and Christian M.

Reidys. RNA secondary structures ha ving a compatible se-

quence of certain n ucleotide ratios. Journal of Computational

Biolo gy, 23(11):857–873, No v em b er 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0049;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0049 .

Basher:2021:MPP

[BMH21] Ab dur Rahman M. A. Basher, Ry an J. Mclaughlin, and

Stev en J. Hallam. Metab olic path w a y prediction using non-

negativ e matrix factorization with impro v ed precision. Jour-

nal of Computational Biolo gy, 28(11):1075–1103, No v em b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0258; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0258 .

Bisw as:2016:LMI

[BML

+

16] Suro jit Bisw as, Meredith Mcdonald, Derek S. Lundb erg, Jef-

fery L. Dangl, and Vladimir Jo jic. Learning microbial in terac-

tion net w orks from metagenomic coun t data. Journal of Compu-

tational Biolo gy, 23(6):526–535, June 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0061;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0061 .

Bansal:2023:SI I

[BMM

+

23] Mukul S. Bansal, Ion I. M˘ andoiu, Marmar Moussa, Mur-

ra y P atterson, Sanguthev ar Ra jasek aran, P a v el Skums, and

Alexander Zelik o vsky

. Sp ecial issue: 11th In ternational

Computational Adv ances in Bio and Medical Sciences (IC-

CABS 2021). Journal of Computational Biolo gy, 30(4):

363–365, April 2023. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/fpi/10.1089/cmb.2023.29085.msb;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

29085.msb .

Bishop:2007:GT A

[BMN

+

07] Morgan Bishop, An thon y J. Macula, Ka yla Nimmo, Lauren

W o o d, W endy K. P ogozelski, and Thomas E. Renz. Group

testing to annihilate pairs applied to DNA cross-h ybridization

elimination using SYBR Green I. Journal of Computational

Biolo gy, 14(1):84–96, Jan uary 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0114;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0114 .

Bonizzoni:2009:D A G

[BMP

+

09] P aola Bonizzoni, Giancarlo Mauri, Graziano P esole, Ernesto

Picardi, Y uri Pirola, and Raffaella Rizzi. Detecting alterna-

tiv e gene structures from spliced ESTs: a computational ap-

proac h. Journal of Computational Biolo gy, 16(1):43–66, Jan-

uary 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0028; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0028 .

BenHassen:2009:IST

[BMR09] Hanen Ben Hassen, Afif Masmoudi, and Ahmed Rebai. In-

ference in signal transduction path w a ys using EM algorithm

and an implicit algorithm: Incomplete data case. Jour-

nal of Computational Biolo gy, 16(9):1227–1240, Septem b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0129; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0129 .

Budhlak oti:2019:CSS

[BMR

+

19] Neera j Budhlak oti, Dwijesh Chandra Mishra, Anil Rai, S. B.

Lal, Krishna Kumar Chaturv edi, and Ra jeev Ranjan Kumar. A

comparativ e study of single-trait and m ulti-trait genomic selec-

tion. Journal of Computational Biolo gy, 26(10):1100–1112, Oc-

tob er 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0032; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0032 .

Bergeron:2006:ST

[BMS06] Anne Bergeron, Julia Mixtac ki, and Jens Sto y e. On sort-

ing b y translo cations. Journal of Computational Biolo gy,

13(2):567–578, Marc h 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.567;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.567 .

Bergeron:2010:RMS

[BMS10] Anne Bergeron, P aul Medv edev, and Jens Sto y e. Rearrangemen t

mo dels and single-cut op erations. Journal of Computational Bi-

olo gy, 17(9):1213–1225, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0091;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0091 .

Bo oth:2004:ESA

[BMW

G04] Hilary S. Bo oth, John H. Maindonald, Susan R. Wilson,

and Jill E. Gready

. An efficien t Z -score algorithm for as-

sessing sequence alignmen ts. Journal of Computational Biol-

o gy, 11(4):616–625, August 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.616;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.616 .

Bader:2001:L T A

[BMY01] Da vid A. Bader, Bernard M. E. Moret, and Mi Y an. A

linear-time algorithm for computing in v ersion distance b et w een

signed p erm utations with an exp erimen tal study

. Journal

of Computational Biolo gy, 8(5):483–491, Octob er 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701753216503; https://www.liebertpub.com/

doi/pdf/10.1089/106652701753216503 .

Bank evic h:2012:SNG

[BNA

+

12] An ton Bank evic h, Sergey Nurk, Dmitry An tip o v, Alexey A.

Gurevic h, Mikhail Dv orkin, Alexander S. Kulik o v, V alery M.

Lesin, Sergey I. Nik olenk o, Son Pham, Andrey D. Prjib elski,

Alexey V. Pyshkin, Alexander V. Sirotkin, Nik ola y Vy ahhi,

Glenn T esler, Max A. Aleksey ev, and P a v el A. P evzner.

SP Ades: a new genome assem bly algorithm and its applica-

tions to single-cell sequencing. Journal of Computational Bi-

olo gy, 19(5):455–477, Ma y 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0021;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0021 .

Behrens:2012:AA W

[BNN12] Sarah Behrens, Cyril Nicaud, and Pierre Nico d ` eme. An

automaton approac h for w aiting times in DNA ev olution.

Journal of Computational Biolo gy, 19(5):550–562, Ma y 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0218; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0218 .

Bader:2007:SWR

[BO07] Martin Bader and Enno Ohlebusc h. Sorting b y w eigh ted re-

v ersals, transp ositions, and in v erted transp ositions. Jour-

nal of Computational Biolo gy, 14(5):615–636, June 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R006; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R006 .

Barsb ey:2023:CST

[B

¨

OB

+

23] Melih Barsb ey

, Rıza

¨

Oz¸ celik, Alp eren Ba˘ g, Berk A til, Arzucan

¨

Ozg ¨ ur, and Elif Ozkirimli. A computational soft w are for training

robust drug–target affinit y prediction mo dels: p ydebiaseddta.

Journal of Computational Biolo gy, 30(11):1240–1245, No v em-

b er 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0194; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0194 .

Bo c k er:2004:SCU

[B¨ oc04] Sebastian B¨ oc k er. Sequencing from comp omers: Using mass

sp ectrometry for DNA de novo sequencing of 200+ n t. Jour-

nal of Computational Biolo gy, 11(6):1110–1134, Decem b er 2004.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1110; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1110 .

Bo enn:2018:SSS

[Bo e18] Markus Bo enn. ShRangeSim: Sim ulation of single n u-

cleotide p olymorphism clusters in next-generation sequencing

data. Journal of Computational Biolo gy, 25(6):613–622, June

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0007; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0007 .

Bohnenk amp er:2024:FLH

[Boh24] Leonard Bohnenk¨ amp er. The flo or is la v a: Halving nat-

ural genomes with viaducts, piers, and p on to ons. Jour-

nal of Computational Biolo gy, 31(4):294–311, April 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0330; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0330.

Bruno:2006:TPD

[BP06] William J. Bruno and John E. P earson. T ransformations

that preserv e detailed balance in Mark o v mo dels. Journal

of Computational Biolo gy, 13(9):1574–1578, No v em b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1574; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1574 .

Bartolucci:2014:NCM

[BP14] F rancesco Bartolucci and Silvia P andolfi. A new con-

stan t memory recursion for hidden Mark o v mo dels. Jour-

nal of Computational Biolo gy, 21(2):99–117, F ebruary 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0096; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0096 .

Bonissone:2016:ICU

[BP16] Stefano R. Bonissone and P a v el A. P evzner. Imm unoglob-

ulin classification using the colored an tib o dy graph. Jour-

nal of Computational Biolo gy, 23(6):483–494, June 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0010; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0010 .

Barrios:2017:DIG

[BP17] Da vid Barrios and Carlos Prieto. D3GB: an in teractiv e genome

bro wser for R, Python, and W ordPress. Journal of Computa-

tional Biolo gy, 24(5):447–449, Ma y 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0213;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0213 .

Baeissa:2020:I I I

[BP20] Hanadi M. Baeissa and F rances M. G. P earl. Iden tifying the

impact of inframe insertions and deletions on protein function

in cancer. Journal of Computational Biolo gy, 27(5):786–795,

Ma y 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0192; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0192 .

Berloff:2002:SMC

[BPL02] Natalia Berloff, Markus P erola, and Kenneth Lange. Spline

metho ds for the comparison of ph ysical and genetic maps.

Journal of Computational Biolo gy, 9(3):465–475, June 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652702760138565; https://www.liebertpub.com/

doi/pdf/10.1089/106652702760138565 .

Berard:2003:CM

[BR03] S ` ev erine B ´ erard and Eric Riv als. Comparison of minisatellites.

Journal of Computational Biolo gy, 10(3–4):357–372, June 2003.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Beattie:2006:BSP

[BR06] Bradley J. Beattie and P eter N. Robinson. Binary state pat-

tern clustering: a digital paradigm for class and biomark er

disco v ery in gene microarra y studies of cancer. Journal of

Computational Biolo gy, 13(5):1114–1130, June 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1114; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1114 .

Bolouri:2012:ICS

[BR12] Hamid Bolouri and W alter L. Ruzzo. In tegration of 198

ChIP-seq datasets rev eals h uman cis -regulatory regions. Jour-

nal of Computational Biolo gy, 19(9):989–997, Septem b er 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0100; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0100 .

Bunimo vic h:2023:LIC

[BR23] Leonid Bunimo vic h and A th uly a Ram. Lo cal imm uno defi-

ciency: Com bining cross-imm unoreactivit y net w orks. Jour-

nal of Computational Biolo gy, 30(4):492–501, April 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1340; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1340 .

Behre:2009:MST

[BS09] J¨ orn Behre and Stefan Sc h uster. Mo deling signal transduc-

tion in enzyme cascades with the concept of elemen tary flux

mo des. Journal of Computational Biolo gy, 16(6):829–844, June

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0177; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0177 .

Braga:2010:SSS

[BS10] Mar ´ ılia D. V. Braga and Jens Sto y e. The solution space

of sorting b y DCJ. Journal of Computational Biolo gy, 17

(9):1145–1165, Septem b er 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0109;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0109 .

Bruner:2020:RAD

[BS20] Ariel Bruner and Ro ded Sharan. A robustness analy-

sis of dynamic Bo olean mo dels of cellular circuits. Jour-

nal of Computational Biolo gy, 27(2):133–143, F ebruary 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0290; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0290 .

Berrar:2005:ST A

[BSB

+

05] Daniel Berrar, Brian Sturgeon, Ian Bradbury

, C. Stephen

Do wnes, and W erner Dubitzky

. Surviv al trees for analyzing

clinical outcome in lung adeno carcinomas based on gene ex-

pression profiles: Iden tification of neogenin and diacylglycerol

kinase α expression as critical factors. Journal of Computa-

tional Biolo gy, 12(5):534–544, June 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.534;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.534.

Balaur:2017:EGD

[BSB

+

17] Irina Balaur, Manso or Saqi, Ana Barat, Artem Lysenk o,

Alexander Mazein, Christopher J. Ra wlings, Heather J. Ruskin,

and Charles Auffra y . EpiGeNet: a graph database of in terde-

p endencies b et w een genetic and epigenetic ev en ts in colorectal

cancer. Journal of Computational Biolo gy, 24(10):969–980, Oc-

tob er 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0095; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0095 .

Battle:2005:PDO

[BSK05] Alexis Battle, Eran Segal, and Daphne Koller. Probabilistic

disco v ery of o v erlapping cellular pro cesses and their regulation.

Journal of Computational Biolo gy, 12(7):909–927, Septem b er

2005. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2005.12.909; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.909 .

Banman:2023:AMA

[BSKgG23] Andrew Banman, Nikita A. Sakhanenk o, James Kunert-graf,

and Da vid J. Galas. Ap oE mo difier alleles for Alzheimer’s

disease disco v ered b y information theory dep endency mea-

sures: MIST soft w are pac k age. Journal of Computational

Biolo gy, 30(3):323–336, Marc h 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0185;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0185 .

Bonet:2006:ASD

[BSMA06] Maria Luisa Bonet, Katherine St.John, Ruc hi Mahindru, and

Nina Amen ta. Appro ximating subtree distances b et w een ph y-

logenies. Journal of Computational Biolo gy, 13(8):1419–1434,

Octob er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1419; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1419 .

Bataa:2024:FHS

[BSP

+

24] Magsarja v Bataa, Siw o o Song, Kunso o P ark, Miran Kim,

Jung Hee Cheon, and Sun Kim. Finding highly similar re-

gions of genomic sequences through homomorphic encryp-

tion. Journal of Computational Biolo gy, 31(3):197–212, Marc h

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0050; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0050 .

Badr:2011:LAP

[BSS11] Ghada Badr, Krister M. Sw enson, and Da vid Sank off. List-

ing all parsimonious rev ersal sequences: New algorithms

and p ersp ectiv es. Journal of Computational Biolo gy, 18(9):

1201–1210, Septem b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0133;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0133 .

Blokh:2013:ASP

[BSS13] Dima Blokh, Dann y Segev, and Ro ded Sharan. The appro x-

imabilit y of shortest path-based graph orien tations of protein–

protein in teraction net w orks. Journal of Computational Bi-

olo gy, 20(12):945–957, Decem b er 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0064;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0064 .

Boro o jen y:2020:GTE

[BSSZ

+

20a] Ali Ebrahimp our Boro o jen y , Ak ash Shrestha, Ali Sharifi-

Zarc hi, Suzanne Renic k Gallagher, S. Cenk Sahinalp, and

Hamidreza Chitsaz. Graph tra v ersal edit distance and exten-

sions. Journal of Computational Biolo gy, 27(3):317–329, Marc h

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0511; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0511 .

Boro o jen y:2020:PP A

[BSSz

+

20b] Ali Ebrahimp our Boro o jen y , Ak ash Shrestha, Ali Sharifi-zarc hi,

Suzanne Renic k Gallagher, S ¨ uleyman Cenk Sahinalp, and

Hamidreza Chitsaz. PyGTED: Python application for com-

puting graph tra v ersal edit distance. Journal of Computa-

tional Biolo gy, 27(3):436–439, Marc h 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0510;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0510 .

Blanc hette:2002:APF

[BST02] Mathieu Blanc hette, Benno Sc h wik o wski, and Martin T ompa.

Algorithms for ph ylogenetic fo otprin ting. Journal of Computa-

tional Biolo gy, 9(2):211–223, April 2002. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/10665270252935421;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/10665270252935421 .

Bonet:1998:BMS

[BSWY98] Maria Bonet, Mik e Steel, T andy W arno w, and Shibu Y o oseph.

Better metho ds for solving parsimon y and compatibilit y . Jour-

nal of Computational Biolo gy, 5(3):391–407, Jan uary 1998. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1998.5.391; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1998.5.391 .

Buhler:2002:FMU

[BT02] Jerem y Buhler and Martin T ompa. Finding motifs using random

pro jections. Journal of Computational Biolo gy, 9(2):225–242,

April 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270252935430; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935430 .

Bo den:2008:DNA

[BT08] Mik ael Bo d ´ en and Rohan D. T easdale. Determining n ucleo-

lar asso ciation from sequence b y lev eraging protein-protein in-

teractions. Journal of Computational Biolo gy, 15(3):291–304,

April 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0163; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0163 .

Bafna:2006:CFU

[BTZ06] Vineet Bafna, Haixu T ang, and Shao jie Zhang. Consensus fold-

ing of unaligned RNA sequences revisited. Journal of Computa-

tional Biolo gy, 13(2):283–295, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.283;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.283 .

Buhler:2003:PSI

[Buh03] Jerem y Buhler. Pro v ably sensitiv e indexing strategies for biose-

quence similarit y searc h. Journal of Computational Biolo gy, 10

(3–4):399–417, June 2003. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Bundsc h uh:2002:RSE

[Bun02] Ralf Bundsc h uh. Rapid significance estimation in lo cal se-

quence alignmen t with gaps. Journal of Computational Bi-

olo gy, 9(2):243–260, April 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252935449; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252935449 .

Blanc het:2009:MBA

[BV09] Juliette Blanc het and Matthieu Vignes. A mo del-based ap-

proac h to gene clustering with missing observ ation reconstruc-

tion in a Mark o v random field framew ork. Journal of Computa-

tional Biolo gy, 16(3):475–486, Marc h 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0078;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0078 .

Behrens:2010:SEP

[BV10] Sarah Behrens and Martin Vingron. Studying the ev olu-

tion of promoter sequences: a w aiting time problem. Jour-

nal of Computational Biolo gy, 17(12):1591–1606, Decem b er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0084; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0084 .

Benner:2020:MMS

[BV20] Philipp Benner and Martin Vingron. Mo dHMM: a mo d-

ular supra-Ba y esian genome segmen tation metho d. Jour-

nal of Computational Biolo gy, 27(4):442–457, April 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0280; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0280 .

Bonizzoni:2016:LEM

[BVP

+

16] P aola Bonizzoni, Gianluca Della V edo v a, Y uri Pirola, Marco

Previtali, and Raffaella Rizzi. LSG: an external-memory to ol

to compute string graphs for next-generation sequencing data

assem bly . Journal of Computational Biolo gy, 23(3):137–149,

Marc h 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0172; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0172 .

Bonizzoni:2017:FFS

[BVP

+

17] P aola Bonizzoni, Gianluca Della V edo v a, Y uri Pirola, Marco

Previtali, and Raffaella Rizzi. FSG: F ast string graph con-

struction for De No v o assem bly . Journal of Computational

Biolo gy, 24(10):953–968, Octob er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0089;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0089 .

Bonizzoni:2019:MMB

[BVP

+

19] P aola Bonizzoni, Gianluca Della V edo v a, Y uri Pirola, Marco

Previtali, and Raffaella Rizzi. Multithread m ultistring Burro ws–

Wheeler transform and longest common prefix arra y . Jour-

nal of Computational Biolo gy, 26(9):948–961, Septem b er 2019.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0230; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0230 .

Visw anath:2019:IDI

[bVRN

+

19] bBiju Visw anath, Naren P

. Rao, Janardhanan C. Nara y anasw am y ,

P alanim uth u T. Siv akumar, Arunk andasw am y , Muralidharank e-

sa v an, Urv akhsh-Meherw an Meh ta, Ganesan v enk atasubrama-

nian, John P

. John, Odit y Mukherjee, Meerapurushottam,

Ramakrishnank annan, Bh up esh Meh ta, Thennarasuk anda v el,

B. Bin ukumar, Jitendersaini, Deepak Ja y ara jan, A. Sh y amsun-

dar, Sydney Moirangthem, Kumar G. Vija y , Jagadishathirthalli,

Prabha S. Chandra, Bangalore N. Gangadhar, Pratima Murth y ,

Mitradas M. P anic k er, Upinder S. Bhalla, Suman trac hat-

tarji, Viv ekb enegal, Mathew V arghese, Janardhan Y. C.

Reddy , P adinjat Ragh u, Mahendrarao, and Sanjeev Jain.

INDEX-db: The Indian Exome Reference Database (Phase

I). Journal of Computational Biolo gy, 26(3):225–234, Marc h

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0199; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0199 .

Ba yzid:2012:EOS

[BW12] Md. Shamsuzzoha Ba yzid and T andy W arno w. Estimating op-

timal sp ecies trees from incomplete gene trees under deep co-

alescence. Journal of Computational Biolo gy, 19(6):591–605,

June 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0037; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0037 .

Blazej:2017:RSS

[BW GM17] P a w e l B la ˙ zej, Ma lgorzata Wn¸ etrzak, Ma lgorzata Grabi ´ nsk a,

and P a w e l Mac kiewicz. Represen tations of searc h spaces in

the problem of m utational pressure optimization according

to protein-co ding sequences. Journal of Computational Biol-

o gy, 24(11):1089–1098, No v em b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0017;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0017 .

Braga:2011:DCJ

[BWS11] Mar ´ ılia D. V. Braga, Eyla Willing, and Jens Sto y e. Double cut

and join with insertions and deletions. Journal of Computational

Biolo gy, 18(9):1167–1184, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0118;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0118 .

Behnam:2013:GIL

[BWS13] Ehsan Behnam, Mic hael S. W aterman, and Andrew D. Smith. A

geometric in terpretation for lo cal alignmen t-free sequence com-

parison. Journal of Computational Biolo gy, 20(7):471–485, July

Calabrese:2022:QBU

[Cal22] P eter Calabrese. Quan titativ e biology undergraduate ma jor at

the Univ ersit y of Southern California. Journal of Computa-

tional Biolo gy, 29(7):616–618, July 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0605;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0605 .

Cardone:2010:EIC

[CASP10] An tonio Cardone, R. W a yne Alb ers, Ram D. Sriram, and Har-

ish C. P an t. Ev aluation of the in teraction of cyclin-dep enden t

kinase 5 with activ ator p25 and with p25-deriv ed inhibitor

CIP. Journal of Computational Biolo gy, 17(5):707–721, Ma y

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0202; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0202 .

Chia:2006:P AS

[CB06] Nic holas Chia and Ralf Bundsc h uh. A practical approac h to

significance assessmen t in alignmen t with gaps. Journal of

Computational Biolo gy, 13(2):429–441, Marc h 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.429; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.429 .

Chenn ubhotla:2007:MMH

[CB07] Chakra Chenn ubhotla and Iv et Bahar. Mark o v metho ds

for hierarc hical coarse-graining of large protein dynamics.

Journal of Computational Biolo gy, 14(6):765–776, July 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R015; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R015 .

Cleary:2014:JVN

[CBG

+

14] John G. Cleary

, Ross Braith w aite, Kurt Gaastra, Brian S.

Hilbush, Stuart Inglis, Sean A. Irvine, Alan Jac kson, Ric hard

Littin, Sahar Nohzadeh-Malakshah, Meh ul Ratho d, Da vid

W are, Len T rigg, and F rancisco M. De La V ega. Join t

v arian t and De Novo m utation iden tification on p edigrees

from high-throughput sequencing data. Journal of Computa-

tional Biolo gy, 21(6):405–419, June 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0029;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0029 .

Carnev ali:2012:CTH

[CBH

+

12] P aolo Carnev ali, Jonathan Baccash, Aaron L. Halp ern, Igor

Nazarenk o, Geoffrey B. Nilsen, Krishna P . P an t, Jessica C.

Eb ert, An ushk a Bro wnley

, Matt Morenzoni, Vitali Karpinc h yk,

Bruce Martin, Dennis G. Ballinger, and Rado je Drmanac.

Computational tec hniques for h uman genome resequencing us-

ing mated gapp ed reads. Journal of Computational Biol-

o gy, 19(3):279–292, Marc h 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0201;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0201 .

Co w en:2002:PBH

[CBM

+

02] Lenore Co w en, Phil Bradley

, Matthew Menk e, Jonathan King,

and Bonnie Berger. Predicting the b eta-helix fold from protein

sequence data. Journal of Computational Biolo gy, 9(2):261–276,

April 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270252935458; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935458 .

Cheloshkina:2021:R CB

[CBP21] Kseniia Cheloshkina, Islam Bzhikhatlo v, and Maria P optso v a.

Randomness in cancer breakp oin t prediction. Journal of

Computational Biolo gy, 28(7):716–731, July 2021. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2020.

0551; https://www.liebertpub.com/doi/reader/10.1089/

cmb.2020.0551 .

Carter:2020:CPF

[CBS

+

20] Brandon Carter, Maxw ell Bilesc hi, Jamie Smith, Theo Sander-

son, Drew Bry an t, Da vid Belanger, and Lucy J. Colw ell. Cri-

tiquing protein family classification mo dels using sufficien t input

subsets. Journal of Computational Biolo gy, 27(8):1219–1231,

August 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0339; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0339 .

Cameron:2007:CSR

[CBW07] Mic hael Cameron, Y aniv Bernstein, and Hugh E. Williams.

Clustered sequence represen tation for fast homology searc h.

Journal of Computational Biolo gy, 14(5):594–614, June 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R005; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R005 .

Chattopadh y a y:2003:TCP

[CC03] Suja y Chattopadh y a y and Ja yprok as Chakrabarti. T emp o-

ral c hanges in phosphoglycerate kinase co ding sequences: a

quan titativ e measure. Journal of Computational Biolo gy, 10

(1):83–93, F ebruary 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703763255688;

https://www.liebertpub.com/doi/pdf/10.1089/106652703763255688 .

Chen:2006:FR T

[CC06] Y u Chen and Gordon M. Cripp en. F old recognition via a

tree. Journal of Computational Biolo gy, 13(9):1565–1573,

No v em b er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1565; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1565 .

Cheng:2009:SOM

[CC09] Qiang Cheng and Jie Cheng. Sparsit y optimization metho d

for m ultiv ariate feature screening for gene expression analysis.

Journal of Computational Biolo gy, 16(9):1241–1252, Septem-

b er 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0034; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0034 .

Chen:2011:BP A

[CC11] Jiun-Rung Chen and Y e-In Chang. An up-do wn bit pattern

approac h to coregulated and negativ e-coregulated gene clus-

tering of microarra y data. Journal of Computational Biol-

o gy, 18(12):1777–1791, Decem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0212;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0212 .

Cohen:2012:DPS

[CC12] Ey al Cohen and Benn y Chor. Detecting ph ylogenetic signals

in euk ary otic whole genome sequences. Journal of Computa-

tional Biolo gy, 19(8):945–956, August 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0122;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0122 .

Ca v attoni:2023:CIM

[CC23] Margherita Ca v attoni and Matteo Comin. ClassGraph: Im-

pro ving metagenomic read classification with o v erlap graphs.

Journal of Computational Biolo gy, 30(6):633–647, June 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0208; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0208 .

Castellani:2021:ECE

[CCDB21] Gastone Castellani, Leon N. Co op er, Luciana Renata De

Oliv eira, and Brian S. Blais. Energy consumption and en-

trop y pro duction in a sto c hastic form ulation of BCM learn-

ing. Journal of Computational Biolo gy, 28(3):257–268, Marc h

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0118; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2020.0118 .

Chang:2010:ICP

[CCF10] Huilan Chang, Hong-Bin Chen, and Hung-Lin F u. Iden tifica-

tion and classification problems on p o oling designs for inhibitor

mo dels. Journal of Computational Biolo gy, 17(7):927–941, July

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0138; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0138.

Carlson:2006:BBS

[CCG06] Jonathan M. Carlson, Arijit Chakra v art y , and Rob ert H. Gross.

BEAM: a b eam searc h algorithm for the iden tification of Cis -

regulatory elemen ts in groups of genes. Journal of Computa-

tional Biolo gy, 13(3):686–701, April 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.686;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.686 .

Chen:2019:IPK

[CCH

+

19] Zide Chen, Jieh ua Chen, Xuan Huang, Yi W u, Kuiyuan Huang,

W eik ang Xu, Linqing Xie, Xiao y ong Zhang, and Hongy an Liu.

Iden tification of p oten tial k ey genes for hepatitis B virus-

asso ciated hepato cellular carcinoma b y bioinformatics analy-

sis. Journal of Computational Biolo gy, 26(5):485–494, Ma y

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0244; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0244 .

Caprara:2004:OPS

[CCI

+

04] Alb erto Caprara, Rob ert Carr, Sorin Istrail, Giusepp e Lan-

cia, and Brian W alenz. 1001 optimal PDB structure align-

men ts: In teger programming metho ds for finding the maxi-

m um con tact map o v erlap. Journal of Computational Biol-

o gy, 11(1):27–52, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416876;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416876 .

Chen:2009:AMP

[CCJ09] Ho-Lin Chen, Anne Condon, and Hosna Jabbari. An O ( n

5

)

algorithm for MFE prediction of kissing hairpins and 4-c hains in

n ucleic acids. Journal of Computational Biolo gy, 16(6):803–815,

June 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0219; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0219 .

Chen:2019:BAD

[CCL

+

19] Hengxi Chen, Sh uting Cheng, Chang Liu, Jing F u, and W ei

Huang. Bioinformatics analysis of differen tially expressed

genes, meth ylated genes, and miRNAs in unexplained recur-

ren t sp on taneous ab ortion. Journal of Computational Biol-

o gy, 26(12):1418–1426, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0158;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0158 .

Chakrab ort y:2020:CRN

[CCMS20] Shounak Chakrab ort y , Stefan Canzar, T obias Marsc hall, and

Marcel H. Sc h ulz. Chromat yping: Reconstructing n ucleosome

profiles from NOMe sequencing data. Journal of Computa-

tional Biolo gy, 27(3):330–341, Marc h 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0457;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0457 .

Choi:2017:PLN

[CCPT17] Y o onha Choi, Marc Coram, Jie P eng, and Hua T ang. A P ois-

son log-normal mo del for constructing gene co v ariation net-

w ork using RNA-seq data. Journal of Computational Biol-

o gy, 24(7):721–731, July 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0053;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0053 .

Chang:2009:MSC

[CCT09] Y e-In Chang, Jiun-Rung Chen, and Y ueh-Chi Tsai. Mining sub-

space clusters from DNA microarra y data using large itemset

tec hniques. Journal of Computational Biolo gy, 16(5):745–768,

Ma y 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0161; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0161 .

Chang:2015:V CF

[CCT15] Huilan Chang, Yi-Chang Chiu, and Yi-Lin Tsai. A v ariation

of co v er-free families and its applications. Journal of Compu-

tational Biolo gy, 22(7):677–686, July 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0222;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0222 .

Chang:2018:R O A

[CCYH18] Kuang-Y u Chang, Y un Cui, Siu-Ming Yiu, and Wing-Kai Hon.

Reconstructing one-articulated net w orks with distance matri-

ces. Journal of Computational Biolo gy, 25(3):253–269, Marc h

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0148; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0148 .

Cheng:2007:ECD

[CD07] Y ongxi Cheng and Ding-Zh u Du. Efficien t constructions of

disjunct matrices with applications to DNA library screening.

Journal of Computational Biolo gy, 14(9):1208–1216, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0052; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0052 .

Cheng:2008:NCO

[CD08] Y ongxi Cheng and Ding-Zh u Du. New constructions of one-

and t w o-stage p o oling designs. Journal of Computational

Biolo gy, 15(2):195–205, Marc h 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0195;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0195 .

Chen:2011:A O A

[CD11] Hong-Bin Chen and Annalisa De Bonis. An almost opti-

mal algorithm for generalized threshold group testing with in-

hibitors. Journal of Computational Biolo gy, 18(6):851–864, June

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0030; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0030 .

Chen:2018:DCN

[CD18] Jie Chen and Shirong Deng. Detection of cop y n um b er v ari-

ation regions using the DNA-Sequencing data from m ultiple

profiles with correlated structure. Journal of Computational

Geerk e, Leen Stougie, and Gunnar W. Klau. Charge group

partitioning in biomolecular sim ulation. Journal of Computa-

tional Biolo gy, 20(3):188–198, Marc h 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0239;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0239 .

Cohen:1997:NTD

[CF97] Jaime Cohen and Martin F arac h. Numerical taxonom y on

data: Exp erimen tal results. Journal of Computational Biol-

o gy, 4(4):547–558, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.547;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.547 .

Comin:2014:PCF

[CF14] Matteo Comin and Mon tse F arreras. P arallel con tin uous flo w:

a parallel suffix tree construction to ol for whole genomes.

Journal of Computational Biolo gy, 21(4):330–344, April 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0256; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0256 .

Chen:2007:MPP

[CFB

+

07] Brian Y. Chen, Viac hesla v Y. F ofano v, Drew H. Bry an t,

Bradley D. Do dson, Da vid M. Kristensen, Andreas M. Lisewski,

Marek Kimmel, Olivier Lic h targe, and Lydia E. Ka vraki. The

MASH pip eline for protein function prediction and an algorithm

for the geometric refinemen t of 3D motifs. Journal of Compu-

tational Biolo gy, 14(6):791–816, July 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.R017;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

R017 .

Chapuis:2013:GPU

[CFE

+

13] Guillaume Chapuis, Olivier Filangi, Jean-Mic hel Elsen, Do-

minique La v enier, and P ascale Le Ro y. Graphics pro cess-

ing unit–accelerated quan titativ e trait lo ci detection. Jour-

nal of Computational Biolo gy, 20(9):672–686, Septem b er 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0136; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0136 .

Chitsaz:2013:EA U

[CFH13] Hamidreza Chitsaz, Elmirasadat F orouzmand, and Gholam-

reza Haffari. An efficien t algorithm for upp er b ound on

the partition function of n ucleic acids. Journal of Computa-

tional Biolo gy, 20(7):486–494, July 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0003;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0003 .

Ceselli:2012:ADM

[CFR12] Alb erto Ceselli, Sandro Luciano F ornili, and Gio v anni Righ-

ini. Algorithms for the design of maxim um h ydropathic

complemen tarit y molecules. Journal of Computational Biol-

o gy, 19(3):261–270, Marc h 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0084;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0084 .

Chen:2008:L TP

[CFS

+

08] Zhixiang Chen, Bin F u, Rob ert Sc h w eller, Boting Y ang, Zhiyu

Zhao, and Binhai Zh u. Linear time probabilistic algorithms

for the singular haplot yp e reconstruction problem from SNP

fragmen ts. Journal of Computational Biolo gy, 15(5):535–546,

June 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0003; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0003 .

Chang:2013:TGT

[CFS13] Huilan Chang, Hung-Lin F u, and ChiH-Huai Shih. Thresh-

old group testing on inhibitor mo del. Journal of Computa-

tional Biolo gy, 20(6):464–470, June 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0224;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0224.

Comin:2009:BBF

[CGD09] Matteo Comin, Concettina Guerra, and F rank Dellaert. Bind-

ing balls: F ast detection of binding sites using a prop ert y of

spherical F ourier transform. Journal of Computational Biol-

o gy, 16(11):1577–1591, No v em b er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0045;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0045 .

Christo doulakis:2007:EA C

[CGI

+

07] Manolis Christo doulakis, G. Brian Golding, Costas S. Il-

iop oulos, Y oan Jos ´ e Pinz´ on Ardila, and William F. Sm yth.

Efficien t algorithms for coun ting and rep orting segregating

sites in genomic sequences. Journal of Computational Biol-

o gy, 14(7):1001–1010, Septem b er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0136;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0136 .

Chauv e:2010:Y A G

[CGOT10] Cedric Chauv e, Haris Ga vrano vic, Aida Ouangraoua, and Eric

T annier. Y east ancestral genome reconstructions: The p ossibil-

ities of computational metho ds I I. Journal of Computational

Biolo gy, 17(9):1097–1112, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0092 .

Crescenzi:1998:CPF

[CGP

+

98] Pierluigi Crescenzi, Deb orah Goldman, Christos P apadimitriou,

An tonio Piccolb oni, and Mihalis Y annak akis. On the com-

plexit y of protein folding. Journal of Computational Biol-

o gy, 5(3):423–465, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.423;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.423 .

Chen:2014:ZSR

[CGSW14] William Y. C. Chen, Qiang-Hui Guo, Lisa H. Sun, and

Jian W ang. Zigzag stac ks and m-regular linear stac ks.

Journal of Computational Biolo gy, 21(12):915–935, Decem b er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0133; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0133 .

Chang:2012:OBI

[CGT12] Y oung Hw an Chang, Jo e Gra y , and Claire T omlin. Optimization-

based inference for temp orally ev olving net w orks with ap-

plications in biology

. Journal of Computational Biolo gy, 19

(12):1307–1323, Decem b er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0190;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0190 .

Comin:2004:PCM

[CGZ04] Matteo Comin, Concettina Guerra, and Giusepp e Zanotti.

PR OuST: a comparison metho d of three-dimensional struc-

tures of proteins using indexing tec hniques. Journal of Com-

putational Biolo gy, 11(6):1061–1072, Decem b er 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1061; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1061 .

Chen:2015:CAM

[CH15] Ping Chen and Xuelin Huang. Comparison of analytic meth-

o ds for quan titativ e real-time p olymerase c hain reaction data.

Journal of Computational Biolo gy, 22(11):988–996, No v em b er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0023; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0023 .

Charleston:1995:TCL

[Cha95] M. A. Charleston. T o w ard a c haracterization of landscap es

of com binatorial optimization problems, with sp ecial atten tion

to the ph ylogen y problem. Journal of Computational Biol-

o gy, 2(3):439–450, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.439;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.439.

Charleston:2001:HHP

[Cha01] Mic hael A. Charleston. Hitc h-hiking: a parallel heuristic

searc h strategy

, applied to the ph ylogen y problem. Journal

of Computational Biolo gy, 8(1):79–91, F ebruary 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701300099137; https://www.liebertpub.com/

doi/pdf/10.1089/106652701300099137 .

Cheung:2004:URS

[Che04] Leo W ang-Kit Cheung. Use of runs statistics for pattern recogni-

tion in genomic DNA sequences. Journal of Computational Bi-

olo gy, 11(1):107–124, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416911;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416911 .

Chen:2006:DEA

[Che06] P eter C. Y. Chen. A discrete-ev en t approac h to transcrip-

tion con trol with dynamic ev en t-con trollabilit y . Journal of

Computational Biolo gy, 13(9):1532–1545, No v em b er 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1532; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1532 .

Chen:2012:PDP

[Che12] Y en Hung Chen. The k partition-distance problem. Jour-

nal of Computational Biolo gy, 19(4):404–417, April 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0186; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0186 .

Christensen:2005:PLA

[CHJ05] Ole F. Christensen, Asger Hob olth, and Jens L. Jensen.

Pseudo-lik eliho o d analysis of co don substitution mo dels with

neigh b or-dep enden t rates. Journal of Computational Biol-

o gy, 12(9):1166–1182, No v em b er 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.1166;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.1166.

Co om b es:2002:IQS

[CHK

+

02] Kevin R. Co om b es, W. Edw ard Highsmith, T amm y A. Krog-

mann, Keith A. Baggerly

, Da vid N. Stiv ers, and Lynne V.

Abruzzo. Iden tifying and quan tifying sources of v aria-

tion in microarra y data using high-densit y cDNA mem-

brane arra ys. Journal of Computational Biolo gy, 9(4):

655–669, August 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760277372;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760277372 .

Chew:1999:FDC

[CHKK99] L. P aul Chew, Dan Huttenlo c her, Klara Kedem, and Jon Klein-

b erg. F ast detection of common geometric substructure in pro-

teins. Journal of Computational Biolo gy, 6(3–4):313–325, Oc-

tob er 1999. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Chao:1994:RDL

[CHM94] Kun-Mao Chao, Ross C. Hardison, and W ebb Miller. Recen t de-

v elopmen ts in linear-space alignmen t metho ds: a surv ey . Jour-

nal of Computational Biolo gy, 1(4):271–291, Jan uary 1994. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1994.1.271; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1994.1.271 .

Chor:2013:PR

[Cho13] Benn y Chor. Preface: RECOMB 2012. Journal of Computa-

tional Biolo gy, 20(2):63, F ebruary 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.2013.007p .

Charleston:1994:ESL

[CHP94] Mic hael A. Charleston, Mic hael D. Hendy

, and Da vid P enn y .

The effects of sequence length, tree top ology

, and n um b er of

taxa on the p erformance of ph ylogenetic metho ds. Journal of

Computational Biolo gy, 1(2):133–151, Jan uary 1994. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1994.

1.133; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1994.1.133.

Chen:2017:A WP

[CHS17] W en bin Chen, William Hendrix, and Nagiza F. Samato v a. The

application of the w eigh ted k -partite graph problem to the m ulti-

ple alignmen t for metab olic path w a ys. Journal of Computational

Biolo gy, 24(12):1195–1211, Decem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0064;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0064 .

Chauv e:2010:MCS

[CHSY10] Cedric Chauv e, Utz-Uw e Haus, T amon Stephen, and Vivija P .

Y ou. Minimal conflicting sets for the consecutiv e ones prop ert y

in ancestral genome reconstruction. Journal of Computational

Biolo gy, 17(9):1167–1181, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0113;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0113 .

Christo doulakis:2006:CRR

[CIM

+

06] M. Christo doulakis, C. Iliop oulos, L. Mouc hard, K. P erdikuri,

A. Tsak alidis, and K. Tsic hlas. Computation of rep etitions

and regularities of biologically w eigh ted sequences. Journal

of Computational Biolo gy, 13(6):1214–1231, July 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1214; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1214 .

Chen:2021:ILI

[CJ21] Xuejun Chen and Zhenran Jiang. ISFMD

A: Learning in-

teractions of selected features-based metho d for predict-

ing p oten tial MicroRNA-Disease asso ciations. Journal of

Computational Biolo gy, 28(12):1219–1227, Decem b er 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0149; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0149 .

Chandrasekhar:2022:MF A

[CJ22] Arjun Chandrasekhar and Magdalena M. Julk o wsk a. A math-

ematical framew ork for analyzing wild tomato ro ot arc hitec-

Clifton:2017:HSM

[CKL

+

17] Sara M. Clifton, Chaery on Kang, Jingyi Jessica Li, Qi Long,

Nirmish Shah, and Daniel M. Abrams. Hybrid statistical

and mec hanistic mathematical mo del guides mobile health in-

terv en tion for c hronic pain. Journal of Computational Biol-

o gy, 24(7):675–688, July 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0059;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0059 .

Chor:2006:MLM

[CKS06] Benn y Chor, Amit Khetan, and Sagi Snir. Maxim um lik eliho o d

molecular clo c k com b: Analytic solutions. Journal of Computa-

tional Biolo gy, 13(3):819–837, April 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.819;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.819 .

Califano:2012:PRS

[CKS12] Andrea Califano, Manolis Kellis, and Gusta v o Stolo vitzky

. Pref-

ace: RECOMB Systems Biology

, Regulatory Genomics, and

DREAM 2011 sp ecial issue. Journal of Computational Bi-

olo gy, 19(2):101, F ebruary 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2012.010p .

Califano:2013:PRS

[CKS13] Andrea Califano, Manolis Kellis, and Gusta v o Stolo vitzky

. Pref-

ace: RECOMB Systems Biology

, Regulatory Genomics, and

DREAM 2012 sp ecial issue. Journal of Computational Bi-

olo gy, 20(5):373–374, Ma y 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2013.008p .

Califano:2014:RIS

[CKS14] Andrea Califano, Manolis Kellis, and Gusta v o Stolo vitzky .

RECOMB/ISCB systems biology

, regulatory genomics, and

DREAM 2013 sp ecial issue. Journal of Computational Bi-

olo gy, 21(5):371–372, Ma y 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2014.009p.

Califano:2015:PRI

[CKS15] AnDrea Califano, Manolis Kellis, and Gusta v o Stolo vitzky

. Pref-

ace: RECOMB/ISCB Systems Biology

, Regulatory Genomics,

and DREAM 2014 sp ecial issue. Journal of Computational Bi-

olo gy, 22(4):251–252, April 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2015.020P .

Chen:2001:DP A

[CKT

+

01] Ting Chen, Ming-Y ang Kao, Matthew T ep el, John Rush,

and George M. Ch urc h. A dynamic programming approac h

to De No v o p eptide sequencing via tandem mass sp ectrom-

etry

. Journal of Computational Biolo gy, 8(3):325–337, June

2001. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270152530872; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530872 .

Chakrabart y:2016:DCD

[CKT16] Deeparnab Chakrabart y , Sampath Kannan, and Kevin Tian.

Detecting c haracter dep endencies in sto c hastic mo dels of ev olu-

tion. Journal of Computational Biolo gy, 23(3):180–191, Marc h

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0099; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0099 .

Cho:2019:MDC

[CKZ

+

19] So on w eng Cho, Hyun-Seok Kim, Martha A. Zeiger, Christo-

pher B. Um bric h t, and Leslie M. Cop e. Measuring DNA

cop y n um b er v ariation using high-densit y meth ylation microar-

ra ys. Journal of Computational Biolo gy, 26(4):295–304, April

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0143; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0143 .

Chen:2020:IBA

[CKZL20] Mengw ei Chen, Chengqi Kong, Zhiyuan Zheng, and Yin Li.

Iden tification of biomark ers asso ciated with septic cardiom y-

opath y based on bioinformatics analyses. Journal of Computa-

tional Biolo gy, 27(1):69–80, Jan uary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0181;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0181 .

Ch urc hill:1999:BRH

[CL99] Gary A. Ch urc hill and Bett y Lazarev a. Ba y esian restoration of

a hidden Mark o v c hain with applications to DNA sequencing.

Journal of Computational Biolo gy, 6(2):261–277, Jan uary 1999.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1999.6.261; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1999.6.261 .

Cao:2017:UVL

[CL17] Hu Cao and Y onggang Lu. Using v ariable-length aligned frag-

men t pairs and an impro v ed transition function for flexible

protein structure alignmen t. Journal of Computational Bi-

olo gy, 24(1):2–12, Jan uary 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0135;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0135 .

Chen:2021:OFB

[CL21a] Hsin-Hao Chen and Ch ung-Chin Lu. Optimized fluorescence-

based detection in single molecule syn thesis pro cess. Jour-

nal of Computational Biolo gy, 28(2):195–208, F ebruary 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0226; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2020.0226 .

Cheng:2021:ANP

[CL21b] Ch u-Y u Cheng and Ch ung-Chin Lu. The agilit y of a neuron:

Phase shift b et w een sin usoidal curren t input and firing rate

curv e. Journal of Computational Biolo gy, 28(2):220–234, F ebru-

ary 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2020.0224; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2020.0224.

Liu:2021:ERA

[cLcSwP

+

21] Ch un c heng Liu, T ao c h uan Shih, T un w en P ai, Chin h w a Hu,

and W en sh y ong Tzou. Enhanced o v er-represen tation analysis

for the differen tial regulation of bir c5a and hif2 α-kno c kdo wn

approac hes. Journal of Computational Biolo gy, 28(7):674–686,

July 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2020.0556; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2020.0556 .

Ch ung:2003:DMB

[CLDG03] F an Ch ung, Lin yuan Lu, T. Gregory Dew ey , and Da vid J.

Galas. Duplication mo dels for biological net w orks. Journal

of Computational Biolo gy, 10(5):677–687, Octob er 2003. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322539024; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322539024 .

Chikhi:2015:RBG

[CLJ

+

15] Ra y an Chikhi, An toine Limasset, Shaun Jac kman, Jared T.

Simpson, and P aul Medv edev. On the represen tation

of de Bruijn graphs. Journal of Computational Biolo gy,

22(5):336–352, Ma y 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0160;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0160 .

Cui:2020:MIL

[CLLL20] Danni Cui, Yingying Liu, Gang Liu, and Lei Liu. A m ultiple-

instance learning-based con v olutional neural net w ork mo del

to detect the IDH1 m utation in the histopathology images

of glioma tissues. Journal of Computational Biolo gy, 27

(8):1264–1272, August 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0410;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0410 .

Camilo:2016:HOO

[CLM

+

16] Cesar M. Camilo, Gusta v o M. A. Lima, F ernando V. Maluf,

Rafael V. C. Guido, and Igor P olik arp o v. HTP-OligoDesigner:

an online primer design to ol for high-throughput gene cloning

and site-directed m utagenesis. Journal of Computational Bi-

olo gy, 23(1):27–29, Jan uary 2016. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0148;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0148 .

Ciac h:2018:ERR

[C LM

+

18] Mic ha l Aleksander Ciac h, Mateusz Krzysztof L ¸ ac ki, B la ˙ zej Mi-

aso jedo w, F rederik Lerm yte, Dirk V alk en b org, F rank Sob ott,

and Anna Gam bin. Estimation of rates of reactions trig-

gered b y electron transfer in top-do wn mass sp ectrome-

try . Journal of Computational Biolo gy, 25(3):282–301, Marc h

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0156; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0156 .

Clote:2005:EA C

[Clo05] P

. Clote. An efficien t algorithm to compute the landscap e of

lo cally optimal RNA secondary structures with resp ect to the

Nussino v–Jacobson energy mo del. Journal of Computational

Biolo gy, 12(1):83–101, F ebruary 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.83;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.83 .

Clote:2006:CSS

[Clo06] P

. Clote. Com binatorics of saturated secondary structures

of RNA. Journal of Computational Biolo gy, 13(9):1640–1657,

No v em b er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1640; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1640 .

Chen:2005:MRP

[CLR

+

05] Zhi-Zhong Chen, Guoh ui Lin, Romeo Rizzi, Jianjun W en, Dong

Xu, Ying Xu, and T ao Jiang. More reliable protein NMR

p eak assignmen t via impro v ed 2-in terv al sc heduling. Journal

of Computational Biolo gy, 12(2):129–146, Marc h 2005. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2005.

12.129; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2005.12.129 .

Collins:2011:QHR

[CLS11] Josh ua Collins, Simone Linz, and Charles Semple. Quan tify-

ing h ybridization in realistic time. Journal of Computational

Biolo gy, 18(10):1305–1318, Octob er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0166;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0166 .

Clark:2002:CA G

[CLSW02] T erry Clark, Sanggyu Lee, L. Ridgw a y Scott, and San Ming

W ang. Computational analysis of gene iden tification with

SA GE. Journal of Computational Biolo gy, 9(3):513–526, June

2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/106652702760138600; https://www.liebertpub.

com/doi/pdf/10.1089/106652702760138600 .

Chen:2020:APP

[CL T

+

20] Xiao xia Chen, Hao Li, Lic hao Tian, Qin w ei Li, Jinxiang Luo,

and Y ongqiang Zhang. Analysis of the ph ysico c hemical prop-

erties of acaricides based on Lipinski’s rule of fiv e. Jour-

nal of Computational Biolo gy, 27(9):1397–1406, Septem b er

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0323; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0323 .

Csuros:2004:PGI

[CM04] Mikl´ os Cs ¨ ur¨ os and Aleksandar Milosa vljevic. P o oled genomic

indexing (PGI): Analysis and design of exp erimen ts. Jour-

nal of Computational Biolo gy, 11(5):1001–1021, Octob er 2004.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1001; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1001 .

Camp o:2023:NIT

[CMK23] Da vid S. Camp o, Alexander Mosa, and Y ury Kh udy ak o v. A

no v el information-theory-based genetic distance that appro x-

imates phenot ypic differences. Journal of Computational Bi-

olo gy, 30(4):420–431, April 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0395;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0395 .

Carmel:2014:W CC

[CML

TZU14] Amir Carmel, Noa Musa-Lemp el, Dek el Tsur, and Mic hal Ziv-

Uk elson. The w orst case complexit y of maxim um parsimon y .

Journal of Computational Biolo gy, 21(11):799–808, No v em b er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0128; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0128 .

Chen:2012:PSI

[CMSZ12] Ting Chen, P aul Marjoram, F engzh u Sun, and Jasmine Xi-

anghong Zhou. Preface: Sp ecial issue. Journal of Computa-

tional Biolo gy, 19(6):575–576, June 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.2012.6pre .

Chernomor:2015:CCT

[CMvH15] Olga Chernomor, Bui Quang Minh, and Arndt v on Haeseler.

Consequences of common top ological rearrangemen ts for parti-

tion trees in ph ylogenomic inference. Journal of Computational

Biolo gy, 22(12):1129–1142, Decem b er 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0146;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0146 .

Castro:2017:UNM

[CN17] Christina J. Castro and T erry F ei F an Ng. U

50

: a new met-

ric for measuring assem bly output based on non-o v erlapping,

target-sp ecific con tigs. Journal of Computational Biolo gy, 24

(11):1071–1080, No v em b er 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0013;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0013.

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0061; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0061 .

Ca wley:2000:DST

[CS00] Simon E. Ca wley and T erence P

. Sp eed. DNA sequenc-

ing with transp osons. Journal of Computational Biolo gy,

7(5):717–729, Octob er 2000. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/106652701446161;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/106652701446161 .

Cohen:2003:NSA

[CS03] Barry Cohen and Stev en Skiena. Natural selection and algo-

rithmic design of mRNA. Journal of Computational Biolo gy, 10

(3–4):419–432, June 2003. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Clausen:2015:DDE

[CS15] Rudy Clausen and Amarda Sheh u. A data-driv en ev olutionary

algorithm for mapping m ultibasin protein energy landscap es.

Journal of Computational Biolo gy, 22(9):844–860, Septem b er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0107; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0107 .

Chen:1998:HOM

[CSA98] Cheng Che Chen, Jas Winder P al Singh, and Russ B. Altman.

Hierarc hical organization of molecular structure computations.

Journal of Computational Biolo gy, 5(3):409–422, Jan uary 1998.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1998.5.409; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1998.5.409 .

Chen:2020:MMI

[CSH

+

20] Zhenghao Chen, Ily a Soifer, Hugo Hilton, Leeat Keren,

and Vladimir Jo jic. Mo deling m ultiplexed images with

Sp atial–LD

A rev eals no v el tissue micro en vironmen ts. Jour-

nal of Computational Biolo gy, 27(8):1204–1218, August 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0340; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0340 .

Cosen tino:2012:SBG

[CSP

+

12] Carlo Cosen tino, Luca Salerno, An tonio P assan ti, Alessio

Merola, Declan G. Bates, and F rancesco Amato. Structural

bistabilit y of the GAL regulatory net w ork and c haracteriza-

tion of its domains of attraction. Journal of Computational

Biolo gy, 19(2):148–162, F ebruary 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0251;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0251 .

Cai:2021:SI Ia

[CSPZ21a] Zhip eng Cai, P a v el Skums, Y uri P orozo v, and Alexander Ze-

lik o vsky

. Sp ecial issue: 16th In ternational Symp osium on Bioin-

formatics Researc h and Applications (ISBRA 2020). Jour-

nal of Computational Biolo gy, 28(7):636, July 2021. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2021.29038.zc .

Cai:2021:SI Ib

[CSPZ21b] Zhip eng Cai, P a v el Skums, Y uri P orozo v, and Alexander Ze-

lik o vsky

. Sp ecial issue: 16th In ternational Symp osium on Bioin-

formatics Researc h and Applications (ISBRA 2020). Journal

of Computational Biolo gy, 28(8):745–746, August 2021. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2021.29041.zc .

Costa:2020:AP A

[CST20] Ev aldo Bezerra Costa, Gabriel P ereira Silv a, and Mar-

cello Goulart T eixeira. An approac h to parallel algorithms

for long DNA sequences alignmen t on man ycore arc hitecture.

Journal of Computational Biolo gy, 27(8):1248–1252, August

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0362; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0362.

Csuros:2002:FRE

[Csu02] Mikl´ os Csur¨ os. F ast reco v ery of ev olutionary trees with thou-

sands of no des. Journal of Computational Biolo gy, 9(2):277–297,

April 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270252935467; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935467 .

Cai:2018:SIP

[CSZ18] Zhip eng Cai, P a v el Skums, and Alexander Zelik o vsky

. Sp e cial

Issue preface: 13th In ternational Symp osium on Bioinformatics

Researc h and Applications (ISBRA 2017). Journal of Computa-

tional Biolo gy, 25(3):251–252, Marc h 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.2018.29012.zc .

Cai:2019:PIS

[CSZ19] Zhip eng Cai, P a v el Skums, and Alexander Zelik o vsky

. Pref-

ace: 14th In ternational Symp osium on Bioinformatics Researc h

and Applications (ISBRA 2018). Journal of Computational Bi-

olo gy, 26(8):767–768, August 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2019.29022.zc .

Cai:2020:PSI

[CSZ20] Zhip eng Cai, P a v el Skums, and Alexander Zelik o vsky

. Pref-

ace sp ecial issue: 15th In ternational Symp osium on Bioinfor-

matics Researc h and Applications (ISBRA 2019). Journal of

Computational Biolo gy, 27(2):131–132, F ebruary 2020. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2019.29024.zc .

Cai:2022:ISB

[CSZ22] Zhip eng Cai, P a v el Skums, and Alexander Zelik o vsky

. 17th

in ternational symp osium on bioinformatics researc h and ap-

plications (ISBRA 2021). Journal of Computational Biolo gy,

29(10):1059–1060, Octob er 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/reader/10.1089/cmb.2022.29070.zc.

Cai:2023:SIPb

[CSZ23a] Zhip eng Cai, P a v el Skums, and Alexander Zeilk o vsky

. Sp e-

cial issue, part 2: 18th In ternational Symp osium on Bioin-

formatics Researc h and Applications (ISBRA 2022). Jour-

nal of Computational Biolo gy, 30(9):949–950, Septem b er 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2023.29099.az .

Cai:2023:SIP a

[CSZ23b] Zhip eng Cai, P a v el Skums, and Alexander Zelik o vsky

. Sp e-

cial issue, part I: 18th In ternational Symp osium on Bioin-

formatics Researc h and Applications (ISBRA 2022). Journal

of Computational Biolo gy, 30(8):829–830, August 2023. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2023.29095.az .

Chor:2007:BNC

[CT07] Benn y Chor and T amir T uller. Biological net w orks: Com-

parison, conserv ation, and ev olution via relativ e description

length. Journal of Computational Biolo gy, 14(6):817–838, July

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R018; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R018 .

Ca ylak:2021:PET

[CTC21a] Gizem Ca ylak, Ozn ur T astan, and A. Ercumen t Cicek. P ot-

p ourri: an epistasis test prioritization algorithm via div erse

SNP selection. Journal of Computational Biolo gy, 28(4):365–

377, April 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic).

Ca ylak:2021:TDC

[CTC21b] Gizem Ca ylak, Ozn ur T astan, and A. Ercumen t Cicek. A to ol for

detecting complemen tary single n ucleotide p olymorphism pairs

in genome-wide asso ciation studies for epistasis testing. Journal

of Computational Biolo gy, 28(4):378–380, April 2021. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Ciau-Uitz:2019:GRN

[CUP19] Aldo Ciau-Uitz and Roger P atien t. Gene regulatory net-

w orks go v erning the generation and regeneration of blo o d.

Journal of Computational Biolo gy, 26(7):719–725, July 2019.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0114; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0114 .

Comin:2011:ICM

[CV11] Matteo Comin and Da vide V erzotto. The irredundan t class

metho d for remote homology detection of protein sequences.

Journal of Computational Biolo gy, 18(12):1819–1829, Decem-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0171; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0171 .

Cro ydon-v elesla v o v:2024:RDS

[CvS24] Iv an A. Cro ydon-v elesla v o v and Mic hael P

. H. Stumpf. Re-

p eated decision stumping distils simple rules from single-cell

data. Journal of Computational Biolo gy, 31(1):21–40, Jan uary

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0613; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0613 .

Chen:2009:IBK

[CW09] Xi Chen and Lily W ang. In tegrating biological kno wledge

with gene expression profiles for surviv al prediction of can-

cer. Journal of Computational Biolo gy, 16(2):265–278, F ebru-

ary 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.12TT; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.12TT .

Chen:2013:UTM

[CW13] Zhi-Zhong Chen and Lusheng W ang. An ultrafast to ol for

minim um reticulate net w orks. Journal of Computational Bi-

olo gy, 20(1):38–41, Jan uary 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0240;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0240 .

Chen:2020:LRM

[CW20] Chian Chen and Hsiuying W ang. Logistic regression metho d

for ligand disco v ery . Journal of Computational Biolo gy,

27(6):934–940, June 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0232;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0232 .

Cameron:2006:DF A

[CW C06] Mic hael Cameron, Hugh E. Williams, and Adam Can-

nane. A deterministic finite automaton for faster protein

hit detection in BLAST. Journal of Computational Biol-

o gy, 13(4):965–978, Ma y 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.965;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.965 .

Chen:2022:SMM

[CWH

+

22] Liang Chen, Hui W an, Qiuy an He, Sh un He, and Mingh ua

Deng. Statistical metho ds for microbiome comp ositional data

net w ork inference: a surv ey . Journal of Computational Bi-

olo gy, 29(7):704–723, July 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0406;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0406 .

Chen:2021:CIS

[CWJ

+

21] Zhineng Chen, Sai W ang, Caiy an Jia, Kai Hu, Xiong jun Y e,

Xuan y a Li, and Xieping Gao. CRDet: Impro ving signet

ring cell detection b y reinforcing the classification branc h.

Journal of Computational Biolo gy, 28(7):732–743, July 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0555; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0555.

Chen:2013:SFM

[CWL13] Shijian Chen, Anqi W ang, and Lei M. Li. SEME: a fast map-

p er of illumina sequencing reads with statistical ev aluation.

Journal of Computational Biolo gy, 20(11):847–860, No v em b er

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0111; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0111 .

Chen:2015:PCA

[CWRF15] Derek E. Chen, Darryl L. Willic k, Joseph B. Ruc k el, and W ely B.

Floriano. Principal comp onen t analysis of binding energies for

single-p oin t m utan ts of hT2R16 b ound to an agonist correlate

with exp erimen tal m utan t cell resp onse. Journal of Computa-

tional Biolo gy, 22(1):37–53, Jan uary 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0192;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0192 .

Chen:2021:EDM

[CWS

+

21] Y an w ei Chen, Kek e W ang, Mengyuan Shang, Sh uangsh uang

Zhao, Zheng Zhang, Haizhen Y ang, Zheming Chen, Rui Du,

Qilong W ang, and Bao ding Chen. Exploration of DNA

meth ylation-driv en genes in papillary th yroid carcinoma based

on the cancer genome atlas. Journal of Computational Biol-

o gy, 28(1):99–114, Jan uary 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0471;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0471 .

W ang:2023:ASL

[cWxLlS

+

23] Zhen c hang W ang, Jin xing Liu, Jun liang Shang, Ling

yun Dai, Ch un hou Zheng, and Juan W ang. AR

GLRR:

a sparse lo w-rank represen tation single-cell RNA-Sequencing

data clustering metho d com bined with a new graph regular-

ization. Journal of Computational Biolo gy, 30(8):848–860, Au-

gust 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0077; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0077.

Chen:2015:F GO

[CZS15] Quan Chen, Xianghong J. Zhou, and F engzh u Sun. Finding

genetic o v erlaps among diseases based on rank ed gene lists.

Journal of Computational Biolo gy, 22(2):111–123, F ebruary

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0149; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0149 .

Chen:2019:SEN

[CZW

+

19] Qingyu Chen, Xiuzhen Zhang, Y u W an, Justin Zob el, and

Karin V ersp o or. Searc h effectiv eness in nonredundan t sequence

databases: Assessmen ts and solutions. Journal of Computa-

tional Biolo gy, 26(6):605–617, June 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0198;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0198 .

Ch ung:2019:MIC

[CZY19] Dah y e Ch ung, Kaiyuan Zhang, and Jiho on Y ang. Metho d

for iden tifying cancer-related genes using gene similarit y-

based collab orativ e filtering. Journal of Computational Biol-

o gy, 26(8):875–881, August 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0115;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0115 .

Dancik:1999:NPS

[D A C

+

99] Vlado Dan ˇ c ´ ık, Theresa A. Addona, Karl R. Clauser, James E.

V ath, and P a v el A. P evzner. De Novo p eptide sequencing via

tandem mass sp ectrometry

. Journal of Computational Biolo gy,

6(3–4):327–342, Octob er 1999. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic).

Duong:2019:WSE

[D AE

+

19] Dat Duong, W asi Uddin Ahmad, Eleazar Eskin, Kai-W ei Chang,

and Jingyi Jessica Li. W ord and sen tence em b edding to ols to

measure seman tic similarit y of gene on tology terms b y their def-

initions. Journal of Computational Biolo gy, 26(1):38–52, Jan-

uary 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0093; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0093 .

Diaz:2008:APP

[D AL

+

08] Mar ´ ıa Elena D ´ ıaz, Guillermo Ay ala, T eresa Le´ on, Rob erto

Zoncu, and Derek T o omre. Analyzing protein-protein spatial-

temp oral dep endencies from image sequences using fuzzy tem-

p oral random sets. Journal of Computational Biolo gy, 15

(9):1221–1236, No v em b er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0055;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0055 .

Dragomir:2023:PIM

[D AR23] Dak ota Dragomir, Elizab eth S. Allman, and John A. Rho des.

P arameter iden tifiabilit y of a m ultit yp e pure-birth mo del of

sp eciation. Journal of Computational Biolo gy, 30(3):277–292,

Marc h 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0330; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0330 .

Datta:2009:SFU

[DB09] Ritendra Datta and Marshall Bern. Sp ectrum fusion: Us-

ing m ultiple mass sp ectra for De No v o p eptide sequencing.

Journal of Computational Biolo gy, 16(8):1169–1182, August

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0122; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0122 .

Doughert y:2002:ICA

[DBB

+

02] Edw ard R. Doughert y , Junior Barrera, Marcel Brun, Se-

ungc han Kim, Rob erto M. Cesar, Yidong Chen, Mic hael

Bittner, and Jeffrey M. T ren t. Inference from cluster-

ing with application to gene-expression microarra ys. Jour-

nal of Computational Biolo gy, 9(1):105–126, Jan uary 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270252833217; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252833217.

Diallo:2009:W GS

[DBBM09] Ab doula y e Banir ´ e Diallo, Dunarel Badescu, Mathieu Blanc hette,

and Vladimir Mak arenk o v. A whole genome study and

iden tification of sp ecific carcinogenic regions of the h uman

papilloma viruses. Journal of Computational Biolo gy, 16

(10):1461–1473, Octob er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0091;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0091 .

Dost:2012:AMS

[DBL

+

12] Ban u Dost, Nuno Bandeira, Xiangqian Li, Zhouxin Shen,

Stev en P

. Briggs, and Vineet Bafna. Accurate mass sp ec-

trometry based protein quan tification via shared p eptides.

Journal of Computational Biolo gy, 19(4):337–348, April 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0267; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0267 .

Dynerman:2009:CCG

[DBM09] Da vid Dynerman, Eric k Butzlaff, and Julie C. Mitc hell. CUSA

and CUDE: GPU-Accelerated metho ds for estimating solv en t

accessible surface area and desolv ation. Journal of Computa-

tional Biolo gy, 16(4):523–537, April 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0157;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0157 .

Do jer:2011:BBS

[DBT11] Norb ert Do jer, Przem ys la w Biecek, and Jerzy Tiuryn. Bi-

billb oard: Symmetrization and careful c hoice of informan t

sp ecies results in higher accuracy of regulatory elemen t pre-

diction. Journal of Computational Biolo gy, 18(6):809–819, June

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0299; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0299.

Dai:2017:SST

[DBW17] Zheng Dai, Da vid Becerra, and J ´ er^ ome W aldisp ¨ uhl. On sta-

ble states in a top ologically driv en protein folding mo del.

Journal of Computational Biolo gy, 24(9):851–862, Septem b er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0034; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0034 .

Deng:2016:DTE

[DC16a] F eilong Deng and Shi-Yi Chen. dbHT-T rans: an efficien t to ol for

filtering the protein-enco ding transcripts assem bled b y RNA-Seq

according to searc h for homologous proteins. Journal of Compu-

tational Biolo gy, 23(1):1–9, Jan uary 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0137;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0137 .

Drinkw ater:2016:RRA

[DC16b] Benjamin Drinkw ater and Mic hael A. Charleston. RASCAL:

a randomized approac h for co ev olutionary analysis. Jour-

nal of Computational Biolo gy, 23(3):218–227, Marc h 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0111; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0111 .

Dong:2019:DF C

[DCD19] Chao xuan Dong, Xiao-Y an Chen, and Chao-Yi Dong. Dis-

cerning functional connections in the pulsed neural net w orks

with the dynamic Ba y esian net w ork structure searc h metho d

based on a genetic algorithm. Journal of Computational Bi-

olo gy, 26(11):1243–1252, No v em b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0147;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0147 .

Do y on:2009:SGS

[DCH09] Jean-Philipp e Do y on, Cedric Chauv e, and Sylvie Hamel. Space

of gene/sp ecies trees reconciliations and parsimonious mo dels.

Journal of Computational Biolo gy, 16(10):1399–1418, Octob er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0095; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0095 .

Diza ji:2021:DLS

[DCH21] Kamran Ghasedi Diza ji, W ei Chen, and Heng Huang. Deep

large-scale m ultitask learning net w ork for gene expression infer-

ence. Journal of Computational Biolo gy, 28(5):485–500, Ma y

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Donze:2010:PSN

[DCL10] Alexandre Donz ´ e, Gilles Clermon t, and Christopher J. Lang-

mead. P arameter syn thesis in nonlinear dynamical systems:

Application to systems biology

. Journal of Computational

Biolo gy, 17(3):325–336, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0172;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0172 .

Dong:2018:CTG

[DCL18] Y an Dong, Hongbao Cao, and Zhigang Liang. A curated tar-

get gene p o ol assisting early disease prediction and patien t-

sp ecific treatmen t for small cell lung cancer. Journal of Compu-

tational Biolo gy, 25(6):576–585, June 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0071;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0071 .

Do:2008:SBN

[DCP

+

08] Huy Hoang Do, Kw ok Pui Choi, F ranco P

. Preparata, Wing Kin

Sung, and Louxin Zhang. Sp ectrum-based De Novo re-

p eat detection in genomic sequences. Journal of Computa-

tional Biolo gy, 15(5):469–488, June 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0013;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0013.

Dai:2021:NME

[DCP

+

21] W ei Dai, Bingxi Chen, W ei P eng, Xia Li, Jianc heng Zhong,

and Jianxin W ang. A no v el m ulti-ensem ble metho d for iden-

tifying essen tial proteins. Journal of Computational Biol-

o gy, 28(7):637–649, July 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0527;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0527 .

Deng:2004:IPM

[DCS04] Mingh ua Deng, Ting Chen, and F engzh u Sun. An in tegrated

probabilistic mo del for functional prediction of proteins. Journal

of Computational Biolo gy, 11(2–3):463–475, Marc h 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Devillers:2011:RA W

[DCSE11] Hugo Devillers, H ´ el ` ene Chiap ello, Sophie Sc h bath, and Meriem

El Karoui. Robustness assessmen t of whole bacterial genome

segmen tations. Journal of Computational Biolo gy, 18(9):

1155–1165, Septem b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0115;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0115 .

Deforc he:2007:ER C

[DCV

+

07] Ko en Deforc he, Ricardo Camac ho, Kristel V an Laethem, Beth

Shapiro, Yv es Moreau, Andrew Ram baut, Anne-Miek e V an-

damme, and Philipp e Lemey

. Estimating the relativ e con-

tribution of dNTP p o ol im balance and APOBEC3G/3F edit-

ing to HIV ev olution In Vivo . Journal of Computational Bi-

olo gy, 14(8):1105–1114, Octob er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0073;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0073 .

Deng:2017:GWS

[DCW

+

17] F eilong Deng, Shi-Yi Chen, Zhou-Lin W u, Y ongsong Hu, Xi-

an b o Jia, and Song-Jia Lai. GFFview: a W eb serv er for parsing

and visualizing annotation information of euk ary otic genome.

Journal of Computational Biolo gy, 24(10):1060–1064, Octob er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0216; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0216 .

Danford:2011:DR O

[DD A

+

11] Timoth y Danford, Robin Do w ell, Sudeep Agarw ala, P aula

Grisafi, Gerald Fink, and Da vid Gifford. Disco v ering reg-

ulatory o v erlapping RNA transcripts. Journal of Computa-

tional Biolo gy, 18(3):295–303, Marc h 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0267;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0267 .

Deng:2020:PNB

[DDC

+

20] Chao Deng, Timoth y Daley , P eter Calabrese, Jie Ren, and

Andrew D. Smith. Predicting the n um b er of bases to at-

tain sufficien t co v erage in high-throughput sequencing exp er-

imen ts. Journal of Computational Biolo gy, 27(7):1130–1143,

July 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0264; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0264 .

Dhankhar:2021:SSA

[DDK21] P o onam Dhankhar, Vikram Dalal, and Viney Kumar. Screen-

ing of sev ere acute respiratory syndrome corona virus 2

RNA-Dep enden t RNA p olymerase inhibitors using compu-

tational approac h. Journal of Computational Biolo gy, 28

(12):1228–1247, Decem b er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0639;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0639 .

Doan:2010:NL T

[DEH10] Duong D. Doan, P atricia A. Ev ans, and Joseph D. Hor-

ton. A near-linear time algorithm for haplot yp e determi-

nation on general p edigrees. Journal of Computational Bi-

olo gy, 17(10):1451–1465, Octob er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0133;

D Y ac hk o v:2005:CPD

[DHM

+

05] A. D’Y ac hk o v, F rank Hw ang, An ton y Macula, P a v el Vilenkin,

and Chih-W en W eng. A construction of p o oling designs with

some happ y surprises. Journal of Computational Biolo gy,

12(8):1129–1136, Octob er 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.1129;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.1129 .

Durand:2006:HMM

[DHV06] Dannie Durand, Bjarni V. Halld´ orsson, and Benjamin V er-

not. A h ybrid micro–macro ev olutionary approac h to gene

tree reconstruction. Journal of Computational Biolo gy, 13

(2):320–335, Marc h 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.320;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.320 .

Du:2006:NCT

[DHWZ06] Ding-Zh u Du, F. K. Hw ang, W eili W u, and T aieb Znati.

New construction for transv ersal design. Journal of Compu-

tational Biolo gy, 13(4):990–995, Ma y 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.990;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.990 .

Doniger:2002:PCP

[DHY02] Scott Doniger, Thomas Hofmann, and Joanne Y eh. Pre-

dicting CNS p ermeabilit y of drug molecules: Comparison

of neural net w ork and supp ort v ector mac hine algorithms.

Journal of Computational Biolo gy, 9(6):849–864, Decem b er

2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270260518317; https://www.liebertpub.

com/doi/pdf/10.1089/10665270260518317 .

deJong:2002:MSG

[dJ02] Hidde de Jong. Mo deling and sim ulation of genetic regulatory

systems: a literature review. Journal of Computational Bi-

olo gy, 9(1):67–103, Jan uary 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252833208; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252833208 .

Desp er:1999:ITM

[DJK

+

99] Ric hard Desp er, F eng Jiang, Olli-P

. Kallioniemi, Holger Mo c h,

Christos H. P apadimitriou, and Alejandro A. Sc h¨ affer. Inferring

tree mo dels for oncogenesis from comparativ e genome h ybridiza-

tion data. Journal of Computational Biolo gy, 6(1):37–51, Jan-

uary 1999. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.1999.6.37; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.1999.6.37 .

Desp er:2000:DBR

[DJK

+

00] Ric hard Desp er, F eng Jiang, Olli-P

. Kallioniemi, Holger

Mo c h, Christos H. P apadimitriou, and Alejandro A. Sc h¨ affer.

Distance-based reconstruction of tree mo dels for oncogene-

sis. Journal of Computational Biolo gy, 7(6):789–803, Decem b er

2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270050514936; https://www.liebertpub.

com/doi/pdf/10.1089/10665270050514936 .

DeBlasio:2018:ALR

[DK18] Dan DeBlasio and John Kececioglu. Adaptiv e lo cal realign-

men t of protein sequences. Journal of Computational Biol-

o gy, 25(7):780–793, July 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0045;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0045 .

Do err:2017:NGS

[DKA

+

17] Daniel Do err, Luis An tonio B. Ko w ada, Eloi Araujo, Shac hi

Deshpande, Simone Dan tas, Bernard M. E. Moret, and Jens

Sto y e. New genome similarit y measures based on conserv ed gene

adjacencies. Journal of Computational Biolo gy, 24(6):616–634,

June 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0065; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0065.

Dong:2015:CAS

[DK C15] Hui Dong, Jin Seob Kim, and Gregory S. Chirikjian. Com-

putational analysis of SAXS data acquisition. Journal

of Computational Biolo gy, 22(9):787–805, Septem b er 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0115; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0115 .

Dom bi:2009:AFT

[DKF09] J´ ozsef Dom bi and A ttila Kert ´ esz-F ark as. Applying fuzzy

tec hnologies to equiv alence learning in protein classifica-

tion. Journal of Computational Biolo gy, 16(4):611–623, April

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0147; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0147 .

Deblasio:2020:MA T

[DKK20] Dan Deblasio, Kw anho Kim, and Carl Kingsford. More ac-

curate transcript assem bly via parameter advising. Jour-

nal of Computational Biolo gy, 27(8):1181–1189, August 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0286; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0286 .

Ding:2014:CPR

[DLD

+

14] Y ang Ding, William A. Lorenz, Iv an Dotu, Ev an Sen ter,

and P eter Clote. Computing the probabilit y of RNA hair-

pin and m ultilo op formation. Journal of Computational Bi-

olo gy, 21(3):201–218, Marc h 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0148;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0148 .

Du:2022:NMH

[DLFS22] Y uxuan Du, Sarah M. Lap erriere, Jed F uhrman, and F engzh u

Sun. Normalizing metagenomic Hi-C data and detecting spuri-

ous con tacts using zero-inflated negativ e binomial regression.

Journal of Computational Biolo gy, 29(2):106–120, F ebruary

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0439; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0439 .

Da vid:2012:CBD

[DLL

+

12] Olivier Da vid, Catherine Lar ´ edo, Rapha ¨ el Leblois, Brigitte

Sc haeffer, and Nicolas V ergne. Coalescen t-based DNA barco d-

ing: Multilo cus analysis and robustness. Journal of Computa-

tional Biolo gy, 19(3):271–278, Marc h 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0122;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0122 .

Delgado:2010:CSA

[DLM10] Jo~ ao Delgado, In ^ es Lynce, and V asco Manquinho. Comput-

ing the summed adjacency disruption n um b er b et w een t w o

genomes with duplicate genes. Journal of Computational Bi-

olo gy, 17(9):1243–1265, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0098;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0098 .

Dimitro v a:2010:DTS

[DLML10] Elena S. Dimitro v a, M. P aola V era Licona, John McGee,

and Reinhard Laub en bac her. Discretization of time series

data. Journal of Computational Biolo gy, 17(6):853–868, June

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0023; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0023 .

Didier:2006:LDS

[DLPH06] Gilles Didier, Iv an Laprev otte, Maude Pupin, and Alain

H ´ enaut. Lo cal deco ding of sequences and alignmen t-free com-

parison. Journal of Computational Biolo gy, 13(8):1465–1476,

Octob er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1465; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1465.

Dhar:2017:CHO

[DM17] Amrit Dhar and Vladimir N. Minin. Calculating higher-order

momen ts of ph ylogenetic sto c hastic mapping summaries in lin-

ear time. Journal of Computational Biolo gy, 24(5):377–399,

Ma y 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0172; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0172 .

Dey:2020:GBA

[DM20] Lopam udra Dey and Anirban Mukhopadh y a y . A graph-based

approac h for finding the dengue infection path w a ys in h u-

mans using protein–protein in teractions. Journal of Compu-

tational Biolo gy, 27(5):755–768, Ma y 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0171;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0171 .

Diallo:2007:EHA

[DMB07] Ab doula y e Banire Diallo, Vladimir Mak arenk o v, and Math-

ieu Blanc hette. Exact and heuristic algorithms for the indel

maxim um lik eliho o d problem. Journal of Computational Bi-

olo gy, 14(4):446–461, Ma y 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.A006;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

A006 .

DeSouzaJacomini:2017:GNF

[DMDR17] Ricardo De Souza Jacomini, Da vid Correa Martins, Jr., F e-

lip e Leno Da Silv a, and Anna Helena Reali Costa. GeNICE: a

no v el framew ork for gene net w ork inference b y clustering, ex-

haustiv e searc h, and m ultiv ariate analysis. Journal of Computa-

tional Biolo gy, 24(8):809–830, August 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0022;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0022 .

Dalgaard:1997:SMP

[DMHM97] Jacob Z. Dalgaard, Mic hael J. Moser, Ric hard Hughey

, and

I. Saira Mian. Statistical mo deling, ph ylogenetic analysis and

structure prediction of a protein splicing domain common to

in teins and hedgehog proteins. Journal of Computational Biol-

o gy, 4(2):193–214, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.193;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.193 .

D Y ac hk o v:2006:NGI

[DMP

+

06] Ark adii G. D’Y ac hk o v, An thon y J. Macula, W endy K. P ogozel-

ski, Thomas E. Renz, Vy ac hesla v V. Ryk o v, and Da vid C. T or-

ney . New t-gap insertion-deletion-lik e metrics for DNA h y-

bridization thermo dynamic mo deling. Journal of Computa-

tional Biolo gy, 13(4):866–881, Ma y 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.866;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.866 .

Dror:2003:BET

[DMR

+

03] Ron O. Dror, Jonathan G. Murnic k, Nicola J. Rinaldi,

V oic hita D. Marinescu, Ry an M. Rifkin, and Ric hard A. Y oung.

Ba y esian estimation of transcript lev els using a general mo del of

arra y measuremen t noise. Journal of Computational Biolo gy, 10

(3–4):433–452, June 2003. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

deMon tgolfier:2014:EIG

[dMRR14] F abien de Mon tgolfier, Mathieu Raffinot, and Irena Rusu. Easy

iden tification of generalized common and conserv ed nested in-

terv als. Journal of Computational Biolo gy, 21(7):520–533, July

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0146; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0146 .

DeMol:2009:RMS

[DMTV09] Christine De Mol, Sofia Mosci, Magali T raskine, and Alessan-

dro V erri. A regularized metho d for selecting nested groups

of relev an t genes from microarra y data. Journal of Computa-

tional Biolo gy, 16(5):677–690, Ma y 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0171;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0171 .

Dediu:2017:PSA

[DMV17] Adrian-Horia Dediu and Carlos Mart ´ ın-Vide. Preface: Se-

lected articles of the Second In ternational Conference on Al-

gorithms for Computational Biology (AlCoB 2015). Journal

of Computational Biolo gy, 24(2):91–92, F ebruary 2017. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2017.29005.ahd .

Donmez:2017:CIS

[DMW

+

17] Nilgun Donmez, Salem Malikic, Alexander W. Wy att, Mar-

tin E. Glea v e, Colin C. Collins, and S. Cenk Sahinalp. Clonal-

it y inference from single tumor samples using lo w-co v erage se-

quence data. Journal of Computational Biolo gy, 24(6):515–523,

June 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0148; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0148 .

Diallo:2019:SPW

[DND

+

19] Ab doula y e Banir ´ e Diallo, Engelb ert Meph u Nguifo, W a jdi Dhi-

fli, Elham Azizi, Sandh y a Prabhak aran, and W esley T ansey .

Selected pap ers from the W orkshop on Computational Biol-

ogy: Join t with the In ternational Join t Conference on Artifi-

cial In telligence and the In ternational Conference on Mac hine

Learning, 2018. Journal of Computational Biolo gy, 26(6):507–

508, June 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.29020.abd .

Diallo:2017:PSP

[DNZ17] Ab doula y e Banir ´ e Diallo, Engelb ert Meph u Nguifo, and Mo-

hammed J. Zaki. Preface: Selected pap ers from the W orkshop

Bioinformatics and Artificial In telligence Joined with the In-

ternational Join t Conference on Artificial In telligence. Jour-

nal of Computational Biolo gy, 24(8):733, August 2017. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2017.29008.abd.

abs/10.1089/cmb.2018.0256; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0256 .

Demetci:2022:SSCb

[DSC

+

22] Pinar Demetci, Reb ecca San torella, Mana v Chakra v arth y , Bjorn

Sandstede, and Ritam bhara Singh. SCOTv2: Single-cell m ulti-

omic alignmen t with disprop ortionate cell-t yp e represen tation.

Journal of Computational Biolo gy, 29(11):1213–1228, No v em-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0270; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0270 .

Dost:2008:QTQ

[DSG

+

08] Ban u Dost, T omer Shlomi, Nitin Gupta, Eytan Ruppin, Vi-

neet Bafna, and Ro ded Sharan. QNet: a to ol for querying

protein in teraction net w orks. Journal of Computational Bi-

olo gy, 15(7):913–925, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0172;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0172 .

Dhifli:2014:SPS

[DSN14] W a jdi Dhifli, Rabie Saidi, and Engelb ert Meph u Nguifo.

Smo othing 3D protein structure motifs through graph min-

ing and amino acid similarities. Journal of Computational

Biolo gy, 21(2):162–172, F ebruary 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0092 .

Demetci:2022:SSCa

[DSS

+

22a] Pinar Demetci, Reb ecca San torella, Bj¨ orn Sandstede, William Stafford

Noble, and Ritam bhara Singh. SCOT: Single-cell m ulti-

omics alignmen t with optimal transp ort. Journal of Compu-

tational Biolo gy, 29(1):3–18, Jan uary 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0446;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0446.

Demetci:2022:SCM

[DSS

+

22b] Pinar Demetci, Reb ecca San torella, Bj¨ orn Sandstede, William Stafford

Noble, and Ritam bhara Singh. Single-cell m ultiomics in tegration

b y SCOT. Journal of Computational Biolo gy, 29(1):19–22, Jan-

uary 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0477; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0477 .

Dixit:2012:FPM

[DSV12] Narendra M. Dixit, Piyush Sriv asta v a, and Nisheeth K. Vish-

noi. A finite p opulation mo del of molecular ev olution: The-

ory and computation. Journal of Computational Biolo gy, 19

(10):1176–1202, Octob er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0064;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0064 .

Dana:2012:EMS

[DT12] Alexandra Dana and T amir T uller. Efficien t manipulations

of synon ymous m utations for con trolling translation rate: an

analytical approac h. Journal of Computational Biolo gy, 19

(2):200–231, F ebruary 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0275;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0275 .

Dutk o wski:2013:PMN

[DT13] Jan usz Dutk o wski and Jerzy Tiuryn. A probabilistic mo del of

neutral and selectiv e dynamics of protein net w ork ev olution.

Journal of Computational Biolo gy, 20(9):631–642, Septem b er

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0295; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0295 .

Deac:2019:A CM

[D VS19] Andreea Deac, P etar V eli ˇ ck o vi ´ c, and Pietro Sormanni. A t-

ten tiv e cross-mo dal paratop e prediction. Journal of Compu-

tational Biolo gy, 26(6):536–545, June 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0175;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0175 .

Duan:2020:MBC

[D WK

+

20] Xin Duan, Kejun W ang, Jia Ke, Ping Lan, F eng Gao, and Xiao-

jian W u. Multiomics-based colorectal cancer molecular subt yp-

ing using lo cal scaling net w ork fusion. Journal of Computational

Biolo gy, 27(8):1295–1302, August 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0252;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0252 .

Dias:2022:EMF

[D WMT22] F ernando H. C. Dias, Lucia Williams, Brendan Mumey ,

and Alexandru I. T omescu. Efficien t minim um flo w de-

comp osition via in teger linear programming. Journal of

Computational Biolo gy, 29(11):1252–1267, No v em b er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0257; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0257 .

Dew:2005:T AM

[D WS05] Ian M. Dew, Brian W alenz, and Granger Sutton. A to ol for an-

alyzing mate pairs in assem blies (T AMP A). Journal of Compu-

tational Biolo gy, 12(5):497–513, June 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.497;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.497 .

Dong:2020:IMG

[D YLK20] Xih ua Dong, Xiao ou Y u, Hua Li, and Hui Kang. Iden tification

of mark er genes and path w a ys in patien ts with primary biliary

c holangitis. Journal of Computational Biolo gy, 27(6):923–933,

June 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0230; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0230.

Deng:2003:PPF

[DZM

+

03] Mingh ua Deng, Kui Zhang, Shipra Meh ta, Ting Chen, and

F engzh u Sun. Prediction of protein function using protein–

protein in teraction data. Journal of Computational Biolo gy,

10(6):947–960, Decem b er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322756168;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322756168 .

Eng:2009:NDM

[EAA

+

09] Catherine Eng, Charu Asthana, Bertrand Aigle, S ´ ebastien

Hergalan t, Jean-F ran¸ cois Mari, and Pierre Leblond. A new

data mining approac h for the detection of bacterial promot-

ers com bining sto c hastic and com binatorial metho ds. Jour-

nal of Computational Biolo gy, 16(9):1211–1225, Septem b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0122; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0122 .

Elmarak eb y:2017:BEC

[EAM

+

17] Haitham Elmarak eb y , Mostafa Arefiy an, Elijah My ers, Song Li,

Ruth Grene, and Len w o o d S. Heath. Beacon Editor: Capturing

signal transduction path w a ys using the systems biology graph-

ical notation activit y flo w language. Journal of Computational

Biolo gy, 24(12):1226–1229, Decem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0095;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0095 .

Erten:2011:V AP

[EBK11] Sinan Erten, Gurk an Beb ek, and Mehmet Ko yut ¨ urk. V a vien:

an algorithm for prioritizing candidate disease genes based

on top ological similarit y of proteins in in teraction net w orks.

Journal of Computational Biolo gy, 18(11):1561–1574, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0154; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0154.

Espitia:2022:MMH

[EBS

+

22] Cristian C. Espitia, Miguel A. Botina, Marco A. Solarte, Iv an

Hernandez, Ricardo A. Riascos, and Jo~ ao F. Mey er. Mathe-

matical mo del of HIV/AIDS considering sexual preferences un-

der an tiretro viral therap y , a case study in San Juan de P asto,

Colom bia. Journal of Computational Biolo gy, 29(5):483–493,

Ma y 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0323; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0323 .

Eduati:2012:DMM

[EdCK

+

12] F ederica Eduati, Barbara di Camillo, Mic hael Karbiener, Mar-

cel Sc heideler, Da vide Cor` a, Mic hele Caselle, and Gianna T of-

folo. Dynamic mo deling of miRNA-mediated feed-forw ard lo ops.

Journal of Computational Biolo gy, 19(2):188–199, F ebruary

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0274; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0274 .

Editor:2024:RSC

[Edi24] T omas VinarGuest Editor. RECOMB satellite conference

on comparativ e genomics (RECOMB-CG 2023). Journal

of Computational Biolo gy, 31(4):275–276, April 2024. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2024.29113.tv .

Ehler:2012:LLB

[EFM12] M. Ehler, F. Filbir, and H. N. Mhask ar. Lo cally learning biomed-

ical data using diffusion frames. Journal of Computational Bi-

olo gy, 19(11):1251–1264, No v em b er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0187;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0187 .

Eskin:2013:EEA

[EHC

+

13] Itamar Eskin, F arhad Hormozdiari, Lucia Conde, Jacques

Rib y , Christine F. Skib ola, Eleazar Eskin, and Eran Halp erin.

eALPS: Estimating abundance lev els in p o oled sequencing us-

ing a v ailable genot yping data. Journal of Computational Bi-

olo gy, 20(11):861–877, No v em b er 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0105;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0105 .

Efrat:2002:GAA

[EHK

+

02] Alon Efrat, F rank Hoffmann, Klaus Kriegel, Christof Sc h ultz,

and Carola W enk. Geometric algorithms for the analysis

of 2D-electrophoresis gels. Journal of Computational Biol-

o gy, 9(2):299–315, April 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252935476; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252935476 .

Eidhammer:2000:SCS

[EJT00] Ingv ar Eidhammer, Inge Jonassen, and William R. T a ylor.

Structure comparison and structure patterns. Journal of

Computational Biolo gy, 7(5):685–716, Octob er 2000. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701446152; https://www.liebertpub.com/doi/

pdf/10.1089/106652701446152 .

Elhai:2001:DBR

[Elh01] Jeff Elhai. Determination of bias in the relativ e abundance of

oligon ucleotides in DNA sequences. Journal of Computational

Biolo gy, 8(2):151–175, April 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701300312922;

https://www.liebertpub.com/doi/pdf/10.1089/106652701300312922 .

Elhai:2011:HCR

[Elh11] Jeff Elhai. Humans, computers, and the route to biological in-

sigh ts: Regaining our capacit y for surprise. Journal of Compu-

tational Biolo gy, 18(7):867–878, July 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0194;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0194 .

Elias:2006:SIM

[Eli06] Isaac Elias. Settling the in tractabilit y of m ultiple alignmen t.

Journal of Computational Biolo gy, 13(7):1323–1339, Septem-

b er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1323; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1323 .

Elliott:2020:KSP

[Ell20] Llo yd T. Elliott. Kinship solutions for partially observ ed

m ultiphenot yp e data. Journal of Computational Biolo gy, 27

(9):1461–1470, Septem b er 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0440;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0440 .

Eres:2004:PPD

[ELP04] Revital Eres, Gad M. Landau, and Laxmi P arida. P erm u-

tation pattern disco v ery in biosequences. Journal of Com-

putational Biolo gy, 11(6):1050–1060, Decem b er 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1050; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1050 .

Eddy:1995:MDH

[EMD95] Sean R. Eddy

, Graeme Mitc hison, and Ric hard Durbin. Maxi-

m um discrimination hidden Mark o v mo dels of sequence consen-

sus. Journal of Computational Biolo gy, 2(1):9–23, Jan uary 1995.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1995.2.9; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1995.2.9 .

Eulenstein:1998:DBM

[EMV98] O. Eulenstein, B. Mirkin, and M. Vingron. Duplication-based

measures of difference b et w een gene and sp ecies trees. Jour-

nal of Computational Biolo gy, 5(1):135–148, Jan uary 1998. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1998.5.135; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1998.5.135 .

Emek:2022:SIB

[EN22] Y uv al Emek and Sak et Na vlakha. Sp ecial issue: Biological Dis-

tributed Algorithms 2021. Journal of Computational Biolo gy, 29

Bernhard A. Moser. DeepSNP: an end-to-end deep neu-

ral net w ork with atten tion-based lo calization for breakp oin t

detection in single-n ucleotide p olymorphism arra y genomic

data. Journal of Computational Biolo gy, 26(6):572–596, June

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0172; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0172 .

F razier:2012:CAI

[F A12] Zac hary F razier and F rank Alb er. A computational ap-

proac h to increase time scales in Bro wnian dynamics–based

reaction-diffusion mo deling. Journal of Computational Biol-

o gy, 19(6):606–618, June 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0027;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0027 .

F arho o di:2017:MLA

[F ADH17] Roshanak F arho o di, Bahar Akbal-Delibas, and Nurit Hasp el.

Mac hine learning approac hes for predicting protein complex

similarit y . Journal of Computational Biolo gy, 24(1):40–51, Jan-

uary 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0137; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0137 .

F arac h:1997:R CD

[F ar97] Martin F arac h. Recognizing circular decomp osable metrics.

Journal of Computational Biolo gy, 4(2):157–162, Jan uary 1997.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1997.4.157; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1997.4.157 .

F asman:1994:R GD

[F as94] Kenneth H. F asman. Restructuring the genome data base:

a mo del for a federation of biological databases. Journal of

Computational Biolo gy, 1(2):165–171, Jan uary 1994. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1994.

1.165; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1994.1.165.

F alconnet:2012:AEE

[FB12] Mik ael F alconnet and Sarah Behrens. Accurate estimations

of ev olutionary times in the con text of strong CpG h yp er-

m utabilit y . Journal of Computational Biolo gy, 19(5):519–531,

Ma y 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0135; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0135 .

Figueroa:2004:CBF

[FBJ04] Andres Figueroa, James Borneman, and T ao Jiang. Cluster-

ing binary fingerprin t v ectors with missing v alues for DNA

arra y data analysis. Journal of Computational Biolo gy, 11

(5):887–901, Octob er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.887;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.887 .

F rasca:2015:UUA

[FBV15] Marco F rasca, Alb erto Bertoni, and Giorgio V alen tini. UNIPred:

Un balance-a w are net w ork in tegration and prediction of pro-

tein functions. Journal of Computational Biolo gy, 22(12):

1057–1074, Decem b er 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0110;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0110 .

F eltes:2019:CEC

[F CGD19] Bruno C ´ esar F eltes, Eduardo Bassani Chandelier, Bruno Io c hins

Grisci, and M´ arcio Dorn. CuMiDa: an extensiv ely curated mi-

croarra y database for b enc hmarking and testing of mac hine

learning approac hes in cancer researc h. Journal of Computa-

tional Biolo gy, 26(4):376–386, April 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0238;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0238 .

Flygare:2013:IAI

[F CR

+

13] Stev en Flygare, Mic hael Campb ell, Rob ert Mars Ross, Barry

Mo ore, and Mark Y andell. ImagePlane: an automated im-

age analysis pip eline for high-throughput screens using the

planarian Schmidte a me diterr ane a . Journal of Computational

Biolo gy, 20(8):583–592, August 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0025;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0025 .

F an:2012:ICP

[F CS12] Jia-Hao F an, Jianer Chen, and Sing-Hoi Sze. Iden tifying com-

plexes from protein in teraction net w orks according to differen t

t yp es of neigh b orho o d densit y . Journal of Computational Bi-

olo gy, 19(12):1284–1294, Decem b er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0195;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0195 .

F u:2007:MHT

[F CV

+

07] Zheng F u, Xin Chen, Vladimir V acic, P eng Nan, Y ang Zhong,

and T ao Jiang. MSO

AR: a high-throughput ortholog as-

signmen t system based on genome rearrangemen t. Jour-

nal of Computational Biolo gy, 14(9):1160–1175, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0048; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0048 .

Fisc her:2018:SRA

[FDB18] Carlos N. Fisc her, Victor De A.Camp os, and Victor H. Barella.

On the searc h for retrotransp osons: Alternativ e proto cols

to obtain sequences to learn profile hidden Mark o v mo d-

els. Journal of Computational Biolo gy, 25(5):517–527, Ma y

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0219; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0219 .

F eltes:2021:BTM

[FDD21] Bruno C ´ esar F eltes, Joice De F aria P oloni, and M´ arcio

Dorn. Benc hmarking and testing mac hine learning ap-

proac hes with BARRA:CuRDa, a Cur ate d RNA-Se q Datab ase

for cancer researc h. Journal of Computational Biolo gy, 28

(9):931–944, Septem b er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0463;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0463 .

F uss:2007:DSF

[FDDK07] Hendrik F uß, W erner Dubitzky

, C. Stephen Do wnes, and

Mary Jo Kurth. Deactiv ation of Src family kinases: Hy-

p othesis testing using a Mon te Carlo sensitivit y analysis of

systems-lev el prop erties. Journal of Computational Biolo gy,

14(9):1185–1200, No v em b er 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0095;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0095 .

F aria:2015:RAP

[FdSdSR

+

15] Alexandre W agner Chagas F aria, Alisson Marques da Silv a,

Thiago de Souza Ro drigues, Marcelo Azev edo Costa, and An-

tonio P adua Braga. A ranking approac h for prob e selection

and classification of microarra y data with artificial neural net-

w orks. Journal of Computational Biolo gy, 22(10):953–961, Oc-

tob er 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0125; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0125 .

F an:2020:VKE

[FD W20] Jian y e F an, Shoubin Dong, and Bo W ang. V arian t-kudu: an ef-

ficien t to ol kit lev eraging distributed bitmap index for analysis

of massiv e genetic v ariation datasets. Journal of Computational

Biolo gy, 27(9):1350–1360, Septem b er 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0344;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0344 .

Fiosina:2020:EDL

[FFB20] Jelena Fiosina, Maksims Fiosins, and Stefan Bonn. Explainable

deep learning for augmen tation of small RNA expression pro-

files. Journal of Computational Biolo gy, 27(2):234–247, F ebru-

ary 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0320; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0320 .

F erdous:2024:MFW

[FFM24] Jannatul F erdous, George Matthew F ric k e, and Melanie E.

Moses. More is faster: Wh y p opulation size matters in biolog-

ical searc h. Journal of Computational Biolo gy, 31(5):429–444,

Ma y 2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0296; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0296 .

F ranzese:2022:SDT

[FFSL22] Nic holas F ranzese, Jason F an, Ro ded Sharan, and Mark

D. M. Leiserson. Scalp elSig designs targeted genomic pan-

els from data to detect activit y of m utational signatures.

Journal of Computational Biolo gy, 29(1):56–73, Jan uary 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0453; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0453 .

Fishelson:2004:OEG

[F G04] Maa y an Fishelson and Dan Geiger. Optimizing exact genetic

link age computations. Journal of Computational Biolo gy, 11(2–

3):263–275, Marc h 2004. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

F rieze:2002:OSH

[FH02] Alan M. F rieze and Bjarni V. Halld´ orsson. Optimal sequenc-

ing b y h ybridization in rounds. Journal of Computational Bi-

olo gy, 9(2):355–369, April 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252935502; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252935502 .

F ukunaga:2018:NMA

[FH18] Tsuk asa F ukunaga and Mic hiaki Hamada. A no v el metho d

for assessing the statistical significance of RNA-RNA in ter-

actions b et w een t w o long RNAs. Journal of Computational

Biolo gy, 25(9):976–986, Septem b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0260;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0260 .

Firoz:2011:AAS

[FHKR11] Jesun Sahariar Firoz, Masud Hasan, Ashik Zinnat Khan,

and M. Sohel Rahman. The 1.375 appro ximation algorithm

for sorting b y transp ositions can run in O (n log n) time.

Journal of Computational Biolo gy, 18(8):1007–1011, August

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0042; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0042 .

F ek ete:2000:PRB

[FHS00] Martin F ek ete, Iv o L. Hofac k er, and P eter F. Stadler. Prediction

of RNA base pairing probabilities on massiv ely parallel comput-

ers. Journal of Computational Biolo gy, 7(1–2):171–182, F ebru-

ary 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

F ang:2017:GCD

[FHZD17] Hua ying F ang, Chengc heng Huang, Hongyu Zhao, and Mingh ua

Deng. gCo da: Conditional dep endence net w ork inference

for comp ositional data. Journal of Computational Biol-

o gy, 24(7):699–708, July 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0054;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0054 .

Fic k ett:1995:OGH

[Fic95] James W. Fic k ett. ORFs and genes: Ho w strong a connection?

Journal of Computational Biolo gy, 2(1):117–123, Jan uary 1995.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1995.2.117; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1995.2.117 .

F onseca-Junior:2018:PNB

[FJA

OB18] N ´ eli J. F onseca-J ´ unior, Marcelo Q. L. Afonso, Lucas C. Oliv eira,

and Lucas Bleic her. PFstats: a net w ork-based op en to ol

for protein family analysis. Journal of Computational Biol-

o gy, 25(5):480–486, Ma y 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0181;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0181 .

F asulo:1999:AAM

[FJK

+

99] Dan F asulo, T ao Jiang, Ric hard M. Karp, Reub en J. Set-

tergren, and Ed Tha y er. An algorithmic approac h to m ulti-

ple complete digest mapping. Journal of Computational Biol-

o gy, 6(2):187–207, Jan uary 1999. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.187;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.187 .

F erre:2006:FMP

[FK06] S ´ ebastien F err ´ e and Ross D. King. Finding motifs in protein

secondary structure for use in function prediction. Journal of

Computational Biolo gy, 13(3):719–731, April 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.719; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.719 .

F riedel:2009:BIU

[FKZ09] Caroline C. F riedel, Jan Krumsiek, and Ralf Zimmer. Bo ot-

strapping the in teractome: Unsup ervised iden tification of pro-

tein complexes in y east. Journal of Computational Biol-

o gy, 16(8):971–987, August 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0023;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0023 .

F orsten:1994:P AL

[FL94] Kim b erly E. F orsten and Douglas A. Lauffen burger. Probabilit y

of auto crine ligand capture b y cell-surface receptors: Implica-

tions for ligand secretion measuremen ts. Journal of Computa-

tional Biolo gy, 1(1):15–23, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.15;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.15.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0144;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0144 .

F aure:2013:NSP

[FPD13] Emman uel F aure, Isab elle S. P eter, and Eric H. Da vidson.

A new soft w are pac k age for predictiv e gene regulatory net-

w ork mo deling and redesign. Journal of Computational Bi-

olo gy, 20(6):419–423, June 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0297;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0297 .

F osso:2018:UT A

[FPR

V18] Bruno F osso, Graziano P esole, F rancesc Rossell´ o, and Gabriel

V alien te. Un biased taxonomic annotation of metagenomic sam-

ples. Journal of Computational Biolo gy, 25(3):348–360, Marc h

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0144; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0144 .

Flomin:2022:DSA

[FPS22] Dan Flomin, Da vid P ello w, and Ron Shamir. Data set-

adaptiv e minimizer order reduces memory usage in k -mer coun t-

ing. Journal of Computational Biolo gy, 29(8):825–838, August

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0599; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0599 .

F eldmann:2022:CAR

[FPSD22] Mic hael F eldmann, Andreas P adalkin, Christian Sc heideler, and

Shlomi Dolev. Co ordinating amo eb ots via reconfigurable cir-

cuits. Journal of Computational Biolo gy, 29(4):317–343, April

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0363; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0363.

F rieze:1999:ORS

[FPU99] Alan M. F rieze, F ranco P

. Preparata, and Eli Upfal. Opti-

mal reconstruction of a sequence from its prob es. Journal of

Computational Biolo gy, 6(3–4):361–368, Octob er 1999. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

F u:2014:SIR

[FR14] Benjamin M. M. F u and Christian M. Reidys. Shap es of

in teracting RNA complexes. Journal of Computational Bi-

olo gy, 21(9):649–664, Septem b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0107;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0107 .

Firo ozbakh t:2017:IAI

[FRD

+

17] F orough Firo ozbakh t, Iman Rezaeian, Mic hele D’agnillo, Lisa

P orter, Luis Rueda, and Alioune Ngom. An in tegrativ e

approac h for iden tifying net w ork biomark ers of breast can-

cer subt yp es using genomic, in teractomic, and transcriptomic

data. Journal of Computational Biolo gy, 24(8):756–766, Au-

gust 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0010; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0010 .

F resc hi:2011:IBN

[F re11] V alerio F resc hi. Impro v ed biological net w ork reconstruction

using graph Laplacian regularization. Journal of Computa-

tional Biolo gy, 18(8):987–996, August 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0232;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0232 .

F orst:1999:EMN

[FS99] Christian V. F orst and Klaus Sc h ulten. Ev olution of

metab olisms: a new metho d for the comparison of metab olic

path w a ys using genomics information. Journal of Computational

Biolo gy, 6(3–4):343–360, Octob er 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Filk o v:2008:SMM

[FS08] Vladimir Filk o v and Nameeta Shah. A simple mo del of

the mo dular structure of transcriptional regulation in y east.

Journal of Computational Biolo gy, 15(4):393–405, Ma y 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0020; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0020 .

F erraro:2014:PRS

[FSD

+

14] Maria Brigida F erraro, Marco Sa v arese, Giuseppina Di F rus-

cio, Vincenzo Nigro, and Mario Rosario Guarracino. Predic-

tion of rare single-n ucleotide causativ e m utations for m uscu-

lar diseases in p o oled next-generation sequencing exp erimen ts.

Journal of Computational Biolo gy, 21(9):665–675, Septem b er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0037; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0037 .

F eng:2020:IAD

[FSW

+

20] Y e F eng, Ch un yu Shi, Da yu W ang, Xuefeng W ang, and Zhi

Chen. In tegrated analysis of DNA cop y n um b er c hanges

and gene expression iden tifies k ey genes in gastric can-

cer. Journal of Computational Biolo gy, 27(6):877–887, June

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0149; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0149 .

Filk o v:2002:A TM

[FSZ02] Vladimir Filk o v, Stev en Skiena, and Jizu Zhi. Anal-

ysis tec hniques for microarra y time-series data. Jour-

nal of Computational Biolo gy, 9(2):317–330, April 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270252935485; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935485 .

F renk el:2007:ENF

[FT07] Zakharia M. F renk el and Edw ard N. T rifono v. Ev olution-

ary net w orks in the formatted protein sequence space. Jour-

nal of Computational Biolo gy, 14(8):1044–1057, Octob er 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0066; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0066 .

F onseca:2016:PRN

[FvdBB16] Rasm us F onseca, Henry v an den Bedem, and Julie Bernauer.

Probing RNA nativ e conformational ensem bles with structural

constrain ts. Journal of Computational Biolo gy, 23(5):362–371,

Ma y 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0201; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0201 .

F aller:2003:NDM

[FVTH03] D. F aller, H. U. V oss, J. Timmer, and U. Hob ohm. Nor-

malization of DNA-Microarra y data b y nonlinear correla-

tion maximization. Journal of Computational Biolo gy, 10(5):

751–762, Octob er 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322539079;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322539079 .

F onseca:2012:BVP

[FW12] Rasm us F onseca and P a w e l Win ter. Bounding v olumes for

proteins: a comparativ e study

. Journal of Computational Bi-

olo gy, 19(10):1203–1213, Octob er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0104;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0104 .

W ang:2023:F AS

[fW23] Biing feng W ang. F ast algorithms for the simplified partial digest

problem. Journal of Computational Biolo gy, 30(1):41–51, Jan-

uary 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0641; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0641 .

F an:2018:PCN

[FYJ18] Jun F an, Jing Y ang, and Zhenran Jiang. Prediction of

cen tral nerv ous system side effects through drug p ermeabil-

it y to blo o d–brain barrier and recommendation algorithm.

Journal of Computational Biolo gy, 25(4):435–443, April 2018.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0149; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0149 .

Zou:2020:IFE

[fZbMqW

+

20] Y ang fan Zou, Ling bing Meng, Qing qing W ang, Zhao k ai

He, Chen hao Hu, Meng jie Shan, Deng yuan W ang, and

Xin Y u. Iden tification and functional enric hmen t analysis of

p oten tial diagnostic and therap eutic targets in adaman tino-

matous craniopharyngioma. Journal of Computational Biol-

o gy, 27(1):55–68, Jan uary 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0184;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0184 .

F an:2020:IPB

[FZF

+

20] Zong jiang F an, W anqiu Zhao, Shengning F an, Ch unxiao Li, Jing

Qiao, and Y ongqing Xu. Iden tification of p oten tial biomark-

ers for in terv ertebral disc degeneration using the genome-

wide expression analysis. Journal of Computational Biol-

o gy, 27(9):1341–1349, Septem b er 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0103;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0103 .

Ghrifi:2019:CSA

[GA WI19] F atima Ghrifi, Loubna Allam, Lakhlili Wiame, and Azed-

dine Ibrahimi. Curcumin-syn thetic analogs library screen-

ing b y do c king and quan titativ e structure–activit y relation-

ship studies for AXL t yrosine kinase inhibition in cancers.

Journal of Computational Biolo gy, 26(10):1156–1167, Octob er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0052; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0052 .

Gross:2006:UMA

[GB06] Sam uel S. Gross and Mic hael R. Bren t. Using m ultiple align-

men ts to impro v e gene prediction. Journal of Computational

Biolo gy, 13(2):379–393, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.379;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.379 .

Gog:2008:F A T

[GB08] Simon Gog and Martin Bader. F ast algorithms for trans-

forming bac k and forth b et w een a signed p erm utation and

its equiv alen t simple p erm utation. Journal of Computational

Biolo gy, 15(8):1029–1041, Octob er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0040;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0040 .

Guthals:2015:GF A

[GBB15] Adrian Guthals, Christina Bouc her, and Nuno Bandeira. The

generating function approac h for p eptide iden tification in sp ec-

tral net w orks. Journal of Computational Biolo gy, 22(5):353–366,

Ma y 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0165; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0165 .

Gusfield:2007:DTP

[GBBS07] Dan Gusfield, Vik as Bansal, Vineet Bafna, and Y un S. Song.

A decomp osition theory for ph ylogenetic net w orks and in-

compatible c haracters. Journal of Computational Biolo gy, 14

(10):1247–1272, Decem b er 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0137;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0137 .

Gogoshin:2017:NAS

[GBR17] Grigoriy Gogoshin, Eric Bo erwinkle, and Andrei S. Ro din. New

algorithm and soft w are (BNOmics) for inferring and visualiz-

ing Ba y esian net w orks from heterogeneous big biological and

genetic data. Journal of Computational Biolo gy, 24(4):340–356,

April 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0100; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0100.

Guo:2015:CSR

[GC15] Ziyi Guo and Brian Y uan Chen. Conformational sampling

rev eals amino acids with a steric influence on sp ecificit y .

Journal of Computational Biolo gy, 22(9):861–875, Septem b er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0117; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0117 .

Gha videl:2015:NHM

[GCB15] F atemeh Zamanzad Gha videl, J ¨ urgen Claesen, and T omasz

Burzyk o wski. A nonhomogeneous hidden Mark o v mo del for

gene mapping based on next-generation sequencing data.

Journal of Computational Biolo gy, 22(2):178–188, F ebruary

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0258; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0258 .

Gorczak:2020:CF A

[GCB20] Katarzyna G´ orczak, J ¨ urgen Claesen, and T omasz Burzyk o wski.

A conceptual framew ork for abundance estimation of genomic

targets in the presence of am biguous short sequencing reads.

Journal of Computational Biolo gy, 27(8):1232–1247, August

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0272; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0272 .

Gu:2020:SPR

[GCD20] Yifan Gu, Guo qing Chen, and Yibao Du. Screening of prognosis-

related genes in primary breast carcinoma using genomic expres-

sion data. Journal of Computational Biolo gy, 27(7):1030–1040,

July 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0131; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0131 .

Gillett:1995:F CS

[GDHC95] Will Gillett, Jim Daues, Liz Hanks, and Rob Capra. F rag-

men t collapsing and splitting while assem bling high-resolution

restriction maps. Journal of Computational Biolo gy, 2

June 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0032; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0032 .

Giladi:2010:ETI

[GHM

+

10] Eldar Giladi, John Healy

, Gene My ers, Chris Hart, Philipp

Kaprano v, Doron Lipson, Stev e Ro els, Edw ard Tha y er, and

Stan Leto vsky

. Error toleran t indexing and alignmen t of short

reads with co v ering template families. Journal of Computational

Biolo gy, 17(10):1397–1411, Octob er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0005;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0005 .

Green b erg:1995:PMS

[GI95] Da vid S. Green b erg and Sorin Istrail. Ph ysical mapping

b y STS h ybridization: Algorithmic strategies and the c hal-

lenge of soft w are ev aluation. Journal of Computational Biol-

o gy, 2(2):219–273, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.219;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.219 .

Guerra:2021:RSM

[GJL

+

21] Concettina Guerra, Sarang Joshi, Yinquan Lu, F rancesco P alini,

Um b erto F erraro P etrillo, and Jarek Rossignac. Rank-similarit y

measures for comparing gene prioritizations: a case study

in autism. Journal of Computational Biolo gy, 28(3):283–295,

Marc h 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2020.0244; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2020.0244 .

Guo:2022:NSO

[GJL

+

22] Qiangh ui Guo, Yinglie Jin, Mengqin Li, Lisa Hui Sun, and

Y an y an Xu. On the n um b er of saturated and optimal ex-

tended 2-regular simple stac ks in the Nussino v–Jacobson en-

ergy mo del. Journal of Computational Biolo gy, 29(5):425–440,

Ma y 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0421; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0421 .

Galtier:2004:MMM

[GJM04] N. Galtier and A. Jean-Marie. Mark o v-mo dulated Mark o v

c hains and the co v arion pro cess of molecular ev olution. Journal

of Computational Biolo gy, 11(4):727–733, August 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2004.

11.727; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2004.11.727 .

Gunew ardena:2006:EPT

[GJZ06] Sumedha Gunew ardena, P eter Jea v ons, and Zhaolei Zhang. En-

hancing the prediction of transcription factor binding sites b y

incorp orating structural prop erties and n ucleotide co v ariations.

Journal of Computational Biolo gy, 13(4):929–945, Ma y 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.929; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2006.13.929 .

Goutsias:2006:STR

[GK06] John Goutsias and Seungc han Kim. Sto c hastic transcriptional

regulatory systems with time dela ys: a mean-field appro xi-

mation. Journal of Computational Biolo gy, 13(5):1049–1076,

June 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1049; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1049 .

Garren:2018:BTC

[GK18] Jeonifer M. Garren and Jaejik Kim. Bo otstrapping time-

course gene expression data for gene net w orks: Application

to gene relev ance net w orks. Journal of Computational Biol-

o gy, 25(12):1374–1384, Decem b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0029;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0029 .

Gonnet:2000:EMM

[GKB00] Gaston H. Gonnet, Chan tal Korostensky

, and Stev e Benner.

Ev aluation measures of m ultiple sequence alignmen ts. Journal

of Computational Biolo gy, 7(1–2):261–276, F ebruary 2000. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Guerin:2022:RNO

[GKD22] Nathan Guerin, T eresa Kaserer, and Bruce R. Donald. RESIS-

TOR: a new OSPREY mo dule to predict resistance m utations.

Journal of Computational Biolo gy, 29(12):1346–1352, Decem-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0254; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0254 .

Gniew ek:2012:OPP

[GK G12] P a w e l Gniew ek, Andrzej Kolinski, and Dominik Gron t. Op-

timization of profile-to-profile alignmen t parameters for one-

dimensional threading. Journal of Computational Biol-

o gy, 19(7):879–886, July 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0307;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0307 .

Galas:2021:TIT

[GKgUS21] Da vid J. Galas, James Kunert-graf, Lisa Uec hi, and Nikita A.

Sakhanenk o. T o w ard an information theory of quan titativ e ge-

netics. Journal of Computational Biolo gy, 28(6):527–559, June

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0032; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0032 .

Gelfand:1998:ADC

[GKKS98] Israel Gelfand, Alexander Kister, Casimir Kulik o wski, and

Ogn y an Sto y ano v. Algorithmic determination of core p ositions

in the V

L and V

H domains of imm unoglobulin molecules. Jour-

nal of Computational Biolo gy, 5(3):467–477, Jan uary 1998. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1998.5.467; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1998.5.467 .

Gupta:2010:HIG

[GKM

+

10] Arvind Gupta, Mohammad M. Karimi, J´ an Ma ˇ nuc h, Ladisla v

Stac ho, and Xiaohong Zhao. Haplot yp e inferring via galled-

tree net w orks is NP-Complete. Journal of Computational Bi-

olo gy, 17(10):1435–1449, Octob er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0117;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0117 .

Golding:2023:CMC

[GKMS23] G. Brian Golding, Holly Kop onen, Neerja Mhask ar, and W. F.

Sm yth. Computing maximal co v ers for protein sequences.

Journal of Computational Biolo gy, 30(2):149–160, F ebruary

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0520; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0520 .

Gupta:1995:IPS

[GKS95] Sandeep K. Gupta, John D. Kececioglu, and Alejandro A.

Sc h¨ affer. Impro ving the practical space and time efficiency

of the shortest-paths approac h to sum-of-pairs m ultiple se-

quence alignmen t. Journal of Computational Biolo gy, 2

(3):459–472, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.459;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.459 .

Gu:2009:OEP

[GLJW09] Junfeng Gu, Honglin Li, Hualiang Jiang, and Xic heng W ang.

Optimizing energy p oten tial for protein fold recognition with

parametric ev aluation function. Journal of Computational

Biolo gy, 16(3):427–442, Marc h 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0128;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0128 .

Geraci:2009:KBS

[GLM

+

09] Filipp o Geraci, Mauro Leoncini, Man uela Mon tangero, Marco

P ellegrini, and M. Elena Renda. K-Bo ost: a scalable algo-

rithm for high-qualit y clustering of microarra y gene expression

data. Journal of Computational Biolo gy, 16(6):859–873, June

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0201; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0201 .

Guo:2016:NRR

[GLM16] W enc h uan Guo, Zhenqiu Liu, and Sh ujie Ma. Nonparamet-

ric regularized regression for phenot yp e-asso ciated taxa selec-

tion and net w ork construction with metagenomic coun t data.

Journal of Computational Biolo gy, 23(11):877–890, No v em b er

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0023; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0023 .

Gouv eia:2020:RBM

[GLM20] Filip e Gouv eia, In ^ es Lynce, and P edro T. Mon teiro. Re-

vision of Bo olean mo dels of regulatory net w orks using sta-

ble state observ ations. Journal of Computational Biolo gy,

27(2):144–155, F ebruary 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0289;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0289 .

Graca:2010:HIP

[GLMSO10] Ana Gra¸ ca, In ^ es Lynce, Jo~ ao Marques-Silv a, and Arlindo L.

Oliv eira. Haplot yp e inference b y pure parsimon y: a sur-

v ey . Journal of Computational Biolo gy, 17(8):969–992, August

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0101; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0101 .

Guo:2013:DPC

[GLMW13] F ei Guo, Sh uai Cheng Li, W enji Ma, and Lusheng W ang.

Detecting protein conformational c hanges in in teractions via

scaling kno wn structures. Journal of Computational Biolo gy,

20(10):765–779, Octob er 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0069;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0069.

Griffiths:1996:AIS

[GM96] R. C. Griffiths and P

. Marjoram. Ancestral inference from

samples of DNA sequences with recom bination. Journal of

Computational Biolo gy, 3(4):479–502, Jan uary 1996. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1996.

3.479; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1996.3.479 .

Gronau:2007:NJA

[GM07] Ilan Gronau and Shlomo Moran. Neigh b or joining algorithms

for inferring ph ylogenies via LCA distances. Journal of Compu-

tational Biolo gy, 14(1):1–15, Jan uary 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0115;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0115 .

Gold:2008:R TG

[GMC08] Da vid Gold, Bani Mallic k, and Kevin Co om b es. Real-time

gene expression: Statistical c hallenges in design and infer-

ence. Journal of Computational Biolo gy, 15(6):611–623, July

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0220; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0220 .

Gamermann:2014:NAP

[GMC

+

14] Daniel Gamermann, Arnaud Mon tagud, J. Alb erto Conejero,

Ja vier F. Urc h uegu ´ ıa, and P edro F ern´ andez de C´ ordoba. New

approac h for ph ylogenetic tree reco v ery based on genome-

scale metab olic net w orks. Journal of Computational Biol-

o gy, 21(7):508–519, July 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0150;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0150 .

Gory ac hev:2001:UMD

[GME01] Andrew B. Gory ac hev, P ascale F. Macgregor, and Aled M.

Edw ards. Unfolding of microarra y data. Journal of Com-

putational Biolo gy, 8(4):443–461, Septem b er 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701752236232; https://www.liebertpub.com/

doi/pdf/10.1089/106652701752236232 .

Geb ert:2008:IGG

[GMF

+

08] Jutta Geb ert, Susanne Motamen y , Ulric h F aigle, Christian V.

F orst, and Rainer Sc hrader. Iden tifying genes of gene regulatory

net w orks using formal concept analysis. Journal of Computa-

tional Biolo gy, 15(2):185–194, Marc h 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0107;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0107 .

Garcia-Ma y a:2020:IWB

[GML20] Brenda Iv ette Garcia-Ma y a and Nik olaos Limnios. Iden tifica-

tion of w ords in biological sequences under the semi-Mark o v

h yp othesis. Journal of Computational Biolo gy, 27(5):683–697,

Ma y 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0253; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0253 .

Gupta:2005:SAI

[GMS05] Arvind Gupta, J´ an Ma ˇ nuc h, and Ladisla v Stac ho. Structure-

appro ximating in v erse protein folding problem in the 2D HP

mo del. Journal of Computational Biolo gy, 12(10):1328–1345,

Decem b er 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2005.12.1328; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2005.12.1328 .

Gupta:2012:AHI

[GMSZ12] Arvind Gupta, J´ an Ma ˇ nuc h, Ladisla v Stac ho, and Xiaohong

Zhao. Algorithm for haplot yp e inference via galled-tree net-

w orks with simple galls. Journal of Computational Biol-

o gy, 19(4):439–454, April 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0145;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0145.

reliabilit y . Journal of Computational Biolo gy, 16(3):487–500,

Marc h 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0083; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0083 .

Grundy:1998:HDF

[Gru98] William Noble Grundy

. Homology detection via fam-

ily pairwise searc h. Journal of Computational Biolo gy, 5

(3):479–491, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.479;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.479 .

Gill:2014:CDG

[GSA14] Nivit Gill, Shailendra Singh, and T rilok C. Aseri. Computational

disease gene prioritization: An appraisal. Journal of Computa-

tional Biolo gy, 21(6):456–465, June 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0158;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0158 .

Gogolewski:2019:TRP

[GSCG19] Krzysztof Gogolewski, Maciej Sykulski, Neo Christopher Ch ung,

and Anna Gam bin. T runcated robust principal comp onen t

analysis and noise reduction for single cell RNA sequencing

data. Journal of Computational Biolo gy, 26(8):782–793, Au-

gust 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0255; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0255 .

Gigric h:2017:NAA

[GSH17] James Gigric h, Shahry ar Sark ani, and Thomas Holzer. A new

approac h in applying systems engineering to ols and analysis

to determine hepato cyte to xicogenomics risk lev els to h uman

health. Journal of Computational Biolo gy, 24(3):238–254, Marc h

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0073; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0073.

Gustfield:1994:MEL

[GSL

W94] Dan Gustfield, Da vid Shmo ys, Jan Karel Lenstra, and T andy

W arno w. In memoriam Eugene L. La wler. Journal of Computa-

tional Biolo gy, 1(4):255–256, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/pdf/10.1089/cmb.1994.1.255 .

Gao:2011:OR O

[GSN11] Song Gao, Wing-Kin Sung, and Niranjan Nagara jan. Op era:

Reconstructing optimal genomic scaffolds with high-throughput

paired-end sequences. Journal of Computational Biolo gy, 18

(11):1681–1691, No v em b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0170;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0170 .

Gortler:2020:LFL

[GSS

+

20] F ranzisk a G¨ ortler, Marian Sc h¨ on, Jak ob Simeth, Stefan Sol-

brig, Tilo W ettig, P eter J. Oefner, Rainer Spang, and Mic hael

Alten buc hinger. Loss-function learning for digital tissue de-

con v olution. Journal of Computational Biolo gy, 27(3):342–355,

Marc h 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0462; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0462 .

Galas:2014:DCS

[GSSI14] Da vid J. Galas, Nikita A. Sakhanenk o, Alexander Skupin, and

T omasz Ignac. Describing the complexit y of systems: Multiv ari-

able “set complexit y” and the information basis of systems bi-

ology

. Journal of Computational Biolo gy, 21(2):118–140, F ebru-

ary 2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0039; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0039 .

Grainger:2010:RER

[GST10] Ben Grainger, Mic hael I. Sado wski, and William R. T a y-

lor. Re-ev aluating the “rules” of protein top ology

. Jour-

nal of Computational Biolo gy, 17(10):1371–1384, Octob er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0265; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0265 .

Graudenzi:2011:RAB

[GSV

+

11a] A. Graudenzi, R. Serra, M. Villani, A. Colacci, and S. A. Kauff-

man. Robustness analysis of a Bo olean mo del of gene regu-

latory net w ork with memory

. Journal of Computational Bi-

olo gy, 18(4):559–577, April 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0224;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0224 .

Graudenzi:2011:DPB

[GSV

+

11b] Alex Graudenzi, Rob erto Serra, Marco Villani, Chiara Damiani,

Annamaria Colacci, and Stuart A. Kauffman. Dynamical prop-

erties of a Bo olean mo del of gene regulatory net w ork with mem-

ory . Journal of Computational Biolo gy, 18(10):1291–1303, Oc-

tob er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0069; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0069 .

Gopal:2021:IRD

[GSV21] Jey ak o di Gopal, Vignesh w ar Suriy a Prak ash Sinnarasan, and

Amouda V enk atesan. Iden tification of repurp ose drugs b y com-

putational analysis of disease–gene–drug asso ciations. Jour-

nal of Computational Biolo gy, 28(10):975–984, Octob er 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0356; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0356 .

Guo:2016:EER

[GSW16] Qiang-Hui Guo, Lisa H. Sun, and Jian W ang. En umeration

of extended m-regular linear stac ks. Journal of Computational

Biolo gy, 23(12):943–956, Decem b er 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0041;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0041.

Goz:2016:EDE

[GT16] Eli Goz and T amir T uller. Evidence of a direct ev olu-

tionary selection for strong folding and m utational robust-

ness within HIV co ding regions. Journal of Computational

Biolo gy, 23(8):641–650, August 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0052;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0052 .

Giurcarnean u:2004:FIG

[GT A

+

04] Ciprian Doru Giurc˘ arnean u, Ioan T˘ abu ¸ s, Jaakk o Astola,

Juha Ollila, and Mauno Vihinen. F ast iterativ e gene clus-

tering based on information theoretic criteria for selecting

the cluster structure. Journal of Computational Biolo gy,

11(4):660–682, August 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.660;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.660 .

Gibney:2022:HSA

[GT A22] Daniel Gibney

, Sharma V. Thank ac han, and Sriniv as Aluru.

On the hardness of sequence alignmen t on de Bruijn graphs.

Journal of Computational Biolo gy, 29(12):1377–1396, Decem-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0411; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0411 .

Gam bin:2006:A CD

[GTT06] Anna Gam bin, Jerzy Tiuryn, and Jerzy T yszkiewicz. Alignmen t

with con text dep enden t scoring function. Journal of Computa-

tional Biolo gy, 13(1):81–101, Jan uary 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.81;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.81 .

Gu:2001:MMF

[Gu01] Xun Gu. Mathematical mo deling for functional div ergence after

gene duplication. Journal of Computational Biolo gy, 8(3):221–

234, June 2001. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/10665270152530827; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530827 .

Guigo:1998:A GP

[Gui98] Ro deric Guig´ o. Assem bling genes from predicted exons in lin-

ear time with dynamic programming. Journal of Computa-

tional Biolo gy, 5(4):681–702, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.681;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.681 .

Guo:2015:NFP

[Guo15] Y uzhen Guo. The noncompacted folding of proteins b y mo d-

ified elastic net algorithm. Journal of Computational Biol-

o gy, 22(7):609–618, July 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0290;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0290 .

Gusfield:2001:IHS

[Gus01] Dan Gusfield. Inference of haplot yp es from samples of

diploid p opulations: Complexit y and algorithms. Jour-

nal of Computational Biolo gy, 8(3):305–323, June 2001.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270152530863; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530863 .

Gusfield:2005:PSR

[Gus05] Dan Gusfield. Preface: Sp ecial RECOMB 2004 issue. Jour-

nal of Computational Biolo gy, 12(6):567–568, July 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2005.12.567 .

Gusfield:2010:MSP

[Gus10] Dan Gusfield. The m ulti-state p erfect ph ylogen y problem with

missing and remo v able data: Solutions via in teger-programming

and c hordal graph theory

. Journal of Computational Biol-

o gy, 17(3):383–399, Marc h 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0200;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0200 .

Gan:2022:CIS

[GV A22] Luqin Gan, Giusepp e Vinci, and Genev era I. Allen. Correla-

tion imputation for single-cell RNA-seq. Journal of Computa-

tional Biolo gy, 29(5):465–482, Ma y 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0403;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0403 .

Gat-Viks:2006:PMI

[GVTRS06] Irit Gat-Viks, Amos T ana y , Daniela Raijman, and Ron Shamir.

A probabilistic metho dology for in tegrating kno wledge and

exp erimen ts on biological net w orks. Journal of Computa-

tional Biolo gy, 13(2):165–181, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.165;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.165 .

Gat-Viks:2004:MAH

[GVTS04] Irit Gat-Viks, Amos T ana y , and Ron Shamir. Mo deling

and analysis of heterogeneous regulation in biological net-

w orks. Journal of Computational Biolo gy, 11(6):1034–1049, De-

cem b er 2004. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2004.11.1034; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2004.11.1034 .

Goldstein:1994:APS

[GW94] Larry Goldstein and Mic hael S. W aterman. Appro ximations

to profile score distributions. Journal of Computational Bi-

olo gy, 1(2):93–104, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.93;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.93.

Goligh tly:2006:BSI

[GW06] Andrew Goligh tly and Darren J. Wilkinson. Ba y esian sequen-

tial inference for sto c hastic kinetic bio c hemical net w ork mo dels.

Journal of Computational Biolo gy, 13(3):838–851, April 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.838; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2006.13.838 .

Ge:2021:SAA

[GW A

+

21] Songw ei Ge, Haohan W ang, Amir Ala vi, Eric Xing, and Ziv Bar-

joseph. Sup ervised adv ersarial alignmen t of single-cell RNA-seq

data. Journal of Computational Biolo gy, 28(5):501–513, Ma y

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Ge:2019:PGI

[GWL

+

19] F angfang Ge, Yi W ang, Hua y ang Li, Rui Zhang, Xiaotong

W ang, Qingyun Li, Zhenc hang Liang, and Long Y ang. Plan t-

GQ: an in tegrativ e database of G-quadruplex in plan t. Jour-

nal of Computational Biolo gy, 26(9):1013–1019, Septem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0010; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0010 .

Guo:2021:CSE

[GWM

+

21a] Y uzhi Guo, Jiaxiang W u, Heh uan Ma, Sheng W ang, and Jun-

zhou Huang. Comprehensiv e study on enhancing lo w-qualit y

p osition-sp ecific scoring matrix with deep learning for accurate

protein structure prop ert y prediction: Using bagging m ultiple

sequence alignmen t learning. Journal of Computational Biolo gy,

28(4):346–361, April 2021. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Guo:2021:ENE

[GWM

+

21b] Y uzhi Guo, Jiaxiang W u, Heh uan Ma, Sheng W ang, and Jun-

zhou Huang. EPT o ol: a new enhancing PSSM to ol for protein

secondary structure prediction. Journal of Computational Bi-

olo gy, 28(4):362–364, April 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

matics W orkshop. Journal of Computational Biolo gy, 25(1):1–2,

Jan uary 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.29010.jh .

Halldorsson:2011:CPS

[HA TI11] Bjarni V. Halld´ orsson, Derek Aguiar, Ry an T arpine, and Sorin

Istrail. The Clark phaseable sample size problem: Long-

range phasing and loss of heterozygosit y in GW

AS. Jour-

nal of Computational Biolo gy, 18(3):323–333, Marc h 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0288; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0288 .

Ha vilio:2006:SDB

[Ha v06] Moshe Ha vilio. Signal decon v olution based expression-detection

and bac kground adjustmen t for microarra y data. Journal of

Computational Biolo gy, 13(1):63–80, Jan uary 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.63; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.63 .

Hic k ey:2011:PMS

[HB11] Glenn Hic k ey and Mathieu Blanc hette. A probabilistic mo del

for sequence alignmen t with con text-sensitiv e indels. Jour-

nal of Computational Biolo gy, 18(11):1449–1464, No v em b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0157; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0157 .

Hide:1994:BED

[HBD94] Winston Hide, John Burk e, and Daniel B. Da Vison. Bi-

ological ev aluation of d

2

, an algorithm for high-p erformance

sequence comparison. Journal of Computational Biolo gy,

1(3):199–215, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.199;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.199.

Heath:2011:AEI

[HBK11] Allison P

. Heath, George N. Bennett, and Lydia E. Ka vraki.

An algorithm for efficien t iden tification of branc hed metab olic

path w a ys. Journal of Computational Biolo gy, 18(11):1575–1597,

No v em b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/cmb.2011.0165; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0165 .

Haimo vic h:2006:W AD

[HBR

W06] Adrian D. Haimo vic h, Bruce Byrne, Ramakrishna Ramasw am y ,

and William J. W elsh. W a v elet analysis of DNA w alks. Journal

of Computational Biolo gy, 13(7):1289–1298, Septem b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1289; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1289 .

Huan:2005:CGR

[HBW

+

05] Jun Huan, Deepak Bandy opadh y a y , W ei W ang, Jac k Sno eyink,

Jan Prins, and Alexander T ropsha. Comparing graph rep-

resen tations of protein structure for mining family-sp ecific

residue-based pac king motifs. Journal of Computational Bi-

olo gy, 12(6):657–671, July 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.657;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.657 .

Huang:2005:AAH

[HCC05] Y ao-Ting Huang, Kun-Mao Chao, and Ting Chen. An appro x-

imation algorithm for haplot yp e inference b y maxim um par-

simon y . Journal of Computational Biolo gy, 12(10):1261–1274,

Decem b er 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2005.12.1261; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2005.12.1261 .

Ho que:2009:EHM

[HCS09] T amjidul Ho que, Madh u Chett y , and Ab dul Sattar. Extended

HP mo del for protein structure prediction. Journal of Computa-

tional Biolo gy, 16(1):85–103, Jan uary 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0082;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0082 .

He:2009:UR U

[HCX09] Yi He, Chang jun Chen, and Yi Xiao. United-residue (UN-

RES) Langevin dynamics sim ulations of trpzip2 folding. Jour-

nal of Computational Biolo gy, 16(12):1719–1730, Decem b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0070; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0070 .

Holmes:1998:DP A

[HD98] Ian Holmes and Ric hard Durbin. Dynamic programming

alignmen t accuracy

. Journal of Computational Biolo gy, 5

(3):493–504, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.493;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.493 .

Heran t:2010:CTD

[HD10] Marc Heran t and Micah Dem b o. Cytop ede: a three-dimensional

to ol for mo deling cell motilit y on a flat surface. Jour-

nal of Computational Biolo gy, 17(12):1639–1677, Decem b er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0271; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0271 .

Hallen:2016:CCO

[HD16] Mark A. Hallen and Bruce R. Donald. comets (constrained op-

timization of m ultistate energies b y tree searc h): a pro v able and

efficien t protein design algorithm to optimize binding affinit y

and sp ecificit y with resp ect to sequence. Journal of Computa-

tional Biolo gy, 23(5):311–321, Ma y 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0188;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0188.

Han:2008:SAP

[HDBZ08] Buhm Han, Ban u Dost, Vineet Bafna, and Shao jie Zhang. Struc-

tural alignmen t of pseudoknotted RNA. Journal of Computa-

tional Biolo gy, 15(5):489–504, June 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0214;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0214 .

Heath:1997:MCM

[Hea97] S. C. Heath. Mark o v c hain Mon te Carlo metho ds for ra-

diation h ybrid mapping. Journal of Computational Biol-

o gy, 4(4):505–515, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.505;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.505 .

Hussain:2019:PDT

[HFUH19] Shahid Hussain, Ja v ed F erzund, and Raza Ul-Haq. Predic-

tion of drug target sensitivit y in cancer cell lines using Apac he

Spark. Journal of Computational Biolo gy, 26(8):882–889, Au-

gust 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0102; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0102 .

He:2005:ICG

[HG05] Xin He and Mic hael H. Goldw asser. Iden tifying conserv ed gene

clusters in the presence of homology families. Journal of Compu-

tational Biolo gy, 12(6):638–656, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.638;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.638 .

Halldorsson:2011:ADH

[HG11] Bjarni V. Halld´ orsson and Dan ´ ıel F. Gudb jartsson. An al-

gorithm for detecting high frequency cop y n um b er p olymor-

phisms using SNP arra ys. Journal of Computational Biol-

o gy, 18(8):955–966, August 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0317;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0317 .

Huang:2018:NR T

[HG18] Hsin-Hsiung Huang and Sen thil B. Girim urugan. A no v el real-

time genome comparison metho d using discrete w a v elet trans-

form. Journal of Computational Biolo gy, 25(4):405–416, April

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0115; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0115 .

Halp erin:2006:HEH

[HH06] Eran Halp erin and Elad Hazan. HAPLOFREQ — estimat-

ing haplot yp e frequencies efficien tly . Journal of Computa-

tional Biolo gy, 13(2):481–500, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.481;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.481 .

Hu:2014:PSP

[HH14] W ei Hu and John Hu. Prediction of siRNA p otency us-

ing sparse logistic regression. Journal of Computational Bi-

olo gy, 21(6):420–427, June 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0115;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0115 .

Hung:2006:CUC

[HHC06] Ch un-Min Hung, Y ueh-Min Huang, and Ming-Shi Chang.

CSAM: Using clustering-hashing-signal anc horing metho d to

explore h uman no v el genes. Journal of Computational Biol-

o gy, 13(10):1775–1789, Decem b er 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1775;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1775 .

He:2017:PSA

[HHC17] Jing He, Nurit Hasp el, and Brian Chen. Preface: Selected

articles from 2015 Computational Structural Bioinformatics

W orkshop. Journal of Computational Biolo gy, 24(1):1, Jan-

uary 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2017.29004.jh .

He:2013:HSO

[HHE13] Dan He, Buhm Han, and Eleazar Eskin. Hap-seq: an optimal

algorithm for haplot yp e phasing with imputation using sequenc-

ing data. Journal of Computational Biolo gy, 20(2):80–92, F ebru-

ary 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0091; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0091 .

Halp erin:2003:HL T

[HHHS03] Eran Halp erin, Sha y Halp erin, Tzvik a Hartman, and Ron

Shamir. Handling long targets and errors in sequencing b y h y-

bridization. Journal of Computational Biolo gy, 10(3–4):483–497,

June 2003. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Horng:2002:RSD

[HHJ

+

02] Jorng-Tzong Horng, Hsien-Da Huang, Ming-Hui Jin, Li-

Cheng W u, and Shir-Ly Huang. The rep etitiv e sequence

database and mining putativ e regulatory elemen ts in gene

promoter regions. Journal of Computational Biolo gy, 9(4):

621–640, August 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760277354;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760277354 .

Huang:2013:RMT

[HHJ

+

13] Y an Huang, Yin Hu, Corbin D. Jones, James N. MacLeo d,

Derek Y. Chiang, Y ufeng Liu, Jan F. Prins, and Jinze Liu.

A robust metho d for transcript quan tification with RNA-Seq

data. Journal of Computational Biolo gy, 20(3):167–187, Marc h

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0230; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0230.

Hjelm:2006:NPN

[HHL06] Marcus Hjelm, Mattias H¨ oglund, and Jens Lagergren. New

probabilistic net w ork mo dels and algorithms for oncogenesis.

Journal of Computational Biolo gy, 13(4):853–865, Ma y 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.853; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2006.13.853 .

Hong:2009:APP

[HHP

+

09] Huixiao Hong, Qilong Hong, Roger P erkins, Leming Shi,

Hong F ang, Zhenqiang Su, Yv onne Dragan, James C. F us-

co e, and W eida T ong. The accurate prediction of protein

family from amino acid sequence b y measuring features of

sequence fragmen ts. Journal of Computational Biolo gy, 16

(12):1671–1688, Decem b er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0115;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0115 .

Hashemifar:2016:JAM

[HHX16] Soma y e Hashemifar, Qixing Huang, and Jin b o Xu. Join t

alignmen t of m ultiple protein–protein in teraction net w orks

via con v ex optimization. Journal of Computational Biol-

o gy, 23(11):903–911, No v em b er 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0025;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0025 .

He:2018:ALM

[HHZ

+

18] Jin-Hua He, Ze-Ping Han, Mao-Xian Zou, Li W ang, Y u Bing Lv,

Jia Bin Zhou, Ming-Rong Cao, and Y u-Guang Li. Analyzing the

LncRNA, miRNA, and mRNA regulatory net w ork in prostate

cancer with bioinformatics soft w are. Journal of Computational

Biolo gy, 25(2):146–157, F ebruary 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0093;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0093.

abs/10.1089/cmb.2015.0150; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0150 .

Hu:2016:CPT

[HL16b] Y uc heng Hu and John S. Lo w engrub. Collectiv e prop erties

of a transcription initiation mo del under v arying en viron-

men t. Journal of Computational Biolo gy, 23(1):56–66, Jan uary

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0144; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0144 .

Hernandez-lop ez:2020:TDT

[HlAM20] Ana A. Hernandez-lop ez, Claudio Alb erti, and Marco Mat-

ta v elli. T o w ard a dynamic threshold for qualit y score distor-

tion in reference-based alignmen t. Journal of Computational

Biolo gy, 27(2):288–300, F ebruary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0333;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0333 .

Hescott:2010:EBP

[HLCS10] B. J. Hescott, M. D. M. Leiserson, L. J. Co w en, and D. K.

Slonim. Ev aluating b et w een-path w a y mo dels with expression

data. Journal of Computational Biolo gy, 17(3):477–487, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0178; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0178 .

Huang:2018:AMW

[HLG18] Xinrui Huang, Sha Li, and Song Gao. Applying a mo d-

ified w a v elet shrink age filter to impro v e cry o-electron mi-

croscop y imaging. Journal of Computational Biolo gy, 25

(9):1050–1058, Septem b er 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0060;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0060 .

Heger:2004:AD V

[HLH04] Andreas Heger, Mic hael Lapp e, and Liisa Holm. Accurate detec-

tion of v ery sparse sequence motifs. Journal of Computational

Biolo gy, 11(5):843–857, Octob er 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.843;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.843 .

Hohm:2006:MEM

[HLH06] Tim Hohm, Philipp Lim b ourg, and Daniel Hoffmann. A

m ultiob jectiv e ev olutionary metho d for the design of p ep-

tidic mimotop es. Journal of Computational Biolo gy, 13

(1):113–125, Jan uary 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.113;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.113 .

Hedjazi:2013:SD A

[HLK

+

13] Ly amine Hedjazi, Marie-V eronique Le Lann, T atiana Kem-

p o wsky

, Florence Dalenc, Joseph Aguilar-Martin, and Gilles

F a vre. Sym b olic data analysis to defy lo w signal-to-noise ra-

tio in microarra y data for breast cancer prognosis. Jour-

nal of Computational Biolo gy, 20(8):610–620, August 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0249; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0249 .

Holtb y:2013:LLM

[HLL13] Daniel Holtb y , Sh uai Cheng Li, and Ming Li. Lo opW ea v er:

Lo op mo deling b y the w eigh ted scaling of v erified proteins.

Journal of Computational Biolo gy, 20(3):212–223, Marc h 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0078; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0078 .

Heinonen:2011:CAM

[HLMR11] Markus Heinonen, Sampsa Lappalainen, T aneli Mielik¨ ainen, and

Juho Rousu. Computing atom mappings for bio c hemical re-

actions without subgraph isomorphism. Journal of Computa-

tional Biolo gy, 18(1):43–58, Jan uary 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0216;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0216 .

Hub er:2008:CDM

[HLMS08] Katharina T. Hub er, Martin Lott, Vincen t Moulton, and

Andreas Spillner. The complexit y of deriving m ulti-lab eled

trees from bipartitions. Journal of Computational Biol-

o gy, 15(6):639–651, July 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0088;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0088 .

Han:2014:CS

[HLR14] Hillary S. W. Han, Thomas J. X. Li, and Christian M. Rei-

dys. Com binatorics of γ -structures. Journal of Computa-

tional Biolo gy, 21(8):591–608, August 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0128;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0128 .

Ho c h b erg:2014:DSP

[HM14] Rob ert Ho c h b erg and T reena Larrew Milam. Data struc-

tures for parsimon y correlation and biosequence co-ev olution.

Journal of Computational Biolo gy, 21(4):361–369, April 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0107; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0107 .

Huang:2007:BIM

[HMF07] Jim C. Huang, Quaid D. Morris, and Brendan J. F rey . Ba y esian

inference of MicroRNA targets from sequence and expression

data. Journal of Computational Biolo gy, 14(5):550–563, June

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R002; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R002 .

Hoang:2024:DCO

[HMK24] Minh Hoang, Guillaume Mar¸ cais, and Carl Kingsford. Den-

sit y and conserv ation optimization of the generalized mask ed-

minimizer sk etc hing sc heme. Journal of Computational Bi-

olo gy, 31(1):2–20, Jan uary 2024. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0212;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0212 .

Ha y es:2021:CVD

[HMN21] Matthew Ha y es, Derric k Mullins, and Angela Nguy en. Com-

plex v arian t disco v ery using discordan t cluster normalization.

Journal of Computational Biolo gy, 28(2):185–194, F ebruary

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0249; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2020.0249 .

Horesh:2006:D A C

[HMU06] Y air Horesh, Ramit Mehr, and Ron Unger. Designing an

A∗ algorithm for calculating edit distance b et w een ro oted-

unordered trees. Journal of Computational Biolo gy, 13(6):1165–

1176, July 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1165; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1165 .

Hasega w a:2014:ED A

[HMY

+

14] T ak anori Hasega w a, T omo y a Mori, Rui Y amaguc hi, Seiy a

Imoto, Satoru Miy ano, and T atsuy a Akutsu. An efficien t

data assimilation sc hema for restoration and extension of

gene regulatory net w orks using time-course observ ation data.

Journal of Computational Biolo gy, 21(11):785–798, No v em b er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0171; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0171 .

Ha y ashi:2019:ANB

[HMY

+

19] Sh uto Ha y ashi, T akuy a Moriy ama, Rui Y amaguc hi, Shinic hi

Mizuno, Mitsuhiro Kom ura, Satoru Miy ano, Hidew aki Nak a-

ga w a, and Seiy a Imoto. ALPHLARD-NT: Ba y esian metho d

for h uman leuk o cyte an tigen genot yping and m utation calling

through sim ultaneous analysis of normal and tumor whole-

genome sequence data. Journal of Computational Biolo gy,

26(9):923–937, Septem b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0224;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0224 .

Haus:2009:LIP

[HNTW09] Utz-Uw e Haus, Kathrin Niermann, Klaus T ruemp er, and Rob ert

W eisman tel. Logic in teger programming mo dels for signaling

net w orks. Journal of Computational Biolo gy, 16(5):725–743,

Ma y 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0163; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0163 .

Huson:1999:DCF

[HNW99] Daniel H. Huson, Scott M. Nettles, and T andy J. W arno w. Disk-

co v ering, a fast-con v erging metho d for ph ylogenetic tree recon-

struction. Journal of Computational Biolo gy, 6(3–4):369–386,

Octob er 1999. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic).

Horton:2001:TBB

[Hor01] P aul Horton. Tsukuba BB: a branc h and b ound algo-

rithm for lo cal m ultiple alignmen t of DNA and protein se-

quences. Journal of Computational Biolo gy, 8(3):283–303, June

2001. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270152530854; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530854 .

Hendy:1996:CFL

[HP96] Mic hael D. Hendy and Da vid P enn y . Complete families of linear

in v arian ts for some sto c hastic mo dels of sequence ev olution, with

and without the molecular clo c k assumption. Journal of Compu-

tational Biolo gy, 3(1):19–31, Jan uary 1996. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.19;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.19 .

Ho c h baum:1997:PCE

[HP97] Dorit S. Ho c h baum and An u P athria. P ath costs in ev olu-

tionary tree reconstruction. Journal of Computational Biol-

o gy, 4(2):163–175, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.163;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.163 .

Haub old:2009:EMD

[HPDL

W09] Bernhard Haub old, P eter Pfaffelh ub er, Mirjana Domazet-

Los¯ o, and Thomas Wiehe. Estimating m utation distances

from unaligned genomes. Journal of Computational Biol-

o gy, 16(10):1487–1500, Octob er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0106;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0106 .

Hanson:2020:GKY

[HPL

+

20] Jac k Hanson, Kuldip K. P aliw al, Thomas Litfin, Y uedong Y ang,

and Y ao qi Zhou. Getting to kno w y our neigh b or: Protein struc-

ture prediction comes of age with con textual mac hine learn-

ing. Journal of Computational Biolo gy, 27(5):796–814, Ma y

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0193; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0193 .

Huang:2009:FNR

[HPR09] F enix W. D. Huang, W ade W. J. P eng, and Christian M.

Reidys. F olding 3-noncrossing RNA pseudoknot structures.

Journal of Computational Biolo gy, 16(11):1549–1575, No v em-

b er 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0194; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0194 .

Huynen:1996:BPP

[HPVS96] Martijn A. Huynen, Alan P erelson, W a yne A. Vieira, and

P eter F. Stadler. Base pairing probabilities in a com-

plete HIV-1 RNA. Journal of Computational Biolo gy, 3

(2):253–274, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.253;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.253.

Heath:2003:SHC

[HPY03] Sam uel A. Heath, F ranco P

. Preparata, and Jo el Y oung. Se-

quencing b y h ybridization b y co op erating direct and rev erse

sp ectra. Journal of Computational Biolo gy, 10(3–4):499–508,

June 2003. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Huang:2006:LPW

[HQ06] Sh uguang Huang and Y ongming Qu. The loss in p o w er

when the test of differen tial expression is p erformed un-

der a wrong scale. Journal of Computational Biolo gy,

13(3):786–797, April 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.786;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.786 .

Han:2008:PRS

[HR08] Hillary S. W. Han and Christian M. Reidys. Pseudoknot RNA

structures with arc-length ≥ 4. Journal of Computational Bi-

olo gy, 15(9):1195–1208, No v em b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0051;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0051 .

Han:2012:DRS

[HR12a] Hillary S. W. Han and Christian M. Reidys. The 5’-3’ dis-

tance of RNA secondary structures. Journal of Computa-

tional Biolo gy, 19(7):867–878, July 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0301;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0301 .

Han:2012:PTE

[HR12b] Hillary S. W. Han and Christian M. Reidys. A phase tran-

sition in energy-filtered RNA secondary structures. Jour-

nal of Computational Biolo gy, 19(10):1105–1119, Octob er

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0151; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0151.

Journal of Computational Biolo gy, 22(9):785–786, Septem b er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2015.28999.jh .

Hirsc h:2007:OSS

[HSL07] Mic hael Hirsc h, Stephen Swift, and Xioh ui Liu. Optimal searc h

space for clustering gene expression data via consensus. Jour-

nal of Computational Biolo gy, 14(10):1327–1341, Decem b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0153; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0153 .

Haussler:2018:FPL

[HSOE

+

18] Da vid Haussler, Maciej Sm uga-Otto, Jordan M. Eizenga, Bene-

dict P aten, Adam M. No v ak, Sergei Nikitin, Maria Zuev a,

and Dmitrii Miagk o v. A flo w pro cedure for linearization of

genome sequence graphs. Journal of Computational Biol-

o gy, 25(7):664–676, July 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0248;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0248 .

Huang:2017:SIS

[HTH

+

17] Haiy an Huang, Hua T ang, Jing Huang, Bin Chen, Ruixiao

Liu, Rui (Sammi) T ang, Ying Lu, and P eng Y ang. Sp e-

cial issue: Selected pap ers of the Inaugural DahSh u Data

Science Symp osium: Computational Precision Health (CPH

2017). Journal of Computational Biolo gy, 24(7):635–636, July

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2017.29007.hh .

Harjule:2022:TEM

[HTM

+

22] Priy ank a Harjule, Man v a Mohd. T okir, T an uj Meh ta, Shiv am

Gurjar, An upam Kumar, and Basan t Agarw al. T exture

enhancemen t of medical images for efficien t disease diag-

nosis with optimized fractional deriv ativ e masks. Jour-

nal of Computational Biolo gy, 29(6):545–564, June 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0267; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0267 .

Han:2022:LSH

[HTY22] W on tac k Han, Haixu T ang, and Y uzhen Y e. Lo calit y-sensitiv e

hashing-based k -mer clustering for iden tification of differen-

tial microbial mark ers related to host phenot yp e. Jour-

nal of Computational Biolo gy, 29(7):738–751, July 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0640; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0640 .

He:2012:NA T

[HTZ

+

12] Yic hao He, Haiy an Tian, Xinlu Zhang, Zhiw ei W ang, and Suo-

gang Gao. Nonadaptiv e algorithms for threshold group test-

ing with inhibitors and error-tolerance. Journal of Computa-

tional Biolo gy, 19(7):903–910, July 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0229;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0229 .

Hart:2013:CSS

[HTZ

+

13] Stev en N. Hart, T erry M. Therneau, Y uji Zhang, Gregory A.

P oland, and Jean-Pierre Ko c her. Calculating sample size es-

timates for RNA sequencing data. Journal of Computational

Biolo gy, 20(12):970–978, Decem b er 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0283;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0283 .

Huang:2008:SAA

[Hua08] Xiao qiu Huang. Sequence alignmen t with an appropri-

ate substitution matrix. Journal of Computational Biol-

o gy, 15(2):129–138, Marc h 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0155.

Huang:2010:SIS

[Hua10] Sh uguang Huang. Statistical issues in subp opulation anal-

ysis of high con ten t imaging data. Journal of Computa-

tional Biolo gy, 17(7):879–894, July 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0071;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0071 .

Huang:2015:MRR

[Hua15] Chia-Hui Huang. Medical reasoning with rough-set influence di-

agrams. Journal of Computational Biolo gy, 22(8):752–764, Au-

gust 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0293; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0293 .

Hubb ell:2001:MSH

[Hub01] Earl Hubb ell. Multiplex sequencing b y h ybridization. Jour-

nal of Computational Biolo gy, 8(2):141–149, April 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701300312913; https://www.liebertpub.com/

doi/pdf/10.1089/106652701300312913 .

Heath:2003:SSS

[HV03] Len w o o d S. Heath and John P aul C. V ergara. Sorting

b y short sw aps. Journal of Computational Biolo gy, 10(5):

775–789, Octob er 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322539097;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322539097 .

Ha vukk ala:2007:RIP

[HV07] Ilkk a Ha vukk ala and Stijn V anderlo o y . On the reliable iden-

tification of plan t sequences con taining a p oly aden ylation site.

Journal of Computational Biolo gy, 14(9):1229–1245, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0058; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0058.

Huang:2009:MSN

[HV09] Xiao qiu Huang and Martin Vingron. Maxim um similar-

it y: a new form ulation of ph ylogenetic reconstruction. Jour-

nal of Computational Biolo gy, 16(7):887–896, July 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0232; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0232 .

Helman:2004:BNC

[HV A W04] P aul Helman, Rob ert V eroff, Susan R. A tlas, and Cheryl

Willman. A Ba y esian net w ork classification metho dology

for gene expression data. Journal of Computational Biol-

o gy, 11(4):581–615, August 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.581;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.581 .

Halioui:2017:GDG

[HVD17] Ahmed Halioui, P etk o V altc hev, and Ab doula y e Banir ´ e Di-

allo. T-GO

Wler: Disco v ering generalized pro cess mo dels within

texts. Journal of Computational Biolo gy, 24(8):799–808, Au-

gust 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0085; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0085 .

He:2013:BBB

[HVPBK13] Lu He, F abio V andin, Gopal P andurangan, and Chris Bailey-

Kellogg. Ballast: a ball-based algorithm for structural mo-

tifs. Journal of Computational Biolo gy, 20(2):137–151, F ebru-

ary 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0246; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0246 .

Husmeier:2001:DRD

[HW01] Dirk Husmeier and F rank W righ t. Detection of recom bination

in DNA m ultiple alignmen ts with hidden Mark o v mo dels. Jour-

nal of Computational Biolo gy, 8(4):401–427, Septem b er 2001.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701752236214; https://www.liebertpub.com/

doi/pdf/10.1089/106652701752236214 .

He:2013:I IP

[HWH

+

13] Dan He, Zhan y ong W ang, Buhm Han, Laxmi P arida, and

Eleazar Eskin. IPED: Inheritance path-based p edigree

reconstruction algorithm using genot yp e data. Journal

of Computational Biolo gy, 20(10):780–791, Octob er 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0080; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0080 .

Hoink a:2020:A O W

[HWP20] Jan Hoink a, Yijie W ang, and T eresa M. Przyt yc k a. Apt-

aBlo c ks online: a W eb-based to olkit for the in silico de-

sign of oligon ucleotide stic ky bridges. Journal of Computa-

tional Biolo gy, 27(3):356–360, Marc h 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0470;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0470 .

Holley:2018:D AF

[HWSH18] Guillaume Holley

, Roland Wittler, Jens Sto y e, and F araz

Hac h. Dynamic alignmen t-free and reference-free read compres-

sion. Journal of Computational Biolo gy, 25(7):825–836, July

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0068; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0068 .

Hu:2020:PMI

[HWW

+

20] Guozhang Hu, Rui W ang, Bo W ei, Le W ang, Qi Y ang, Daliang

Kong, and Chao Du. Prognostic mark ers iden tification in

glioma b y gene expression profile analysis. Journal of Computa-

tional Biolo gy, 27(1):81–90, Jan uary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0217;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0217.

Huang:2021:I ID

[HWZ

+

21] Qiuyue Huang, Jun W ang, Xiangliang Zhang, Maozu Guo,

and Guo xian Y u. IsoD

A: Isoform–disease asso ciation predic-

tion b y m ultiomics data fusion. Journal of Computational

Biolo gy, 28(8):804–819, August 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0626;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0626 .

Hao:2017:RFD

[HXL

+

17] Y angy ang Hao, Xiaoling Xuei, Lang Li, Harikrishna Naksha-

tri, Ho w ard J. Eden b erg, and Y unlong Liu. RareV ar: a

framew ork for detecting lo w-frequency single-n ucleotide v ari-

an ts. Journal of Computational Biolo gy, 24(7):637–646, July

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0057; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0057 .

Hu:2020:CAI

[HXL

+

20] Maolin Hu, Jiangling Xie, Zhifeng Liu, Xuan W ang, Ming

Liu, and Jian y e W ang. Comprehensiv e analysis iden tify-

ing Wn t ligands gene family for bio c hemical recurrence in

prostate adeno carcinoma and construction of a nomogram.

Journal of Computational Biolo gy, 27(12):1656–1667, Decem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0397; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0397 .

Huang:2023:HDP

[HXY

+

23] An Huang, Xiaolan Xie, Xiao jun Y ao, Huanxiang Liu, Xi-

ao qi W ang, and Shaoliang P eng. HF-DDI: Predicting drug–

drug in teraction ev en ts based on m ultimo dal h ybrid fusion.

Journal of Computational Biolo gy, 30(9):961–971, Septem b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0068; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0068.

Hernandez:2016:DSG

[HY16a] T ro y Hernandez and Jie Y ang. Descriptiv e statistics of

the genome: Ph ylogenetic classification of viruses. Jour-

nal of Computational Biolo gy, 23(10):810–820, Octob er 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0132; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0132 .

Hu:2016:SEU

[HY16b] Y uc heng Hu and Gongrong Y ang. Sequence ev olution un-

der constrain ts: Lessons learned from Sudoku. Journal

of Computational Biolo gy, 23(10):830–840, Octob er 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0218; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0218 .

Hu:2019:CMC

[HYJ

+

19] Xi Hu, W enling Yi, Ling Jiang, Sijia W u, Y an Zhang, Jianqiang

Du, Tian y ou Ma, T ong W ang, and Xiaoming W u. Classifica-

tion of metaphase c hromosomes using deep con v olutional neu-

ral net w ork. Journal of Computational Biolo gy, 26(5):473–484,

Ma y 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0212; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0212 .

He:2010:OBP

[HYY

+

10] Zengy ou He, Chao Y ang, Can Y ang, Rob ert Z. Qi, Ja-

son P o-Ming T am, and W eic h uan Y u. Optimization-based

p eptide mass fingerprin ting for protein mixture iden tifica-

tion. Journal of Computational Biolo gy, 17(3):221–235, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0160; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0160 .

Hertzb erg:2005:FMP

[HZGD05] Libi Hertzb erg, Or Zuk, Gad Getz, and Eytan Doman y .

Finding motifs in promoter regions. Journal of Computa-

tional Biolo gy, 12(3):314–330, April 2005. CODEN JCOBEM.

1. Journal of Computational Biolo gy, 29(7):599–600, July 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2022.29065.si .

Iv:2022:EIC

[IR22] F rederic k A. Matsen Iv and P eter L. Ralph. Enabling in-

ference for con text-dep enden t mo dels of m utation b y b ound-

ing the propagation of dep endency

. Journal of Computa-

tional Biolo gy, 29(8):802–824, August 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0644;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0644 .

Innis:2021:GPC

[IR CA21] Sarah E. Innis, Kelsie Reinaltt, Mete Civ elek, and W ar-

ren D. Anderson. GSEAplot: a pac k age for customizing

gene set enric hmen t analysis in R. Journal of Computa-

tional Biolo gy, 28(6):629–631, June 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0426;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0426 .

Ih uegbu:2012:FSD

[ISB12] Nnamdi E. Ih uegbu, Gary D. Stormo, and Jerem y Buhler.

F ast, sensitiv e disco v ery of conserv ed genome-wide motifs.

Journal of Computational Biolo gy, 19(2):139–147, F ebruary

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0249; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0249 .

Istrail:1999:LSA

[ISK99] S. Istrail, R. Sc h w artz, and J. King. Lattice sim ulations of

aggregation funnels for protein folding. Journal of Computa-

tional Biolo gy, 6(2):143–162, Jan uary 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.143;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.143.

Istrail:1999:SRI

[Ist99] Sorin Istrail. Sp ecial RECOMB’99 issue. Journal of Computa-

tional Biolo gy, 6(3–4):279, Octob er 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Istrail:2019:EDR

[Ist19] Sorin Istrail. Eric Da vidson’s regulatory genome for com-

puter science: Causalit y , logic, and pro of principles of the

genomic cis -regulatory co de. Journal of Computational Bi-

olo gy, 26(7):653–684, July 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0144;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0144 .

Istrail:2020:PSI

[Ist20] Sorin Istrail. Preface sp ecial issue: RECOMB 2018. Jour-

nal of Computational Biolo gy, 27(3):301, Marc h 2020. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2020.29026.si .

Iorio:2009:IND

[ITdB09] F rancesco Iorio, Rob erto T agliaferri, and Diego di Bernardo.

Iden tifying net w ork of drug mo de of action b y gene ex-

pression profiling. Journal of Computational Biolo gy, 16

(2):241–251, F ebruary 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.10TT;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

10TT .

Idek er:2000:TDE

[ITSH00] T rey Idek er, V esteinn Thorsson, Andrew F. Siegel, and

Lero y E. Ho o d. T esting for differen tially-expressed genes

b y maxim um-lik eliho o d analysis of microarra y data. Jour-

nal of Computational Biolo gy, 7(6):805–817, Decem b er 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270050514945; https://www.liebertpub.

com/doi/pdf/10.1089/10665270050514945.

Idury:1995:NAD

[IW95] Ramana M. Idury and Mic hael S. W aterman. A new al-

gorithm for DNA sequence assem bly . Journal of Computa-

tional Biolo gy, 2(2):291–306, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.291;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.291 .

Jak aitiene:2017:BBM

[JA G17] Audrone Jak aitiene, Mariano Avino, and Mario Rosario Guar-

racino. Beta-binomial mo del for the detection of rare m u-

tations in p o oled next-generation sequencing exp erimen ts.

Journal of Computational Biolo gy, 24(4):357–367, April 2017.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0106; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0106 .

Jahn:2011:ECA

[Jah11] Katharina Jahn. Efficien t computation of appro ximate

gene clusters based on reference o ccurrences. Journal of

Computational Biolo gy, 18(9):1255–1274, Septem b er 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0132; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0132 .

James:2010:MA G

[JB10] Scott C. James and V arun Boriah. Mo deling algae gro wth

in an op en-c hannel racew a y . Journal of Computational Bi-

olo gy, 17(7):895–906, July 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0078;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0078 .

Jo w:2010:IGM

[JBBW10] Ho wsun Jo w, Madh uc hhanda Bhattac harjee, Ric hard Bo ys,

and Darren Wilkinson. The in tegration of genetic maps

using Ba y esian inference. Journal of Computational Biol-

o gy, 17(6):825–840, June 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0243;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0243 .

Joshi:2015:MSN

[JBM15] Anagha Joshi, Yv onne Bec k, and T om Mic ho el. Multi-

sp ecies net w ork inference impro v es gene regulatory net w ork re-

construction for early em bry onic dev elopmen t in Dr osophila .

Journal of Computational Biolo gy, 22(4):253–265, April 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0290; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0290 .

Jiang:2022:TSG

[JC22] W ei Jiang and Liang Chen. Tissue sp ecificit y of gene expres-

sion ev olv es across mammal sp ecies. Journal of Computa-

tional Biolo gy, 29(8):880–891, August 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0592;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0592 .

Jiao:2022:GW C

[JCBX22] Rong Jiao, Xiangning Chen, Eric Bo erwinkle, and Momiao

Xiong. Genome-wide causation studies of complex diseases.

Journal of Computational Biolo gy, 29(8):908–931, August

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0676; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0676 .

Jabbari:2008:NER

[JCZ08] Hosna Jabbari, Anne Condon, and Shelly Zhao. No v el and

efficien t RNA secondary structure prediction using hierarc hi-

cal folding. Journal of Computational Biolo gy, 15(2):139–163,

Marc h 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0198; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0198.

Jia:2005:RPM

[JD05] Y uting Jia and T. Gregory Dew ey . A random p olymer mo del

of the statistical significance of structure alignmen t. Journal

of Computational Biolo gy, 12(3):298–313, April 2005. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2005.

12.298; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2005.12.298 .

Jaakk ola:2000:DFD

[JDH00] T ommi Jaakk ola, Mark Diekhans, and Da vid Haussler. A dis-

criminativ e framew ork for detecting remote protein homolo-

gies. Journal of Computational Biolo gy, 7(1–2):95–114, F ebru-

ary 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Jain:2018:F AA

[JDK

+

18] Chirag Jain, Alexander Dilthey

, Sergey Koren, Sriniv as Aluru,

and Adam M. Phillipp y . A fast appro ximate algorithm for map-

ping long reads to large reference databases. Journal of Compu-

tational Biolo gy, 25(7):766–779, July 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0036;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0036 .

Jia:2004:NSF

[JDSB04] Y uting Jia, T. Gregory Dew ey , Ily a N. Shindy alo v, and Philip E.

Bourne. A new scoring function and asso ciated statistical signif-

icance for structure alignmen t b y CE. Journal of Computational

Biolo gy, 11(5):787–799, Octob er 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.787;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.787 .

Jaimo vic h:2006:TIP

[JEMF06] Ariel Jaimo vic h, Gal Elidan, Hanah Margalit, and Nir F riedman.

T o w ards an in tegrated protein–protein in teraction net w ork: a

relational Mark o v net w ork approac h. Journal of Computa-

tional Biolo gy, 13(2):145–164, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.145;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.145 .

Jensen:2009:NLM

[Jen09] Jens Ledet Jensen. A note on the linear memory Baum–

W elc h algorithm. Journal of Computational Biolo gy, 16(9):

1209–1210, Septem b er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0178;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0178 .

Jiang:2020:IT A

[JFLL20] F angping Jiang, Hong F an, Lian Luo, and Y un Li. An in-

tegrativ e transcriptome analysis rev eals consisten tly dysreg-

ulated long nonco ding RNAs and their transcriptional reg-

ulation relationships in heart failure. Journal of Computa-

tional Biolo gy, 27(6):958–964, June 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0246;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0246 .

Jenkins:2011:ISD

[JG11] P aul A. Jenkins and Rob ert C. Griffiths. Inference from

samples of DNA sequences using a t w o-lo cus mo del. Jour-

nal of Computational Biolo gy, 18(1):109–127, Jan uary 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0231; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0231 .

Jo yce:2012:ESL

[JGB12] P aul Jo yce, Alan Genz, and Erk an Ozge Buzbas. Efficien t

sim ulation and lik eliho o d metho ds for non-neutral m ulti-allele

mo dels. Journal of Computational Biolo gy, 19(6):650–661, June

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0033; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0033 .

Jang:2011:TF A

[JGL11] Ric hard Jang, Xin Gao, and Ming Li. T o w ards fully automated

structure-based NMR resonance assignmen t of

15

N-lab eled pro-

teins from automatically pic k ed p eaks. Journal of Computa-

tional Biolo gy, 18(3):347–363, Marc h 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0251;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0251 .

Jain:2022:A CC

[JGT22] Chirag Jain, Daniel Gibney

, and Sharma V. Thank ac han. Al-

gorithms for colinear c haining with o v erlaps and gap costs.

Journal of Computational Biolo gy, 29(11):1237–1251, No v em-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0266; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0266 .

Jindalertudomdee:2016:EMS

[JHA16] Jira Jindalertudomdee, Morihiro Ha y ashida, and T atsuy a

Akutsu. En umeration metho d for structural isomers con tain-

ing user-defined structures based on breadth-first searc h ap-

proac h. Journal of Computational Biolo gy, 23(8):625–640, Au-

gust 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0056; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0056 .

Jou:2020:MAR

[JHLD20] Jonathan D. Jou, Graham T. Holt, Anna U. Lo w egard,

and Bruce R. Donald. Minimization-a w are recursiv e K ∗:

a no v el, pro v able algorithm that accelerates ensem ble-based

protein design and pro v ably appro ximates the energy land-

scap e. Journal of Computational Biolo gy, 27(4):550–564, April

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0315; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0315 .

Juy al:2023:R VV

[JHN

+

23] Aksha y Juy al, Ro y a Hosseini, Daniel No vik o v, Mark Grinsh-

p on, and Alex Zelik o vsky

. Reconstruction of viral v arian ts

via Mon te Carlo clustering. Journal of Computational Biol-

o gy, 30(9):1009–1018, Septem b er 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0154;

Jain:1997:A CI

[JM97] Mudita Jain and Eugene W. My ers. Algorithms for computing

and in tegrating ph ysical maps using unique prob es. Journal of

Computational Biolo gy, 4(4):449–466, Jan uary 1997. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1997.

4.449; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1997.4.449 .

Jelo vic:2018:FSS

[JMEB18] Ana M. Jelo vic, Nenad S. Mitic, Samira Eshafah, and Mi-

los V. Beljanski. Finding statistically significan t rep eats in

n ucleic acids and proteins. Journal of Computational Biol-

o gy, 25(4):375–387, April 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0046;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0046 .

Jain:2023:HAM

[JMPR23] Shipra Jain, Ka w al Preet Kaur Malhotra, Sumeet P atiy al, and

Ga jendra P al Singh Ragha v a. A highly accurate mo del for

screening prostate cancer using prop ensit y index panel of ten

genes. Journal of Computational Biolo gy, 30(12):1305–1314, De-

cem b er 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

fpi/10.1089/cmb.2023.0040; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0040 .

Jha:2021:SI I

[JMR

+

21] Sumit Kumar Jha, Ion M˘ andoiu, Sanguthev ar Ra jasek aran,

P a v el Skums, and Alexander Zelik o vsky

. Sp ecial issue: 10th

In ternational Computational Adv ances in Bio and Medical Sci-

ences (ICCABS 2020). Journal of Computational Biolo gy, 28

(11):1033–1034, No v em b er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/reader/10.1089/cmb.2021.29048.skj .

Jonsson:2017:VMC

[J

¨

ONK17] Viktor Jonsson, T obias

¨

Osterlund, Olle Nerman, and Erik

Kristiansson. V ariabilit y in metagenomic coun t data and

its influence on the iden tification of differen tially abundan t

genes. Journal of Computational Biolo gy, 24(4):311–326, April

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0180; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0180 .

Joshi:1996:SOC

[Jos96] Ra jani R. Joshi. A self-organizing cognitiv e net w ork of an ti-

b o dy rep ertoire dev elopmen t. Journal of Computational Biol-

o gy, 3(4):529–545, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.529;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.529 .

Jasra:2015:BID

[JPB

+

15] Aja y Jasra, Adam P ersing, Alexandros Besk os, Kari Heine,

and Maria De Iorio. Ba y esian inference for duplication–

m utation with complemen tarit y net w ork mo dels. Journal

of Computational Biolo gy, 22(11):1025–1033, No v em b er 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0072; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0072 .

Jastrzebski:2023:IRP

[JPLD23] Jan P a w el Jastrzebski, Stefano P ascarella, Aleksandra Lipk a,

and Sla w omir Doro c ki. IncRna: The R pac k age for optimizing

lncRNA iden tification pro cesses. Journal of Computational Bi-

olo gy, 30(12):1322–1326, Decem b er 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0091;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0091 .

Jaklic:2006:CCB

[JPR06] Ga ˇ sp er Jakli ˇ c, T oma ˇ z Pisanski, and Milan Randi ´ c. Characteri-

zation of complex biological systems b y matrix in v arian ts. Jour-

nal of Computational Biolo gy, 13(9):1558–1564, No v em b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1558; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1558.

Jossinet:2015:P

[JPW15] F abrice Jossinet, Y ann P on t y , and J ´ er^ ome W aldisp ¨ uhl. Pref-

ace. Journal of Computational Biolo gy, 22(3):189, Marc h

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2015.010P .

Jew ett:2012:I IG

[JR12] Ethan M. Jew ett and Noah A. Rosen b erg. iGLASS: an impro v e-

men t to the GLASS metho d for estimating sp ecies trees from

gene trees. Journal of Computational Biolo gy, 19(3):293–315,

Marc h 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0231; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0231 .

Johnston:2016:PDP

[JR16] Sean B. Johnston and Ronald T. Raines. PTENpred: a de-

signer protein impact predictor for PTEN-related disorders.

Journal of Computational Biolo gy, 23(12):969–975, Decem b er

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0058; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0058 .

Jansson:2017:MP A

[JR17] Jesp er Jansson and Ramesh Ra jab y . A more practical algo-

rithm for the ro oted triplet distance. Journal of Computational

Biolo gy, 24(2):106–126, F ebruary 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0185;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0185 .

Jun:2009:BNG

[JRH

+

09] Jin Jun, P aul Ryvkin, Edw ard Hemphill, Ion Mandoiu, and

Craig Nelson. The birth of new genes b y RNA- and DNA-

mediated duplication during mammalian ev olution. Jour-

nal of Computational Biolo gy, 16(10):1429–1444, Octob er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0073; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0073.

Jung:2010:PEM

[JRH

+

10] Juh yun Jung, T aew o o Ryu, Y ongdeuk Hw ang, Eunjung Lee,

and Doheon Lee. Prediction of extracellular matrix pro-

teins based on distinctiv e sequence and domain c haracteris-

tics. Journal of Computational Biolo gy, 17(1):97–105, Jan uary

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0236; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0236 .

Jun:2009:DMD

[JRHN09] Jin Jun, P aul Ryvkin, Edw ard Hemphill, and Craig Nel-

son. Duplication mec hanism and disruptions in flanking re-

gions determine the fate of mammalian gene duplicates. Jour-

nal of Computational Biolo gy, 16(9):1253–1266, Septem b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0074; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0074 .

Jansson:2019:EAR

[JRS19] Jesp er Jansson, Ramesh Ra jab y , and Wing-Kin Sung. An

efficien t algorithm for the ro oted triplet distance b et w een

galled trees. Journal of Computational Biolo gy, 26(9):

893–907, Septem b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0033;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0033 .

Jonsson:2003:AML

[JS03] Henrik J¨ onsson and Bo S¨ oderb erg. An appro ximate maxi-

m um lik eliho o d approac h, applied to ph ylogenetic trees. Jour-

nal of Computational Biolo gy, 10(5):737–749, Octob er 2003.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322539060; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322539060 .

Jean:2009:MSG

[JSN09] G ´ eraldine Jean, Da vid James Sherman, and Mac ha Nik ol-

ski. Mining the seman tics of genome sup er-blo c ks to in-

fer ancestral arc hitectures. Journal of Computational Biol-

o gy, 16(9):1267–1284, Septem b er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0046;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0046 .

Jia:2020:IAM

[JSZ

+

20] Xiao c hen Jia, Y eh ui Shi, Y uehong Zh u, W enjing Meng, Li-

hong He, Y ongsheng Jia, and Zhongsheng T ong. In tegrated

analysis of mRNA–miRNA–lncRNA ceRNA net w ork in h u-

man HR+/Her-2- breast cancer and triple negativ e breast can-

cer. Journal of Computational Biolo gy, 27(7):1055–1066, July

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0152; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0152 .

Jiang:2010:PRS

[JTL

+

10] Mingh ui Jiang, P edro J. T ejada, Ramoni O. Lasisi, Shanhong

Cheng, and D. Scott F ec hser. K -partite RNA secondary struc-

tures. Journal of Computational Biolo gy, 17(7):915–925, July

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0119; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0119 .

Jevremo vic:2010:APE

[JTSB10] Dimitrije Jevremo vic, Cong T. T rinh, F riedric h Srienc, and

Daniel Boley

. On algebraic prop erties of extreme path w a ys

in metab olic net w orks. Journal of Computational Biolo gy,

17(2):107–119, F ebruary 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0020;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0020 .

Just:2001:CCM

[Jus01] Winfried Just. Computational complexit y of m ultiple sequence

alignmen t with SP-Score. Journal of Computational Biol-

o gy, 8(6):615–623, No v em b er 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701753307511;

https://www.liebertpub.com/doi/pdf/10.1089/106652701753307511 .

Just:2006:RED

[Jus06] Winfried Just. Rev erse engineering discrete dynamical sys-

tems from data sets with random input v ectors. Journal of

Computational Biolo gy, 13(8):1435–1456, Octob er 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1435; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1435 .

Jia:2024:I I I

[JWL24] Jianh ua Jia, Genqiang W u, and Meifang Li. iGly-IDN:

Iden tifying Lysine glycation sites in proteins based on im-

pro v ed DenseNet. Journal of Computational Biolo gy, 31

(2):161–174, F ebruary 2024. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0112;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0112 .

Jiao:2010:EPE

[JZ10] Sh uo Jiao and Sh unpu Zhang. Estimating the prop ortion

of equiv alen tly expressed genes in microarra y data based on

transformed test statistics. Journal of Computational Bi-

olo gy, 17(2):177–187, F ebruary 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0060;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0060 .

Jain:2020:CSG

[JZGA20] Chirag Jain, Hao w en Zhang, Y u Gao, and Sriniv as Aluru. On the

complexit y of sequence-to-graph alignmen t. Journal of Compu-

tational Biolo gy, 27(4):640–654, April 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0066;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0066 .

Juk an:2020:VPC

[JZL

+

20] Nermin Juk an, Da vid Zagor ˇ sek, Julija Lazarevi ˇ c, Irena Prelo ˇ znik

Zupan, Nata ˇ sa Deb eljak, and Miha Mo ˇ sk on. ViDis: a plat-

form for constructing and sharing of medical algorithms.

Journal of Computational Biolo gy, 27(6):941–947, June 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0238; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0238 .

Jia:2019:IF C

[JZZ

+

19] Xi Jia, Qian Zhao, Y uan yuan Zhang, Yiping Dong, Li Lei, Ra-

mone A. Williamson, Y utian tian Lei, Xin yue T an, Dan Zhang,

and Jinsong Hu. Iden tification of a fiv e-CpG signature with

diagnostic v alue in th yroid cancer. Journal of Computational

Biolo gy, 26(12):1409–1417, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0165;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0165 .

Koskinen:2015:IDC

[KABH15] Kaisa Koskinen, P etri Auvinen, K. Johanna Bj¨ orkroth, and

Jenni Hultman. Inconsisten t denoising and clustering algo-

rithms for amplicon sequence data. Journal of Computa-

tional Biolo gy, 22(8):743–751, August 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0268;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0268 .

Kim:2017:CVD

[KA C17] Jin Seob Kim, Bijan Afsari, and Gregory S. Chirikjian. Cross-

v alidation of data compatibilit y b et w een small angle X-ra y

scattering and cry o-electron microscop y . Journal of Computa-

tional Biolo gy, 24(1):13–30, Jan uary 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0139;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0139 .

Kim:2019:MPP

[KAD

+

19] Baekdo o Kim, Thahmina Ali, Changsu Dong, Carlos Lijeron,

Ra ja Mazumder, Claudia W ultsc h, and Konstan tinos Krampis.

miCloud : a plug-n-pla y , extensible, on-premises bioinformat-

ics cloud for seamless execution of complex next-generation

sequencing data analysis pip elines. Journal of Computational

Biolo gy, 26(3):280–284, Marc h 2019. CODEN JCOBEM.

Kellis:2011:P

[K CBJ11] Manolis Kellis, Andrea Califano, and Ziv Bar-Joseph. Pref-

ace. Journal of Computational Biolo gy, 18(2):131, F ebruary

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2010.005p .

Kazakiewicz:2019:MNB

[K CG

+

19] Denis Kazakiewicz, J ¨ urgen Claesen, Katarzyna G´ orczak, Dar-

iusz Plew czynski, and T omasz Burzyk o wski. A m ultiv ariate

negativ e-binomial mo del with random effects for differen tial

gene-expression analysis of correlated mRNA sequencing data.

Journal of Computational Biolo gy, 26(12):1339–1348, Decem-

b er 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0168; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0168 .

Krishnapuram:2004:JCF

[K CH04] Bala ji Krishnapuram, La wrence Carin, and Alexander J.

Hartemink. Join t classifier and feature optimization for com-

prehensiv e cancer diagnosis using gene expression data. Journal

of Computational Biolo gy, 11(2–3):227–242, Marc h 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Kececioglu:2013:AEP

[KD13] John Kececioglu and Dan DeBlasio. Accuracy estimation

and parameter advising for protein m ultiple sequence align-

men t. Journal of Computational Biolo gy, 20(4):259–279, April

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0007; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0007 .

Kim:2002:SFS

[KDB

+

02] Seungc han Kim, Edw ard R. Doughert y , Junior Barrera, Yidong

Chen, Mic hael L. Bittner, and Jeffrey M. T ren t. Strong fea-

ture sets from small samples. Journal of Computational Bi-

olo gy, 9(1):127–146, Jan uary 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252833226; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252833226 .

Kn upp el:1994:TRP

[KDL

+

94] R. Kn ¨ upp el, P

. Dietze, W. Lehn b erg, K. F rec h, and E. Wingen-

der. TRANSF A C retriev al program: a net w ork mo del database

of euk ary otic transcription regulating sequences and proteins.

Journal of Computational Biolo gy, 1(3):191–198, Jan uary 1994.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1994.1.191; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1994.1.191 .

Kostem:2013:EIS

[KE13] Emrah Kostem and Eleazar Eskin. Efficien tly iden tifying

significan t asso ciations in genome-wide asso ciation studies.

Journal of Computational Biolo gy, 20(10):817–830, Octob er

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0087; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0087 .

Kearney:1997:SPC

[Kea97] P aul E. Kearney

. A six-p oin t condition for ordinal matrices.

Journal of Computational Biolo gy, 4(2):143–156, Jan uary 1997.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1997.4.143; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1997.4.143 .

Keic h:2005:SF A

[Kei05] Uri Keic h. sFFT: a faster accurate computation of the p-

v alue of the en trop y score. Journal of Computational Biol-

o gy, 12(4):416–430, Ma y 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.416;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.416 .

Keith:2006:SEG

[Kei06] Jonathan M. Keith. Segmen ting euk ary otic genomes with the

generalized Gibbs sampler. Journal of Computational Biol-

o gy, 13(7):1369–1383, Septem b er 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1369;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1369 .

Kaiser:2015:NAE

[KEL15] Florian Kaiser, Alexander Eisold, and Dirk Labudde. A

no v el algorithm for enhanced structural motif matc hing in pro-

teins. Journal of Computational Biolo gy, 22(7):698–713, July

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0263; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0263 .

Kerr:2003:LMM

[Ker03] M. Kathleen Kerr. Linear mo dels for microarra y data anal-

ysis: Hidden similarities and differences. Journal of Com-

putational Biolo gy, 10(6):891–901, Decem b er 2003. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322756131; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322756131 .

Knapp:2011:ICD

[KF C

+

11] B. Knapp, S. F ran tal, M. Cib ena, W. Sc hreiner, and P

. Bauer. Is

an in tuitiv e con v ergence definition of molecular dynamics sim-

ulations solely based on the ro ot mean square deviation p ossi-

ble? Journal of Computational Biolo gy, 18(8):997–1005, Au-

gust 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0237; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0237 .

Ko op erb erg:2002:IBC

[KFDT02] Charles Ko op erb erg, Thomas G. F azzio, Jeffrey J. Delro w, and

T oshio Tsukiy ama. Impro v ed bac kground correction for sp otted

DNA microarra ys. Journal of Computational Biolo gy, 9(1):55–

66, Jan uary 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/10665270252833190; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252833190 .

Ku:2004:CLL

[KFR04] Jason Ku, Xiao-Jiang F eng, and Hersc hel Rabitz. Closed-

lo op learning con trol of bio-net w orks. Journal of Computa-

tional Biolo gy, 11(4):642–659, August 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.642;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.642 .

Konopk a:2014:ESP

[K GK14] Bogumil M. Konopk a, T omasz Golda, and Ma lgorzata Kotul-

sk a. Ev aluating the significance of protein functional simi-

larit y based on gene on tology

. Journal of Computational Bi-

olo gy, 21(11):809–822, No v em b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0181;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0181 .

Kamisett y:2015:LSD

[K GLBK15] Hetunandan Kamisett y , Bornik a Ghosh, Christopher James

Langmead, and Chris Bailey-Kellogg. Learning sequence

determinan ts of protein:protein in teraction sp ecificit y with

sparse graphical mo dels. Journal of Computational Biol-

o gy, 22(6):474–486, June 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0289;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0289 .

Kluge:2009:MEA

[K GN09] Bogusa w Kluge, Anna Gam bin, and W o jciec h Niemiro. Mo d-

eling exop eptidase activit y from LC-MS data. Journal

of Computational Biolo gy, 16(2):395–406, F ebruary 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.22TT; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.22TT .

Koseso y:2018:PWS

[K G

¨

O18]

˙

Irfan K¨ oseso y , Murat G¨ ok, and Cemil

¨

Oz. PR

OSES: a

W eb serv er for sequence-based protein enco ding. Journal

of Computational Biolo gy, 25(10):1120–1122, Octob er 2018.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0049; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0049.

Khan:2014:SPE

[Kha14] Ab dul Arif Khan. In Silic o prediction of Escherichia c oli pro-

teins targeting the host cell n ucleus, with sp ecial reference

to their role in colon cancer etiology

. Journal of Computa-

tional Biolo gy, 21(6):466–475, June 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0001;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0001 .

Kirkpatric k:2010:HIC

[KHK10] Bonnie Kirkpatric k, Eran Halp erin, and Ric hard M. Karp. Hap-

lot yp e inference in complex p edigrees. Journal of Computa-

tional Biolo gy, 17(3):269–280, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0174;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0174 .

Ka y ano:2013:MO A

[KIYM13] Mitsunori Ka y ano, Seiy a Imoto, Rui Y amaguc hi, and Satoru

Miy ano. Multi-omics approac h for estimating metab olic net-

w orks using lo w-order partial correlations. Journal of Computa-

tional Biolo gy, 20(8):571–582, August 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0043;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0043 .

Kong:2022:PDL

[KJmZ

+

22] Lup eng Kong, F usong Ju, W ei mou Zheng, Jian w ei Zh u,

Shiw ei Sun, Jin b o Xu, and Dongb o Bu. ProALIGN:

Directly learning alignmen ts for protein structure predic-

tion via exploiting con text-sp ecific alignmen t motifs. Jour-

nal of Computational Biolo gy, 29(2):92–105, F ebruary 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0430; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0430 .

Kelley:2011:EBP

[KK11] Da vid R. Kelley and Carl Kingsford. Extracting b et w een-

path w a y mo dels from E-MAP in teractions using exp ected graph

compression. Journal of Computational Biolo gy, 18(3):379–390,

Marc h 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0268; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0268 .

Kim:2018:EDS

[KK18] Y o onji Kim and Jaejik Kim. Estimation of dynamic systems

for gene regulatory net w orks from dep enden t time-course data.

Journal of Computational Biolo gy, 25(9):987–996, Septem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0062; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0062 .

Kim:2022:INC

[KK22] Y ujung Kim and Jaejik Kim. Iden tification of new clusters

from lab eled data using mixture mo dels. Journal of Computa-

tional Biolo gy, 29(6):585–596, June 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0443;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0443 .

Krieger:2023:SHD

[KK23] Sp encer Krieger and John Kececioglu. Shortest h yp erpaths in

directed h yp ergraphs for reaction path w a y inference. Jour-

nal of Computational Biolo gy, 30(11):1198–1225, No v em b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0242; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0242 .

Konagurth u:2015:SSL

[KKA

+

15] Arun S. Konagurth u, P arthan Kasarapu, Llo yd Allison,

James H. Collier, and Arth ur M. Lesk. On sufficien t statistics

of least-squares sup erp osition of v ector sets. Journal of Compu-

tational Biolo gy, 22(6):487–497, June 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0154;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0154.

Khan:2022:IRA

[KK C

+

22] Shah baz Khan, Milla Kortelainen, Man uel C´ aceres, Lucia

Williams, and Alexandru I. T omescu. Impro ving RNA as-

sem bly via safet y and completeness in flo w decomp ositions.

Journal of Computational Biolo gy, 29(12):1270–1287, Decem-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0261; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0261 .

Kanla y a:2023:CDC

[KKe23] Arunothai Kanla y a and Chakkrid Klin-eam. Constructing

double cyclic co des o v er F2+uF2 for DNA co des. Jour-

nal of Computational Biolo gy, 30(10):1112–1130, Octob er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0151; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0151 .

Kumari:2018:PRP

[KKK18] Bandana Kumari, Ra vindra Kumar, and Manish Kumar.

Prediction of rare palmito ylation ev en ts in proteins. Jour-

nal of Computational Biolo gy, 25(9):997–1008, Septem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0069; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0069 .

Kim:2020:HMS

[KKM

+

20] Y ounh un Kim, F rederic Ko ehler, Ankur Moitra, Elc hanan Mos-

sel, and Go vind Ramnara y an. Ho w man y subp opulations is to o

man y? Exp onen tial lo w er b ounds for inferring p opulation his-

tories. Journal of Computational Biolo gy, 27(4):613–625, April

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0318; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0318 .

Ko yuturk:2006:DCI

[KKS

+

06] Mehmet Ko yut ¨ urk, Y ohan Kim, Shank ar Subramaniam, W o j-

ciec h Szpank o wski, and Anan th Grama. Detecting conserv ed

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0222 .

Ko c h:1996:AFM

[KL W96] Ina Ko c h, Thomas Lengauer, and Egon W ank e. An algo-

rithm for finding maximal common subtop ologies in a set

of protein structures. Journal of Computational Biolo gy,

3(2):289–306, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.289;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.289 .

Ken t:2006:CSE

[KLZU06] Carmel Ken t, Gad M. Landau, and Mic hal Ziv-Uk elson.

On the complexit y of sparse exon assem bly . Journal of

Computational Biolo gy, 13(5):1013–1027, June 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1013; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1013 .

Ku w ahara:2008:PPT

[KM08] Hiro yuki Ku w ahara and Chris J. My ers. Pro duction-passage-

time appro ximation: a new appro ximation metho d to accel-

erate the sim ulation pro cess of enzymatic reactions. Jour-

nal of Computational Biolo gy, 15(7):779–792, Septem b er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0135; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0135 .

Kuhnle:2020:ECC

[KMB

+

20] Alan Kuhnle, T aher Mun, Christina Bouc her, T ra vis Gagie,

Ben Langmead, and Gio v anni Manzini. Efficien t construc-

tion of a complete index for pan-genomics read alignmen t.

Journal of Computational Biolo gy, 27(4):500–513, April 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0309; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0309.

Kerr:2000:A V G

[KMC00] M. Kathleen Kerr, Mitc hell Martin, and Gary A. Ch urc hill.

Analysis of v ariance for gene expression microarra y data.

Journal of Computational Biolo gy, 7(6):819–837, Decem b er

2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270050514954; https://www.liebertpub.

com/doi/pdf/10.1089/10665270050514954 .

Kshirsagar:2017:MMC

[KMCKS17] Meghana Kshirsagar, Keerthiram Murugesan, Jaime G. Car-

b onell, and Judith Klein-Seetharaman. Multitask matrix

completion for learning protein in teractions across diseases.

Journal of Computational Biolo gy, 24(6):501–514, June 2017.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0201; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0201 .

Karasik o v:2020:SBR

[KMJ

+

20] Mikhail Karasik o v, Harun Mustafa, Amir Joudaki, Sara

Ja v adzadeh-no, Gunnar R¨ atsc h, and Andr ´ e Kahles. Sparse

binary relation represen tations for genome graph annota-

tion. Journal of Computational Biolo gy, 27(4):626–639, April

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0324; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0324 .

Khanna:2017:DCA

[KMM17] Radhik a Khanna, Sangeeta Mittal, and Sujata Mohan t y . De-

v elopmen t of computer algorithm for editing of next genera-

tion sequencing metagenome data. Journal of Computational

Biolo gy, 24(9):882–894, Septem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0179;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0179 .

Karami:2020:NAS

[KMMF20] Amirhossein Karami, Afshin F a yy az Mo v aghar, Sabine Mercier,

and Louis F erre. New appro ximate statistical significance

of gapp ed alignmen ts based on the greedy extension mo del.

Journal of Computational Biolo gy, 27(9):1361–1372, Septem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0203; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0203 .

Kahng:2004:SHD

[KMP

+

04] Andrew B. Kahng, Ion I. M˘ andoiu, P a v el A. P evzner, Sherief

Reda, and Alexander Z. Zelik o vsky

. Scalable heuristics for design

of DNA prob e arra ys. Journal of Computational Biolo gy, 11(2–

3):429–447, Marc h 2004. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Kennedy:2008:GED

[KMP08] Justin Kennedy

, Ion M˘ andoiu, and Bogdan P a ¸ saniuc. Geno-

t yp e error detection using hidden Mark o v mo dels of hap-

lot yp e div ersit y . Journal of Computational Biolo gy, 15(9):

1155–1171, No v em b er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0133;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0133 .

Kho dabakhshi:2009:IPF

[KMR

G09a] Alireza Hadj Kho dabakhshi, J´ an Ma ˇ nuc h, Arash Rafiey

, and

Arvind Gupta. In v erse protein folding in 3D hexagonal prism

lattice under HPC mo del. Journal of Computational Biol-

o gy, 16(6):769–802, June 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0202;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0202 .

Kho dabakhshi:2009:SSA

[KMR

G09b] Alireza Hadj Kho dabakhshi, J´ an Ma ˇ nuc h, Arash Rafiey

, and

Arvind Gupta. Stable structure-appro ximating in v erse pro-

tein folding in 2D h ydrophobic-p olar-cysteine (HPC) mo del.

Journal of Computational Biolo gy, 16(1):19–30, Jan uary 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0096; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0096.

Kam bhampati:2022:COT

[KMUK22] Sandeep Kam bhampati, Sean Murph y , Hideki Uosaki, and Ch u-

lan Kw on. Cross-organ transcriptomic comparison rev eals uni-

v ersal factors during maturation. Journal of Computational

Biolo gy, 29(9):1031–1044, Septem b er 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0349;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0349 .

Kim:2010:WBF

[KMZ

+

10] Bong-Rae Kim, Timoth y McMurry , W ei Zhao, Rongling

W u, and Arth ur Berg. W a v elet-based functional clustering

for patterns of high-dimensional dynamic gene expression.

Journal of Computational Biolo gy, 17(8):1067–1080, August

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0270; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0270 .

Khandai:2022:DSC

[KNmS

+

22] Kaustubh Khandai, Cristian Na v arro-martinez, Brendan Smith,

Reb ecca Buonopane, So y ong Ashley Byun, and Murra y P at-

terson. Determining significan t correlation b et w een pairs of

extan t c haracters in a small parsimon y framew ork. Jour-

nal of Computational Biolo gy, 29(10):1132–1154, Octob er

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0141; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0141 .

Klie:2014:BCE

[KNS14] Sebastian Klie, Zoran Nik oloski, and Joac him Selbig. Bio-

logical cluster ev aluation for gene function prediction. Jour-

nal of Computational Biolo gy, 21(6):428–445, June 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0129; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0129 .

Kong:2007:GCF

[Kon07] Y ong Kong. Generalized correlation functions and their appli-

cations in selection of optimal m ultiple spaced seeds for homol-

ogy searc h. Journal of Computational Biolo gy, 14(2):238–254,

Marc h 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2006.0008; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2006.0008 .

Kong:2009:SDP

[Kon09a] Y ong Kong. Statistical distributions of p yrosequencing. Jour-

nal of Computational Biolo gy, 16(1):31–42, Jan uary 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0106; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0106 .

Kong:2009:SDS

[Kon09b] Y ong Kong. Statistical distributions of sequencing b y syn thesis

with probabilistic n ucleotide incorp oration. Journal of Compu-

tational Biolo gy, 16(6):817–827, June 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0215;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0215 .

Ko v ac:2014:CRP

[Ko v14] Jakub Ko v´ a ˇ c. On the complexit y of rearrangemen t prob-

lems under the breakp oin t distance. Journal of Computa-

tional Biolo gy, 21(1):1–15, Jan uary 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0004;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0004 .

Karp:1996:IAM

[KP96] P eter D. Karp and Suzanne P aley

. In tegrated access to

metab olic and genomic data. Journal of Computational Biol-

o gy, 3(1):191–212, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.191;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.191 .

Kellis:2004:MCG

[KPB

+

04] Manolis Kellis, Nic k P atterson, Bruce Birren, Bonnie Berger,

and Eric S. Lander. Metho ds in comparativ e genomics: Genome

corresp ondence, gene iden tification and regulatory motif disco v-

ery . Journal of Computational Biolo gy, 11(2–3):319–355, Marc h

2004. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Kumar:2022:MLP

[KPP

+

22] Harshit Kumar, Manjit P anigrahi, An uradha P an w ar, Di-

vy a Ra ja w at, Sonali Sonejita Na y ak, K. A. Sara v anan,

Kaiho Kaisa, Subhashree P arida, Bharat Bh ushan, and

T riv eni Dutt. Mac hine-learning prosp ects for detecting se-

lection signatures using p opulation genomics data. Jour-

nal of Computational Biolo gy, 29(9):943–960, Septem b er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0447; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0447 .

Karp:2000:A CD

[KPS00] Ric hard M. Karp, Itsik P e’er, and Ron Shamir. An al-

gorithm com bining discrete and con tin uous metho ds for

optical mapping. Journal of Computational Biolo gy, 7

(5):745–760, Octob er 2000. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/106652701446189;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/106652701446189 .

Ko onin:2011:CPT

[KPW11] Eugene V. Ko onin, P ere Puigb` o, and Y uri I. W olf. Comparison

of ph ylogenetic trees and searc h for a cen tral trend in the “for-

est of life”. Journal of Computational Biolo gy, 18(7):917–924,

July 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0185; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0185 .

Kuc hero v:2011:RLC

[KPZU11] Gregory Kuc hero v, T amar Pinhas, and Mic hal Ziv-Uk elson.

Regular language constrained sequence alignmen t revisited.

Journal of Computational Biolo gy, 18(5):771–781, Ma y 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0291; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0291.

Karlebac h:2024:CMB

[KR24] Guy Karlebac h and P eter N. Robinson. Computing min-

imal Bo olean mo dels of gene regulatory net w orks. Jour-

nal of Computational Biolo gy, 31(2):117–127, F ebruary 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0122; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0122 .

Kundeti:2014:BLM

[KRD14] V amsi Kundeti, Sanguthev ar Ra jasek aran, and Hieu Dinh. Bor-

der length minimization problem on a square arra y . Jour-

nal of Computational Biolo gy, 21(6):446–455, June 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0127; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0127 .

Kirkpatric k:2012:CPG

[KRF

+

12] Bonnie Kirkpatric k, Y akir Reshef, Hilary Fin ucane, Haitao

Jiang, Binhai Zh u, and Ric hard M. Karp. Comparing

p edigree graphs. Journal of Computational Biolo gy, 19(9):

998–1014, Septem b er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0254;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0254 .

Krugly ak:1998:MSH

[Kru98] Sem y on Krugly ak. Multistage sequencing b y h ybridization.

Journal of Computational Biolo gy, 5(1):165–171, Jan uary 1998.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1998.5.165; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1998.5.165 .

Krupsk a:2017:IOE

[Kru17] Aldona Krupsk a. Influence of oscillatory enzyme activ-

it y on the reaction kinetics: Mathematical mo del. Jour-

nal of Computational Biolo gy, 24(10):1065–1070, Octob er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

Computational Biolo gy, 8(5):463–470, Octob er 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701753216486; https://www.liebertpub.com/

doi/pdf/10.1089/106652701753216486 .

Ko epk e:2013:EIE

[KT13] Ho yt Ko epk e and Elizab eth Thompson. Efficien t iden tifica-

tion of equiv alences in dynamic graphs and p edigree struc-

tures. Journal of Computational Biolo gy, 20(8):551–570, Au-

gust 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0032; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0032 .

Ka vy a:2019:SAD

[KTSS19] V addadi Naga Sai Ka vy a, Kshitij T a y al, Ra jgopal Srini-

v asan, and Na v een Siv adasan. Sequence alignmen t on directed

graphs. Journal of Computational Biolo gy, 26(1):53–67, Jan-

uary 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0264; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0264 .

Kanhaiy a:2020:IDT

[KTT20] Krishna Kanhaiy a and Dwitiy a T y agi-Tiw ari. Iden tification

of drug targets in breast cancer metab olic net w ork. Jour-

nal of Computational Biolo gy, 27(6):975–986, June 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0258; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0258 .

Kumar:2022:SIC

[Kum22] Sandeep Kumar. Sp ecial issue: Computational in telligence.

Journal of Computational Biolo gy, 29(6):495–496, June 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2022.29063.sk .

Khanin:2008:CMP

[KV08] Ra y a Khanin and V eronica Vinciotti. Computational mo d-

eling of p ost-transcriptional gene regulation b y MicroRNAs.

Journal of Computational Biolo gy, 15(3):305–316, April 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0184; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0184 .

Kadum uri:2017:LGU

[KV17] Ra jashek ar V arma Kadum uri and Ramakrishna V adrevu.

Lo opX: a graphical user in terface-based database for com-

prehensiv e analysis and comparativ e ev aluation of lo ops from

protein structures. Journal of Computational Biolo gy, 24

(10):1043–1049, Octob er 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0197;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0197 .

Kopp:2019:DMM

[KV19] W olfgang Kopp and Martin Vingron. DNA motif matc h statis-

tics without P oisson appro ximation. Journal of Computa-

tional Biolo gy, 26(8):846–865, August 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0144;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0144 .

Ke:2023:GBR

[KV23] Ziqi Ke and Haris Vik alo. Graph-based reconstruction and

analysis of disease transmission net w orks using viral genomic

data. Journal of Computational Biolo gy, 30(7):796–813, July

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0373; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0373 .

Keles:2006:MTM

[KVDC06] S ¨ und ¨ uz Kele ¸ s, Mark J. V an Der Laan, Sandrine Dudoit, and

Simon E. Ca wley

. Multiple testing metho ds for ChIP–Chip

high densit y oligon ucleotide arra y data. Journal of Computa-

tional Biolo gy, 13(3):579–613, April 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.579;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.579.

Kup czok:2008:EA G

[KVK08] Anne Kup czok, Arndt V on Haeseler, and Steffen Klaere. An

exact algorithm for the geo desic distance b et w een ph ylogenetic

trees. Journal of Computational Biolo gy, 15(6):577–591, July

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0068; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0068 .

Kak ourou:2014:CAI

[KVM14] Alexia Kak ourou, W erner V ac h, and Bart Mertens. Com-

bination approac hes impro v e predictiv e p erformance of diag-

nostic rules for mass-sp ectrometry proteomic data. Journal

of Computational Biolo gy, 21(12):898–914, Decem b er 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0125; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0125 .

Kha y atian:2024:RFD

[KVZ24] Elahe Kha y atian, Gabriel V alien te, and Louxin Zhang. The

k -Robinson–F oulds dissimilarit y measures for comparison of la-

b eled trees. Journal of Computational Biolo gy, 31(4):328–344,

April 2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0312; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0312 .

Khanin:2006:HSF

[KW06] Ra y a Khanin and Ernst Wit. Ho w scale-free are biological net-

w orks. Journal of Computational Biolo gy, 13(3):810–818, April

2006. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.13.810; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.810 .

Kannan:2014:ECP

[KW14] La v an y a Kannan and W ard C. Wheeler. Exactly com-

puting the parsimon y scores on ph ylogenetic net w orks us-

ing dynamic programming. Journal of Computational Biol-

o gy, 21(4):303–319, April 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0134;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0134. See correction [Ano14 ].

Kuang:2021:DLS

[KW21] Sh uzhen Kuang and Liang jiang W ang. Deep learning of se-

quence patterns for CCCTC-binding factor-mediated c hro-

matin lo op formation. Journal of Computational Biolo gy,

28(2):133–145, F ebruary 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0225;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2020.

0225 .

Kim:2011:BDU

[KW A11] Ho on Kim, John W atkinson, and Dimitris Anastassiou.

Biomark er disco v ery using statistically significan t gene sets.

Journal of Computational Biolo gy, 18(10):1329–1338, Octob er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0085; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0085 .

Keele:1994:CDM

[KWB

+

94] J. W. Keele, J. E. W ra y , D. W. Behrens, G. A. Rohrer,

S. L. F. Sunden, S. M. Kapp es, M. D. Bishop, R. T. Stone,

L. J. Alexander, and C. W. Beattie. A conceptual database

mo del for genomic researc h. Journal of Computational Bi-

olo gy, 1(1):65–76, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.65;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.65 .

Kirk:2013:BRP

[KWB

+

13] P aul Kirk, Aviv a Witk o v er, Charles R. M. Bangham, Sylvia

Ric hardson, Alexandra M. Lewin, and Mic hael P

. H. Stumpf.

Balancing the robustness and predictiv e p erformance of

biomark ers. Journal of Computational Biolo gy, 20(12):

979–989, Decem b er 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0018;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0018.

Kothiy al:2019:MIS

[KWBN19] Prac hi Kothiy al, W endy S. W. W ong, Dale L. Bo dian, and

John E. Niederh ub er. Mendelian inconsisten t signatures from

1314 ancestrally div erse family trios distinguish biological v ari-

ation from sequencing error. Journal of Computational Bi-

olo gy, 26(5):405–419, Ma y 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0253;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0253 .

Ko v ac:2011:RDM

[KWBS11] Jakub Ko v´ a ˇ c, Rob ert W arren, Mar ´ ılia D. V. Braga, and Jens

Sto y e. Restricted DCJ mo del: Rearrangemen t problems with

c hromosome reincorp oration. Journal of Computational Bi-

olo gy, 18(9):1231–1241, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0116;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0116 .

Karak as:2010:BCL

[KWM10] Mert Karak a ¸ s, Nils W o etzel, and Jens Meiler. BCL::Con tact

— lo w confidence fold recognition hits b o ost protein con-

tact prediction and De Novo structure determination. Jour-

nal of Computational Biolo gy, 17(2):153–168, F ebruary 2010.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0030; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0030 .

Kim:2006:PMAa

[KX06a] Nak-Ky eong Kim and Jun Xie. Protein m ultiple alignmen t in-

corp orating primary and secondary structure information. Jour-

nal of Computational Biolo gy, 13(9):1615–1629, No v em b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1615; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1615 .

Kim:2006:PMAb

[KX06b] Nak-Ky eong Kim and Jun Xie. Protein m ultiple alignmen t

incorp orating primary and secondary structure information.

Journal of Computational Biolo gy, 13(10):1735–1748, Decem-

b er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1735; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1735 .

Kim:2014:EGS

[KX14] Sey oung Kim and Eric P

. Xing. Exploiting genome struc-

ture in asso ciation analysis. Journal of Computational Biol-

o gy, 21(4):345–360, April 2014. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0224;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0224 .

Kamisett y:2008:FEE

[KXL08] Hetunandan Kamisett y , Eric P

. Xing, and Christopher J. Lang-

mead. F ree energy estimates of all-atom protein structures us-

ing generalized b elief propagation. Journal of Computational

Biolo gy, 15(7):755–766, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0131;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0131 .

Kang:2010:DP A

[KYSE10] Eun Y ong Kang, Ch un Y e, Ily a Shpitser, and Eleazar Es-

kin. Detecting the presence and absence of causal relation-

ships b et w een expression of y east genes with v ery few sam-

ples. Journal of Computational Biolo gy, 17(3):533–546, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0176; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0176 .

Kang:2010:EAM

[KZE10] Hyun Min Kang, Noah A. Zaitlen, and Eleazar Eskin. EMI-

NIM: an adaptiv e and memory-efficien t algorithm for genot yp e

imputation. Journal of Computational Biolo gy, 17(3):547–560,

Marc h 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0199; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0199.

Lipson:2006:ECI

[LABD

+

06] Doron Lipson, Y onatan Aumann, Amir Ben-Dor, Nathan Linial,

and Zohar Y akhini. Efficien t calculation of in terv al scores

for DNA cop y n um b er data analysis. Journal of Computa-

tional Biolo gy, 13(2):215–228, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.215;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.215 .

La v allee-Adam:2010:DLR

[LA CB10] Mathieu La v all ´ ee-Adam, Benoit Coulom b e, and Mathieu

Blanc hette. Detection of lo cally o v er-represen ted GO terms

in protein-protein in teraction net w orks. Journal of Computa-

tional Biolo gy, 17(3):443–457, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0165;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0165 .

Levto v:2014:DNU

[LAF

+

14] Nissan Levto v, Sandeep Am b erk ar, Zakharia M. F renk el, Lars

Kaderali, and Zeev V olk o vic h. Detecting non-uniform clusters

in large-scale in teraction graphs. Journal of Computational

Biolo gy, 21(2):173–183, F ebruary 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0095;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0095 .

Lai:2012:CP A

[Lai12] Yinglei Lai. Change-p oin t analysis of paired allele-sp ecific

cop y n um b er v ariation data. Journal of Computational Bi-

olo gy, 19(6):679–693, June 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0031;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0031 .

Li:2009:BAP

[LAL

+

09] Y ong F uga Li, Randy J. Arnold, Yixue Li, Predrag Radi-

v o jac, Quanh u Sheng, and Haixu T ang. A Ba y esian ap-

proac h to protein inference problem in shotgun proteomics.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0118;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0118 .

Llados:2018:SCC

[LCG18] Jordi Llad´ os, F ernando Cores, and F ernando Guirado. Scal-

able consistency in T-coffee through Apac he Spark and Cassan-

dra database. Journal of Computational Biolo gy, 25(8):894–906,

August 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0084; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0084 .

Li:2022:TLB

[LCG

+

22] Hong jia Li, Ge Chen, Shan Gao, Jin tao Li, Xiaoh ua W an,

and F a Zhang. A transfer learning-based classification mo del

for particle pruning in cry o-electron microscop y . Journal

of Computational Biolo gy, 29(10):1117–1131, Octob er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0101; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0101 .

Li:2023:AST

[LCG

+

23] Yi Li, Mandy Chen, Josh y George, Edison T. Liu, and

R. Krishna Murth y Karuturi. Adaptiv e sen tinel testing in

w orkplace for CO

VID-19 pandemic. Journal of Computa-

tional Biolo gy, 30(4):376–390, April 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0291;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0291 .

Liu:2009:CGM

[LCGW09] Y an Liu, Jaime Carb onell, V anathi Gopalakrishnan, and P e-

ter W eigele. Conditional graphical mo dels for protein struc-

tural motif recognition. Journal of Computational Biol-

o gy, 16(5):639–657, Ma y 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0176;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0176.

Lv:2017:A TF

[LCL

+

17] Shengqing Lv, Yimin Chen, Zeyu Li, Jiah ui Lu, Mingk e Gao,

and Rongrong Lu. Application of time-frequency domain trans-

form to three-dimensional in terp olation of medical images. Jour-

nal of Computational Biolo gy, 24(11):1112–1124, No v em b er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0038; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0038 .

Li:2016:DFS

[LCW16] Yifeng Li, Chih-Y u Chen, and Wy eth W. W asserman. Deep fea-

ture selection: Theory and application to iden tify enhancers and

promoters. Journal of Computational Biolo gy, 23(5):322–336,

Ma y 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0189; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0189 .

Liu:2006:PFR

[LCW

G06] Y an Liu, Jaime Carb onell, P eter W eigele, and V anathi

Gopalakrishnan. Protein fold recognition using segmen tation

conditional random fields (SCRFs). Journal of Computa-

tional Biolo gy, 13(2):394–406, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.394;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.394 .

Leung:2005:NCP

[LCX

C05] Ming-Ying Leung, Kw ok Pui Choi, Aih ua Xia, and Louis

H. Y. Chen. Nonrandom clusters of palindromes in herp esvirus

genomes. Journal of Computational Biolo gy, 12(3):331–354,

April 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2005.12.331; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2005.12.331 .

Leung:2005:FMI

[LCY

+

05] Henry C. M. Leung, F rancis Y. L. Chin, S. M. Yiu, Roni

Rosenfeld, and W. W. Tsang. Finding motifs with insuffi-

cien t n um b er of strong binding sites. Journal of Computa-

tional Biolo gy, 12(6):686–701, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.686;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.686 .

Lub omirski:2007:CAA

[LDB

+

07] Mariusz Lub omirski, Mic hael R. D’Andrea, Stanley M.

Belk o wski, Ja vier Cabrera, James M. Dixon, and Dhammik a

Amaratunga. A consolidated approac h to analyzing data from

high-throughput protein microarra ys with an application to

imm une resp onse profiling in h umans. Journal of Computa-

tional Biolo gy, 14(3):350–359, April 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0116;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0116 .

Li:2022:UTU

[LDBj22] Dongsh un yi Li, Jun Ding, and Ziv Bar-joseph. UNIF AN:

a to ol for unsup ervised single-cell clustering and annotation.

Journal of Computational Biolo gy, 29(11):1229–1232, No v em-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0251; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0251 .

Li:2012:AIF

[LDLZ12] W en yuan Li, Chao Dai, Ch un-Chi Liu, and Xianghong Jas-

mine Zhou. Algorithm to iden tify frequen t coupled mo d-

ules from t w o-la y ered net w ork series: Application to study

transcription and splicing coupling. Journal of Computa-

tional Biolo gy, 19(6):710–730, June 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0025;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0025 .

La vi:2012:NIC

[LDS12] Ofer La vi, Gideon Dror, and Ron Shamir. Net w ork-induced

classification k ernels for gene expression profile analysis. Jour-

nal of Computational Biolo gy, 19(6):694–709, June 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0065; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0065 .

Lee:1998:ERS

[LD W98] Jae K. Lee, Vlado Dan ˇ c ´ ık, and Mic hael S. W aterman. Esti-

mation for restriction sites observ ed b y optical mapping us-

ing rev ersible-jump Mark o v c hain Mon te Carlo. Journal of

Computational Biolo gy, 5(3):505–515, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1998.

5.505; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1998.5.505 .

Liu:2014:WMM

[LD W

+

14] Lizhen Liu, Xuemin Dai, Hanshi W ang, W ei Song, and Jingli Lu.

A w eigh ted m ultipath measuremen t based on gene on tology for

estimating gene pro ducts similarit y . Journal of Computational

Biolo gy, 21(12):964–974, Decem b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0143;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0143 .

Lengauer:2002:PSR

[Len02] Thomas Lengauer. Preface: Sp ecial RECOMB 2001 is-

sue. Journal of Computational Biolo gy, 9(2):147–148, April

2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/10665270252935386 .

Leto vsky:1995:BIM

[Let95] Stanley Leto vsky

. Bey ond the information maze. Journal of

Computational Biolo gy, 2(4):539–546, Jan uary 1995. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1995.

2.539; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1995.2.539 .

Lilien:2003:PDC

[LFD03] Ry an H. Lilien, Han y F arid, and Bruce R. Donald. Proba-

bilistic disease classification of expression-dep enden t proteomic

data from mass sp ectrometry of h uman serum. Journal of

Computational Biolo gy, 10(6):925–946, Decem b er 2003. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322756159; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322756159 .

Li:2011:ILR

[LFJ11] W ei Li, Jianxing F eng, and T ao Jiang. IsoLasso: a LASSO re-

gression approac h to RNA-Seq based transcriptome assem bly .

Journal of Computational Biolo gy, 18(11):1693–1707, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0171; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0171 .

Liu:1998:DCS

[LFT

+

98] Qingh ua Liu, An thon y G. F rutos, Andrew J. Thiel, Rob ert M.

Corn, and Llo yd M. Smith. DNA computing on surfaces: En-

co ding information at the single base lev el. Journal of Computa-

tional Biolo gy, 5(2):269–278, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.269;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.269 .

Leib o vic h:2022:ODS

[LG22] Zeha vit Leib o vic h and Ilan Gronau. Optimal design of

syn thetic DNA sequences without un w an ted binding sites.

Journal of Computational Biolo gy, 29(9):974–986, Septem b er

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0417; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0417 .

Liu:2009:SPG

[LGC

+

09] Zhenqiu Liu, Ronald B. Gartenhaus, Xue-W en Chen, Charles D.

Ho w ell, and Ming T an. Surviv al prediction and gene iden-

tification with p enalized global A

UC maximization. Jour-

nal of Computational Biolo gy, 16(12):1661–1670, Decem b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0188; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0188.

Li:2010:EEC

[LGD

+

10] Zengti Li, Suogang Gao, Hong jie Du, F eng Zou, and W eili

W u. Efficien t error-correcting p o oling designs constructed

from pseudo-symplectic spaces o v er a finite field. Jour-

nal of Computational Biolo gy, 17(10):1413–1423, Octob er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0206; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0206 .

Li:2019:IKB

[LGD

+

19] F eng Li, P eiyuan Guo, Keqin Dong, P eng Guo, Hao yuan

W ang, and Xianqiang Lv. Iden tification of k ey biomark ers

and p oten tial molecular mec hanisms in renal cell carcinoma

b y bioinformatics analysis. Journal of Computational Biol-

o gy, 26(11):1278–1295, No v em b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0145;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0145 .

Liu:2020:CRF

[LGS20] Xiyuan Liu, Di Gao, and Gang Shen. Conditional random

fields with least absolute shrink age and selection op erator

to classifying the barley genes based on expression lev el af-

fected b y the fungal infection. Journal of Computational Bi-

olo gy, 27(11):1581–1594, No v em b er 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0428;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0428 .

Lu:2003:TCO

[LH03] W ei-F u Lu and W en-Lian Hsu. A test for the consecutiv e

ones prop ert y on noisy data — application to ph ysical map-

ping and sequence assem bly . Journal of Computational Biol-

o gy, 10(5):709–735, Octob er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322539051;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322539051 .

Ljungb erg:2002:EA Q

[LHC02] Ka jsa Ljungb erg, Sv erk er Holmgren, and

¨

Orjan Carlb org. Ef-

ficien t algorithms for quan titativ e trait lo ci mapping problems.

Journal of Computational Biolo gy, 9(6):793–804, Decem b er

2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270260518272; https://www.liebertpub.

com/doi/pdf/10.1089/10665270260518272 .

Lib eskind-Hadas:2009:CCR

[LHC09] Ran Lib eskind-Hadas and Mic hael A. Charleston. On the

computational complexit y of the reticulate coph ylogen y re-

construction problem. Journal of Computational Biolo gy,

16(1):105–117, Jan uary 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0084;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0084 .

Liu:2019:CA C

[LHC19] Bao-Xinzi Liu, Guan-Jiang Huang, and Hai-Bo Cheng. Com-

prehensiv e analysis of core genes and p oten tial mec hanisms

in rectal cancer. Journal of Computational Biolo gy, 26(11):

1262–1277, No v em b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0073;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0073 .

Lob o:2016:MMC

[LHL16] Daniel Lob o, Jennifer Hammelman, and Mic hael Levin. MoCha:

Molecular c haracterization of unkno wn path w a ys. Jour-

nal of Computational Biolo gy, 23(4):291–297, April 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0211; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0211 .

Lee:2022:RNM

[LHW

+

22] Sunho Lee, Seok c hol Hong, Jonathan W o o, Jae hak Lee,

Kyunghee Kim, Lucia Kim, Kunso o P ark, and Jongsun

Jung. RDscan: a new metho d for impro ving germline and

somatic v arian t calling based on read depth distribution.

in high-dimensional surviv al regression. Journal of Computa-

tional Biolo gy, 23(4):279–290, April 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0192;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0192 .

Liu:2021:NFS

[LK C21] Shao xun Liu, Yi Kou, and Lin Chen. No v el few-shot

learning neural net w ork for predicting carb oh ydrate-activ e

enzyme affinit y to w ard fructo-oligosacc harides. Journal of

Computational Biolo gy, 28(12):1208–1218, Decem b er 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0091; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0091 .

Li:2021:NRL

[LKL21] Caesar Z. Li, Eric S. Ka w aguc hi, and Gang Li. A new ℓ

0

-

regularized log-linear P oisson graphical mo del with applica-

tions to RNA sequencing data. Journal of Computational

Biolo gy, 28(9):880–891, Septem b er 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0558;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0558 .

Li:2004:HRS

[LKW04] Lei M. Li, Jong Hyun Kim, and Mic hael S. W aterman. Hap-

lot yp e reconstruction from SNP alignmen t. Journal of Com-

putational Biolo gy, 11(2–3):505–516, Marc h 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Li:2005:EBP

[LL05a] Lei M. Li and Henry Horng-Shing Lu. Explore biolog-

ical path w a ys from noisy arra y data b y directed acyclic

Bo olean net w orks. Journal of Computational Biolo gy, 12

(2):170–185, Marc h 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.170;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.170.

Liu:2005:F CB

[LL05b] Jian Liu and Ming Li. Finding cancer biomark ers from mass

sp ectrometry data b y decision lists. Journal of Computational

Biolo gy, 12(7):971–979, Septem b er 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.971;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.971 .

Li:2011:HRL

[LL11] Xin Li and Jing Li. Haplot yp e reconstruction in large p edi-

grees with un t yp ed individuals through IBD inference. Jour-

nal of Computational Biolo gy, 18(11):1411–1421, No v em b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0167; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0167 .

Li:2019:ICG

[LL19a] Qi Li and Zhengqiang Luo. Iden tification of candidate genes

for sk eletal m uscle injury prev en tion in t w o differen t t yp es.

Journal of Computational Biolo gy, 26(10):1080–1089, Octob er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0022; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0022 .

Li:2019:TRN

[LL19b] Qi Li and Zhengqiang Luo. T ranscriptional regulatory net w ork

analysis to rev eal the k ey genes in v olv ed in sk eletal m uscle in-

jury

. Journal of Computational Biolo gy, 26(10):1090–1099, Oc-

tob er 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0025; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0025 .

Liu:2019:K GI

[LL19c] Xinxin Liu and Xinqiang Li. Key genes in v olv ed in dia-

b etic nephropath y in v estigated b y microarra y analysis. Jour-

nal of Computational Biolo gy, 26(12):1438–1447, Decem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0182; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0182 .

Liu:2023:SJS

[LL23] Yi Liu and Gang Li. Sure join t screening for high dimensional

Co x’s prop ortional hazards mo del under the case-cohort de-

sign. Journal of Computational Biolo gy, 30(6):663–677, June

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0416; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0416 .

Lin:2005:EAS

[LLCT05] Ying Chih Lin, Chin Lung Lu, Hw an-Y ou Chang, and Ch uan Yi

T ang. An efficien t algorithm for sorting b y blo c k-in terc hanges

and its application to the ev olution of vibrio sp ecies. Journal of

Computational Biolo gy, 12(1):102–112, F ebruary 2005. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2005.

12.102; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2005.12.102 .

Liu:2016:SIC

[LLD

+

16] Zhenqiu Liu, Shili Lin, Nan Deng, Dermot P

. B. McGo v-

ern, and Stev en Pian tadosi. Sparse in v erse co v ariance esti-

mation with L

0 p enalt y for net w ork construction with omics

data. Journal of Computational Biolo gy, 23(3):192–202, Marc h

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0102; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0102 .

Lei:2020:TCN

[LLG

+

20] Hao yun Lei, Bo c h uan Lyu, E. Mic hael Gertz, Alejandro A.

Sc h¨ affer, Xulian Shi, Kui W u, Guib o Li, Liqin Xu, Y ong

Hou, Mic hael Dean, and Russell Sc h w artz. T umor cop y n um-

b er decon v olution in tegrating bulk and single-cell sequencing

data. Journal of Computational Biolo gy, 27(4):565–598, April

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0302; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0302.

Lo:2019:IPL

[LLJS19] Shih-Chiang Lo, F eng-Y ou Liu, W un-Sin Jhang, and Che-Chi

Sh u. The insigh t in to protein-ligand in teractions, a no v el w a y of

buffering protein noise in gene expression. Journal of Computa-

tional Biolo gy, 26(1):86–95, Jan uary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0103;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0103 .

Lee:2016:ENR

[LLKX16] Seunghak Lee, Aur ´ elie Lozano, Prabhanjan Kam badur, and

Eric P

. Xing. An efficien t nonlinear regression approac h for

genome-wide detection of marginal and in teracting genetic v ari-

ations. Journal of Computational Biolo gy, 23(5):372–389, Ma y

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0202; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0202 .

Lu:2020:TSE

[LLL

+

20] Ying Lu, Qixiu Lu, Houlin Liu, Jixiang Y u, Ch unlei Xin,

Yingping Liu, Y anfang Liu, and Linlin F an. Time-series ex-

pression analysis of epidermal stem cells from high fat diet

mice. Journal of Computational Biolo gy, 27(5):769–778, Ma y

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0172; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0172 .

Lam:2011:GAD

[LLS11a] F umei Lam, Charles H. Langley

, and Y un S. Song. On

the genealogy of asexual diploids. Journal of Computational

Biolo gy, 18(3):415–428, Marc h 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0270;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0270 .

Li:2011:FMM

[LLS11b] Meng-Rong Li, Y u-Ju Lin, and Tzong-Hann Shieh. The flux

mo del of the mo v emen t of tumor cells and health y cells using a

system of nonlinear heat equations. Journal of Computational

Biolo gy, 18(12):1831–1839, Decem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0050;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0050 .

Li:2019:DSF

[LLS

+

19] Huiyu Li, Sheng-Jun Li, Junliang Shang, Jin-Xing Liu, and

Ch un-Hou Zheng. A dynamic scale-free net w ork particle

sw arm optimization for extracting features on m ulti-omics

data. Journal of Computational Biolo gy, 26(8):769–781, Au-

gust 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0185; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0185 .

Lee:2019:RBN

[LLSH19] Kyu Min Lee, Minh y eok Lee, Junhee Seok, and Sung W on Han.

Regression-based net w ork estimation for high-dimensional ge-

netic data. Journal of Computational Biolo gy, 26(4):336–349,

April 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0225; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0225 .

Liu:2006:GWT

[LL T06] Zhenqiu Liu, Shili Lin, and Ming T an. Genome-wide tag-

ging SNPs with en trop y-based Mon te Carlo metho d. Journal

of Computational Biolo gy, 13(9):1606–1614, No v em b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1606; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1606 .

Li:2003:IPS

[LL W03] Xueliang Li, Zimao Li, and Lusheng W ang. The in-

v erse problems for some top ological indices in com binato-

rial c hemistry

. Journal of Computational Biolo gy, 10(1):

47–55, F ebruary 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703763255660;

https://www.liebertpub.com/doi/pdf/10.1089/106652703763255660 .

Liu:2018:SWF

[LL W18] Qie Liu, Min Liu, and W enfa W u. Strong/w eak feature recog-

nition of promoters based on p osition w eigh t matrix and en-

sem ble set-v alued mo dels. Journal of Computational Biol-

o gy, 25(10):1152–1160, Octob er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0067;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0067 .

Li:2020:RMR

[LL W

+

20] Zhic heng Li, Shijian Li, Xian W ei, Xubiao P eng, and Qing

Zhao. Reco v ering the missing regions in crystal structures

from the n uclear magnetic resonance measuremen t data us-

ing matrix completion metho d. Journal of Computational Bi-

olo gy, 27(5):709–717, Ma y 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0107;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0107 .

Li:2019:SAS

[LL WZ19] Zhic heng Li, Shijian Li, Xian W ei, and Qing Zhao. Scaled alter-

nating steep est descen t algorithm applied for protein structure

determination from n uclear magnetic resonance data. Jour-

nal of Computational Biolo gy, 26(9):1020–1029, Septem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0013; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0013 .

Liu:2019:RSD

[LLZ19] Huan Liu, Li Liu, and Hong Zh u. The role of signifi-

can tly deregulated MicroRNAs in recurren t cervical cancer

based on bioinformatic analysis of the cancer genome atlas

data. Journal of Computational Biolo gy, 26(4):387–395, April

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0241; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0241.

Li:2003:SIM

[LM03] Jia Li and W ebb Miller. Significance of in tersp ecies matc hes

when ev olutionary rate v aries. Journal of Computational Bi-

olo gy, 10(3–4):537–554, June 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Lin:2011:NGE

[LM11] Y u Lin and Bernard M. E. Moret. A new genomic ev olutionary

mo del for rearrangemen ts, duplications, and losses that applies

across euk ary otes and prok ary otes. Journal of Computational

Biolo gy, 18(9):1055–1064, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0098;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0098 .

Lijoi:2008:BNA

[LMP08] An tonio Lijoi, Rams ´ es H. Mena, and Igor Pr ¨ unster. A

Ba y esian nonparametric approac h for comparing clustering

structures in EST libraries. Journal of Computational Biol-

o gy, 15(10):1315–1327, Decem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0043;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0043 .

Leung:1996:USD

[LMS96] Ming-Ying Leung, Geneviev e M. Marsh, and T erence P .

Sp eed. Ov er- and underrepresen tation of short DNA w ords

in herp esvirus genomes. Journal of Computational Biol-

o gy, 3(3):345–360, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.345;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.345 .

Lun ter:2003:EAS

[LMSH03] G. A. Lun ter, I. Mikl´ os, Y. S. Song, and J. Hein. An ef-

ficien t algorithm for statistical m ultiple alignmen t on arbi-

trary ph ylogenetic trees. Journal of Computational Biolo gy,

10(6):869–889, Decem b er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

Lebatteux:2019:T AF

[LRD19] Dylan Lebatteux, Amine M. Remita, and Ab doula y e Banir ´ e

Diallo. T o w ard an alignmen t-free metho d for feature extraction

and accurate classification of viral sequences. Journal of Compu-

tational Biolo gy, 26(6):519–535, June 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0239;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0239 .

Levy:2007:ICA

[LRL

+

07] Dan Levy

, Christopher Reeder, Bradford Loucas, Lynn Hlatky ,

Allen Chen, Mic hael Cornforth, and Rainer Sac hs. In ter-

preting c hromosome ab erration sp ectra. Journal of Computa-

tional Biolo gy, 14(2):144–155, Marc h 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0127;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0127 .

Lin:2011:F AP

[LRM11] Y. Lin, V. Ra jan, and B. M. E. Moret. F ast and accurate ph ylo-

genetic reconstruction from high-resolution whole-genome data

and a no v el robustness estimator. Journal of Computational Bi-

olo gy, 18(9):1131–1139, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0114;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0114 .

Lu:2010:CSE

[LRNBJ10] Y ong Lu, Roni Rosenfeld, Gerard J. Nau, and Ziv Bar-

Joseph. Cross sp ecies expression analysis of innate imm une

resp onse. Journal of Computational Biolo gy, 17(3):253–268,

Marc h 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0147; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0147 .

Lees:2007:GMA

[LRSG07] Karen Lees, Stephen Rob erts, P ari Sk amnioti, and Sarah Gurr.

Gene microarra y analysis using angular distribution decomp o-

sition. Journal of Computational Biolo gy, 14(1):68–83, Jan-

uary 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2006.0098; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2006.0098 .

Lenhof:1998:P AR

[LR V98] Hans-P eter Lenhof, Kn ut Reinert, and Martin Vingron. A p oly-

hedral approac h to RNA sequence structure alignmen t. Journal

of Computational Biolo gy, 5(3):517–530, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1998.

5.517; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1998.5.517 .

Llabres:2021:GRF

[LR V21] Merc ` e Llabr ´ es, F rancesc Rossell´ o, and Gabriel V alien te. The

generalized Robinson–F oulds distance for ph ylogenetic trees.

Journal of Computational Biolo gy, 28(12):1181–1195, Decem-

b er 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0342; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0342 .

Lin:1997:AHA

[LS97] Shili Lin and T erence P

. Sp eed. An algorithm for haplot yp e anal-

ysis. Journal of Computational Biolo gy, 4(4):535–546, Jan uary

1997. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1997.4.535; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1997.4.535 .

Laub:1998:FIE

[LS98] Mic hael T. Laub and Douglas W. Smith. Finding in tron/exon

splice junctions using INF

O, INterruption finder and organizer.

Journal of Computational Biolo gy, 5(2):307–321, Jan uary 1998.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1998.5.307; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1998.5.307 .

Lotan:2004:APS

[LS04] Ita y Lotan and F abian Sc h w arzer. Appro ximation of protein

structure for fast similarit y measures. Journal of Computational

Biolo gy, 11(2–3):299–317, Marc h 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Linhart:2005:DPD

[LS05] Chaim Linhart and Ron Shamir. The degenerate primer de-

sign problem: Theory and applications. Journal of Computa-

tional Biolo gy, 12(4):431–456, Ma y 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.431;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.431 .

Lee:2008:RFI

[LS08a] W ah-Heng Lee and Wing-Kin Sung. RB-Finder: an im-

pro v ed distance-based sliding windo w metho d to detect re-

com bination breakp oin ts. Journal of Computational Biol-

o gy, 15(7):881–898, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0154;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0154 .

Lu:2008:MSA

[LS08b] Y ue Lu and Sing-Hoi Sze. Multiple sequence alignmen t

based on profile alignmen t of in termediate sequences. Jour-

nal of Computational Biolo gy, 15(7):767–777, Septem b er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0132; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0132 .

Lee:2017:SPR

[LS17] Gira Lee and Hok eun Sun. Selection probabilit y for rare

v arian t asso ciation studies. Journal of Computational Biol-

o gy, 24(5):400–411, Ma y 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0222;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0222 .

Liang:2023:WSP

[LS23] Xianglong Liang and Hok eun Sun. W eigh ted selection proba-

bilit y to prioritize susceptible rare v arian ts in m ulti-phenot yp e

asso ciation studies with application to a so yb ean genetic data

set. Journal of Computational Biolo gy, 30(10):1075–1088, Oc-

tob er 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0487; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0487 .

Lilien:2005:NEB

[LSAD05] Ry an H. Lilien, Brian W. Stev ens, Am y C. Anderson, and

Bruce R. Donald. A no v el ensem ble-based scoring and searc h

algorithm for protein redesign and its application to mo d-

ify the substrate sp ecificit y of the Gramicidin syn thetase

A phen ylalanine aden ylation enzyme. Journal of Computa-

tional Biolo gy, 12(6):740–761, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.740;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.740 .

Lai:2003:MPM

[LSAS03] Yinglei Lai, Deepali Shinde, Norman Arnheim, and F engzh u

Sun. The m utation pro cess of microsatellites during the

p olymerase c hain reaction. Journal of Computational Biol-

o gy, 10(2):143–155, April 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825937;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825937 .

Lall:2018:SAP

[LSBS18] Snehalik a Lall, Deba jy oti Sinha, Sanghamitra Bandy opadh y a y ,

and Debark a Sengupta. Structure-a w are principal comp onen t

analysis for single-cell RNA-seq data. Journal of Computational

Biolo gy, 25(12):1365–1373, Decem b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0027;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0027 .

Li:2004:EVD

[LSG04] W en tian Li, F engzh u Sun, and Iv o Grosse. Extreme v alue distri-

bution based gene selection criteria for discriminan t microarra y

data analysis using logistic regression. Journal of Computational

Biolo gy, 11(2–3):215–226, Marc h 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Lotan:2004:ADS

[LSHL04] Ita y Lotan, F abian Sc h w arzer, Dan Halp erin, and Jean-Claude

Latom b e. Algorithm and data structures for efficien t energy

main tenance during Mon te Carlo sim ulation of proteins. Journal

of Computational Biolo gy, 11(5):902–932, Octob er 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

2004.11.902; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2004.11.902 .

Li:2016:MPL

[LSL

+

16] Haiou Li, Lu Sun, Sheng Luo, Xiao y an Xia, and Qiang

Lyu. Mo deling protein lo op structure b y cyclic co ordinate

descen t-based approac h. Journal of Computational Biolo gy,

23(2):123–136, F ebruary 2016. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0145;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0145 .

La whorn:2018:SCA

[LSRR18] Chelsea M. La whorn, Rac hel Sc homak er, Jonathan T. Ro w-

ell, and Ola v Ruepp ell. Simple comparativ e analyses of dif-

feren tially expressed gene lists Ma y o v erestimate gene o v er-

lap. Journal of Computational Biolo gy, 25(6):606–612, June

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0262; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0262 .

Landau:2001:AA T

[LSS01] Gad M. Landau, Jeanette P

. Sc hmidt, and Dina Sok ol.

An algorithm for appro ximate tandem rep eats. Journal

of Computational Biolo gy, 8(1):1–18, F ebruary 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701300099038; https://www.liebertpub.com/

doi/pdf/10.1089/106652701300099038 .

Liu:2018:MPP

[LSSD18] Lizhen Liu, Xiao wu Sun, W ei Song, and Chao Du. A

metho d for predicting protein complexes from dynamic w eigh ted

protein–protein in teraction net w orks. Journal of Computa-

tional Biolo gy, 25(6):586–605, June 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0114;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0114 .

Lee:2017:CTS

[LST

+

17] Minh y eok Lee, Junhee Seok, Dongh yun T ae, Hua Zhong,

and Sung W on Han. A comparison of t w o-stage approac hes

based on p enalized regression for estimating gene net w orks.

Journal of Computational Biolo gy, 24(7):709–720, July 2017.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0052; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0052 .

Li:2005:EHT

[LSY

+

05] Lang Li, Huidong Shi, Constan tin Yiannoutsos, Tim Hui-

Ming Huang, and Kenneth P

. Nephew. Epigenetic h y-

p othesis tests for meth ylation and acet ylation in a triple

microarra y system. Journal of Computational Biolo gy,

12(3):370–390, April 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.370;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.370 .

Leiserson:2011:IMC

[L TCH11] Mark D. M. Leiserson, Diana T atar, Lenore J. Co w en, and Ben-

jamin J. Hescott. Inferring mec hanisms of comp ensation from E-

MAP and SGA data using lo cal searc h algorithms for max cut.

Journal of Computational Biolo gy, 18(11):1399–1409, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0191; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0191 .

Lam:2010:IAR

[L TI10] F umei Lam, Ry an T arpine, and Sorin Istrail. The imp erfect

ancestral recom bination graph reconstruction problem: Upp er

b ounds for recom bination and homoplasy

. Journal of Compu-

tational Biolo gy, 17(6):767–781, June 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0249;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0249 .

Liu:2020:IBA

[L TL20] Shanshan Liu, W enjuan Tian, and Burong Li. In tegra-

tiv e bioinformatics analysis iden tifies NEK2 as a p oten-

tial biomark er in head and nec k squamous cell carcinoma.

Journal of Computational Biolo gy, 27(1):100–108, Jan uary

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0208; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0208 .

Larson:2020:INN

[L TS20] Gary Larson, Jeffrey L. Thorne, and Scott Sc hmidler. Incor-

p orating nearest-neigh b or site dep endence in to protein ev olu-

tion mo dels. Journal of Computational Biolo gy, 27(3):361–375,

Marc h 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0500; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0500 .

Lu:2015:CSI

[L TSA15] W ei Lu, T ak eyuki T am ura, Jiangning Song, and T atsuy a

Akutsu. Computing smallest in terv en tion strategies for

m ultiple metab olic net w orks in a Bo olean mo del. Jour-

nal of Computational Biolo gy, 22(2):85–110, F ebruary 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0274; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0274 .

Landry:2024:FPT

[L TsL24] Kaari Landry

, Olivier T rem bla y-sa v ard, and Man uel La-

fond. A fixed-parameter tractable algorithm for finding

agreemen t c herry-reduced subnet w orks in lev el-1 orc hard net-

w orks. Journal of Computational Biolo gy, 31(4):360–379, April

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0317; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0317.

Liu:2020:A GE

[LXL

+

20] Ying Liu, Shengh ua Xiong, Shiying Liu, Jie Chen, Hao Y ang,

Gang Liu, and Gengmi Li. Analysis of gene expression in blad-

der cancer: P ossible in v olv emen t of mitosis and complemen t and

coagulation cascades signaling path w a y . Journal of Computa-

tional Biolo gy, 27(6):987–998, June 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0237;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0237 .

Leung:2009:PPC

[LXYC09] Henry C. M. Leung, Qian Xiang, S. M. Yiu, and F rancis

Y. L. Chin. Predicting protein complexes from PPI data:

a core-attac hmen t approac h. Journal of Computational Bi-

olo gy, 16(2):133–144, F ebruary 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.01TT;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

01TT .

Lo ew enstern:1999:SLE

[L Y99] Da vid Lo ew enstern and P eter N. Yianilos. Significan tly lo w er

en trop y estimates for natural DNA sequences. Journal of

Computational Biolo gy, 6(1):125–142, Jan uary 1999. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1999.

6.125; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1999.6.125 .

Leung:2015:IMH

[L YC15] Henry C. M. Leung, Siu-Ming Yiu, and F rancis Y. L. Chin.

IDBA-MTP: a h ybrid metatranscriptomic assem bler based

on protein information. Journal of Computational Biol-

o gy, 22(5):367–376, Ma y 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0139;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0139 .

Liang:2019:BD A

[L YF

+

19] W ei Liang, Y uxiao Y ang, Y usi F ang, Zhongying Zhao, and

Jie Hu. Ba y esian detection of abnormal async hron y of divi-

sion b et w een sister cells in m utan t Caenorhab ditis ele gans em-

bry os. Journal of Computational Biolo gy, 26(5):495–505, Ma y

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0246; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0246 .

Liang:2019:IMD

[L YH

+

19] Xiao Liang, William Chad Y oung, Ling-Hong Hung, Adrian E.

Raftery

, and Ka Y ee Y eung. In tegration of m ultiple data sources

for gene net w ork inference using genetic p erturbation data.

Journal of Computational Biolo gy, 26(10):1113–1129, Octob er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0036; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0036 .

Langmead:2004:PTN

[L YL

+

04] Christopher James Langmead, An thon y Y an, Ry an Lilien, Lin-

cong W ang, and Bruce Randall Donald. A p olynomial-time n u-

clear v ector replacemen t algorithm for automated NMR reso-

nance assignmen ts. Journal of Computational Biolo gy, 11(2–

3):277–298, Marc h 2004. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Langmead:2003:PIR

[L YMD03] Christopher James Langmead, An thon y K. Y an, C. Rob ertson

McClung, and Bruce Randall Donald. Phase-indep enden t rh yth-

mic analysis of genome-wide expression patterns. Journal of

Computational Biolo gy, 10(3–4):521–536, June 2003. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Leung:2013:IMN

[L YPC13] Henry C. M. Leung, Siu-Ming Yiu, John P arkinson, and F rancis

Y. L. Chin. IDBA-MT: De Novo assem bler for metatranscrip-

tomic data generated from next-generation sequencing tec hnol-

ogy . Journal of Computational Biolo gy, 20(7):540–550, July

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0042; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0042.

Lo:2020:PMT

[L YS20] Shih-Chiang Lo, Chao-Xuan Y ou, and Che-Chi Sh u. A prac-

ticable metho d of tuning the noise in tensit y at protein lev el.

Journal of Computational Biolo gy, 27(9):1452–1460, Septem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0151; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0151 .

Liu:2010:SMR

[LZ10] Xin Liu and Y a-Pu Zhao. Substitution matrices of residue

triplets deriv ed from protein blo c ks. Journal of Computational

Biolo gy, 17(12):1679–1687, Decem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0035;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0035 .

Li:2015:IGW

[LZBK15] Xueling Li, Min Zh u, Allan R. Brasier, and Andrzej S. Kudlic ki.

Inferring genome-wide functional mo dulatory net w ork: a case

study on NF-κB/RelA transcription factor. Journal of Compu-

tational Biolo gy, 22(4):300–312, April 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0299;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0299 .

Li:2023:CTD

[LZC

+

23] F ang-Zhen Li, Xue-F en Zhang, Hui-Ying Cai, Ling-Qiang

Ran, Hai-Y an Zhou, and Zhi-E Liu. Chromosome three-

dimensional structure reconstruction: an iterativ e ShRec3D

algorithm. Journal of Computational Biolo gy, 30(5):575–587,

Ma y 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0179; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0179 .

Lipp ert:2005:F A G

[LZF

+

05] Ross A. Lipp ert, Xiao yue Zhao, Liliana Florea, Clark Mo-

barry

, and Sorin Istrail. Finding anc hors for genomic

sequence comparison. Journal of Computational Biolo gy,

12(6):762–776, July 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.762;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.762 .

Li:2015:HPG

[LZHC15] Bo Li, Xianfang Zheng, Ch uancui Hu, and Y unxia Cao. Hu-

man papilloma virus genome-wide iden tification of T-cell epi-

top es for p eptide v accine dev elopmen t against cervical cancer:

an in tegration of computational analysis and exp erimen tal as-

sa y . Journal of Computational Biolo gy, 22(10):962–974, Octo-

b er 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0287; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0287 .

Li:2023:AIC

[LZL

+

23] Xiaob o Li, Yijia Zhang, Xingw ang Li, Xian w ei P an, Jian W ang,

and Mingyu Lu. Automatic in ternational classification of dis-

eases co ding via note-co de in teraction net w ork with denoising

mec hanism. Journal of Computational Biolo gy, 30(8):912–925,

August 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0079; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0079 .

Lee:2009:SLE

[LZS09] J. William Lee, T omasz Zemo jtel, and Eugene Shakhno vic h.

Systems-lev el evidence of transcriptional co-regulation of y east

protein complexes. Journal of Computational Biolo gy, 16

(2):331–339, F ebruary 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.17TT;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

17TT .

Luo:2012:NGI

[LZX12] Li Luo, Y un Zh u, and Momiao Xiong. A no v el genome-

information con ten t-based statistic for genome-wide asso cia-

tion analysis designed for next-generation sequencing data.

Journal of Computational Biolo gy, 19(6):731–744, June 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0035; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0035 .

Liu:2023:EMA

[LZY

+

23] Da Liu, Yijia Zhang, Ming Y ang, Jian yuan Y uan, and W en

Qu. Extracting m utan t-affected protein–protein in teractions

via Gaussian-enhanced represen tation and con trastiv e learning.

Journal of Computational Biolo gy, 30(9):972–984, Septem b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0080; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0080 .

Ma:2011:RHL

[Ma11] Jian Ma. Reconstructing the history of large-scale ge-

nomic c hanges: Biological questions and computational c hal-

lenges. Journal of Computational Biolo gy, 18(7):879–893, July

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0189; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0189 .

Melkman:2013:ISA

[MA13] Avraham A. Melkman and T atsuy a Akutsu. An impro v ed sat-

isfiabilit y algorithm for nested canalyzing functions and its ap-

plication to determining a singleton attractor of a Bo olean net-

w ork. Journal of Computational Biolo gy, 20(12):958–969, De-

cem b er 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0060; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0060 .

Marongiu:2019:MCL

[MA19] Luigi Marongiu and Heik e Allga y er. Mingle: a command

line utilit y for merging m ulti-fasta files. Journal of Computa-

tional Biolo gy, 26(4):396–404, April 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0243;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0243 .

Mallios:1998:ISD

[Mal98] Ronna R. Mallios. Iterativ e step wise discriminan t analysis:

a meta-algorithm for detecting quan titativ e sequence motifs.

Journal of Computational Biolo gy, 5(4):703–711, Jan uary 1998.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1998.5.703; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1998.5.703 .

Mamitsuk a:1996:LMH

[Mam96] Hiroshi Mamitsuk a. A learning metho d of hidden Mark o v mo d-

els for sequence discrimination. Journal of Computational Biol-

o gy, 3(3):361–373, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.361;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.361 .

Mier:2016:FFW

[MAN16] P ablo Mier and Miguel A. Andrade-Na v arro. F astaHerder2:

F our w a ys to researc h protein function and ev olution with

clustering and clustered databases. Journal of Computa-

tional Biolo gy, 23(4):270–278, April 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0191;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0191 .

Martin:1994:ECD

[Mar94] Daniela R. Martin. Equiv alence classes for the double-digest

problem with coinciden t cut sites. Journal of Computational

Biolo gy, 1(3):241–253, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.241;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.241 .

Mark o witz:1995:HMB

[Mar95] Victor M. Mark o witz. Heterogeneous molecular biology

databases. Journal of Computational Biolo gy, 2(4):537–538,

Jan uary 1995. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1995.2.537 .

Matsen:2010:CAR

[Mat10] F rederic k A. Matsen. constNJ: an algorithm to reconstruct

sets of ph ylogenetic trees satisfying pairwise top ological con-

strain ts. Journal of Computational Biolo gy, 17(6):799–818, June

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0201; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0201 .

Medv edev:2009:MLG

[MB09] P aul Medv edev and Mic hael Brudno. Maxim um lik eliho o d

genome assem bly . Journal of Computational Biolo gy, 16

(8):1101–1116, August 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0047;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0047 .

Martinez:2018:FL T

[MBC

+

18] H ´ ector Mart ´ ınez, Sergio Barrac hina, Marib el Castillo, En-

rique S. Quin tana-Ort

´

i, Jordi Ram bla de Argila, Xa vier F arr ´ e,

and Arcadi Na v arro. F aST-LMM for t w o-w a y epistasis tests

on high-p erformance clusters. Journal of Computational Biol-

o gy, 25(8):862–870, August 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0087;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0087 .

Mumey:2003:NMM

[MBK

+

03] Brendan M. Mumey

, Brian W. Bailey

, Bonnie Kirkpatric k, Al-

girdas J. Jesaitis, Thomas Angel, and Edw ard A. Dratz. A new

metho d for mapping discon tin uous an tib o dy epitop es to rev eal

structural features of proteins. Journal of Computational Bi-

olo gy, 10(3–4):555–567, June 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Min:2009:LR W

[MBLZ09] Renqiang Min, An thon y Bonner, Jing jing Li, and Zhaolei

Zhang. Learned random-w alk k ernels and empirical-map k er-

nels for protein sequence classification. Journal of Computa-

tional Biolo gy, 16(3):457–474, Marc h 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0031;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0031.

My ers:2003:TDF

[MD03] Gene My ers and Ric hard Durbin. A table-driv en, full-sensitivit y

similarit y searc h algorithm. Journal of Computational Biol-

o gy, 10(2):103–117, April 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825919;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825919 .

Mongin:2011:MAB

[MDB11] Emman uel Mongin, Ken Dew ar, and Mathieu Blanc hette. Map-

ping asso ciation b et w een long-range cis -regulatory regions and

their target genes using syn ten y . Journal of Computational Bi-

olo gy, 18(9):1115–1130, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0088;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0088 .

Mishra:2018:CNN

[MDL

+

18] Rashik a Mishra, Ovidiu Daescu, P atric k Lea v ey , Dinesh

Rakheja, and Anita Sengupta. Con v olutional neural net w ork for

histopathological analysis of osteosarcoma. Journal of Computa-

tional Biolo gy, 25(3):313–325, Marc h 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0153;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0153 .

Mohebbi:2021:HMT

[MDMC21] Mohammad Mohebbi, Liang Ding, Russell L. Malm b erg, and

Liming Cai. Human MicroRNA target prediction via m ulti-

h yp otheses learning. Journal of Computational Biolo gy, 28

(2):117–132, F ebruary 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0227;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2020.

0227 .

Mertens:2006:MSP

[MDTD06] Bart J. A. Mertens, M. E. De No o, R. A. E. M. T ollenaar,

and A. M. Deelder. Mass sp ectrometry proteomic diagno-

sis: Enacting the double cross-v alidatory paradigm. Journal

of Computational Biolo gy, 13(9):1591–1605, No v em b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1591; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1591 .

Manolop oulou:2012:P AI

[ME12] Ioanna Manolop oulou and Bren t C. Emerson. Ph ylogeographic

ancestral inference using the coalescen t mo del on haplot yp e

trees. Journal of Computational Biolo gy, 19(6):745–755, June

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0038; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0038 .

Mohammed:2024:SVD

[MEF24] Isra Mohammed, Murtada K. Elbashir, and Areeg S. F ag-

gad. Singular v alue decomp osition-based p enalized m ultino-

mial regression for classifying im balanced medulloblastoma

subgroups using meth ylation data. Journal of Computa-

tional Biolo gy, 31(5):458–471, Ma y 2024. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0198;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0198 .

Metzler:2006:R V G

[Met06] Dirk Metzler. Robust E -v alues for gapp ed lo cal alignmen ts.

Journal of Computational Biolo gy, 13(4):882–896, Ma y 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.882; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2006.13.882 .

Mellem:2019:MMD

[MFJ

+

19] Daniel Mellem, F rank Fisc her, S¨ oren Jasp ers, Horst W enc k,

and Mic hael R ¨ ubhausen. Mito c hondrial morphologies driv en b y

energy-consuming cell sites in a spatially and time-resolv ed qual-

it y mo del. Journal of Computational Biolo gy, 26(1):76–85, Jan-

uary 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0086; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0086.

Mo erk erk e:2006:SSD

[MG06] B. Mo erk erk e and E. Go etgheb eur. Selecting “significan t”

differen tially expressed genes from the com bined p ersp ec-

tiv e of the n ull and the alternativ e. Journal of Compu-

tational Biolo gy, 13(9):1513–1531, No v em b er 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1513; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1513 .

Morgulis:2006:FSD

[MGSA06] Aleksandr Morgulis, E. Mic hael Gertz, Alejandro A. Sc h¨ affer,

and Ric ha Agarw ala. A fast and symmetric DUST imple-

men tation to mask lo w-complexit y DNA sequences. Journal

of Computational Biolo gy, 13(5):1028–1040, June 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1028; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1028 .

Mazza:2014:EI I

[MGVS14] Arnon Mazza, Irit Gat-Viks, and Ro ded Sharan. Eluci-

dating influenza inhibition path w a ys via net w ork reconstruc-

tion. Journal of Computational Biolo gy, 21(5):394–404, Ma y

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0147; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0147 .

Martin:2007:IVR

[MGW

+

07] F rancis L. Martin, Matthew J. German, Ernst Wit, Thomas

F earn, Narasimhan Raga v an, and Hub ert M. P ollo c k. Iden tify-

ing v ariables resp onsible for clustering in discriminan t analysis

of data from infrared microsp ectroscop y of a biological sample.

Journal of Computational Biolo gy, 14(9):1176–1184, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0057; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0057 .

Mcloughlin:2022:SDE

[MH22] Aidan Mcloughlin and Haiy an Huang. Shared differen-

tial expression-based distance reflects global cell t yp e re-

lationships in single-cell RNA sequencing data. Jour-

nal of Computational Biolo gy, 29(8):867–879, August 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0652; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0652 .

Mo on:2022:SSD

[MHL22] Seh w an Mo on, Jeongy oung Hw ang, and Hyunju Lee. SDGCCA:

Sup ervised deep generalized canonical correlation analysis for

m ulti-omics in tegration. Journal of Computational Biolo gy,

29(8):892–907, August 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0598;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0598 .

Mazo wita:2006:SRM

[MHS06] Matthew Mazo wita, Lani Haque, and Da vid Sank off. Stabilit y of

rearrangemen t measures in the comparison of genome sequences.

Journal of Computational Biolo gy, 13(2):554–566, Marc h 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.554; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2006.13.554 .

Milosa vljevic:1995:DSR

[Mil95] Aleksandar Milosa vljevi ´ c. DNA sequence recognition b y h y-

bridization to short oligomers. Journal of Computational Biol-

o gy, 2(2):355–370, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.355;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.355 .

Miy ano:2006:PSR

[Miy06] Satoru Miy ano. Preface: Sp ecial RECOMB 2005 issue. Jour-

nal of Computational Biolo gy, 13(2):131–132, Marc h 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2006.13.131.

Mongia:2022:DGD

[MJCM22] Aanc hal Mongia, Stuti Jain, Emilie Chouzenoux, and Ang-

sh ul Ma jumdar. DeepVir: Graphical deep matrix factorization

for in silico an tiviral rep ositioning — application to CO

VID-

19. Journal of Computational Biolo gy, 29(5):441–452, Ma y

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0108; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0108 .

Ma:2024:TRS

[MJR

+

24] Heh uan Ma, F eng Jiang, Y u Rong, Y uzhi Guo, and Junzhou

Huang. T o w ard robust self-training paradigm for molecular pre-

diction tasks. Journal of Computational Biolo gy, 31(3):213–228,

Marc h 2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0187; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0187 .

Miardan:2023:EPD

[MJS23] Mona Meghdari Miardan, Arash Jamshidp ey

, and Da vid

Sank off. Escap e from parsimon y of a double-cut-and-join

genome ev olution pro cess. Journal of Computational Bi-

olo gy, 30(2):118–130, F ebruary 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0468;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0468 .

Maximo v a:2006:NAN

[MK06] T atiana Maximo v a and Chen Keasar. A no v el algorithm for

non-b onded-list up dating in molecular sim ulations. Journal

of Computational Biolo gy, 13(5):1041–1048, June 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1041; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1041 .

Marhon:2011:GPB

[MK11] Sa jid A. Marhon and Stefan C. Kremer. Gene prediction

based on DNA sp ectral analysis: a literature review. Jour-

nal of Computational Biolo gy, 18(4):639–676, April 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0184; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0184 .

Manescu:2016:SLA

[MK16] Da vid Manescu and Uri Keic h. A symmetric length-a w are en-

ric hmen t test. Journal of Computational Biolo gy, 23(6):508–525,

June 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0038; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0038 .

Mun:2020:MRM

[MKB

+

20] T aher Mun, Alan Kuhnle, Christina Bouc her, T ra vis Gagie,

Ben Langmead, and Gio v anni Manzini. Matc hing reads to

man y genomes with the r -index. Journal of Computational Bi-

olo gy, 27(4):514–518, April 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0316;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0316 .

Menk e:2005:WPN

[MKBC05] Matthew Menk e, Jonathan King, Bonnie Berger, and Lenore

Co w en. W rap-and-pac k: a new paradigm for b eta structural

motif recognition with application to recognizing b eta trefoils.

Journal of Computational Biolo gy, 12(6):777–795, July 2005.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.777; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2005.12.777 .

Milewski:2017:ENS

[MKKK

+

17] Marek C. Milewski, Karol Kamel, Anna Kurzynsk a-Kok orniak,

Marcin K. Chmielewski, and Marek Figlero wicz. EvOligo:

a no v el soft w are to design and group libraries of oligon u-

cleotides applicable for n ucleic acid-based exp erimen ts. Jour-

nal of Computational Biolo gy, 24(10):1014–1028, Octob er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0154; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0154.

Mak arenk o v:2000:CA T

[ML00] Vladimir Mak arenk o v and Bruno Leclerc. Comparison of ad-

ditiv e trees using circular orders. Journal of Computational

Biolo gy, 7(5):731–744, Octob er 2000. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/106652701446170;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/106652701446170 .

Mak arenk o v:2004:PTR

[ML04] Vladimir Mak arenk o v and Pierre Legendre. F rom a ph ylogenetic

tree to a reticulated net w ork. Journal of Computational Biol-

o gy, 11(1):195–212, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416966;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416966 .

Minary:2010:CON

[ML10] P eter Minary and Mic hael Levitt. Conformational optimization

with natural degrees of freedom: a no v el sto c hastic c hain closure

algorithm. Journal of Computational Biolo gy, 17(8):993–1010,

August 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0016; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0016 .

Malla w aarac hc hi:2022:ABM

[ML22] Vijini Malla w aarac hc hi and Y u Lin. Accurate binning of

metagenomic con tigs using comp osition, co v erage, and as-

sem bly graphs. Journal of Computational Biolo gy, 29(12):

1357–1376, Decem b er 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0262;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0262 .

Mann:2010:IBG

[MLC10] Scott Mann, Jin y an Li, and Yi-Ping Pho eb e Chen. In-

sigh ts in to bacterial genome comp osition through v ariable tar-

get GC con ten t profiling. Journal of Computational Biol-

o gy, 17(1):79–96, Jan uary 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0058;

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2021.29034.im .

Minarsky:2018:TM

[MMPS18] Andrey Minarsky

, Nady a Morozo v a, Rob ert P enner, and

Christophe Soul ´ e. Theory of morphogenesis. Journal of Compu-

tational Biolo gy, 25(4):444–450, April 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0150;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0150 .

Mirkin:1995:BCM

[MMS95] Boris Mirkin, Ily a Muc hnik, and T emple F. Smith. A biologically

consisten t mo del for comparing molecular ph ylogenies. Journal

of Computational Biolo gy, 2(4):493–507, Jan uary 1995. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1995.

2.493; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1995.2.493 .

Mardia:2008:SVP

[MN08] Kan ti V. Mardia and Vysaul B. Nyirongo. Sim ulating virtual

protein C

α traces with applications. Journal of Computational

Biolo gy, 15(9):1209–1220, No v em b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0092 .

Muller:2015:CRS

[MN15] Rob ert M ¨ uller and Markus E. Neb el. Com binatorics of RNA

secondary structures with base triples. Journal of Computa-

tional Biolo gy, 22(7):619–648, July 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0022;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0022 .

Mirarab:2015:PUL

[MNG

+

15] Sia v ash Mirarab, Nam Nguy en, Sheng Guo, Li-San W ang, Jun-

h y ong Kim, and T andy W arno w. P AST A: Ultra-large m ul-

tiple sequence alignmen t for n ucleotide and amino-acid se-

quences. Journal of Computational Biolo gy, 22(5):377–386, Ma y

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0156; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0156 .

Mehan:2009:INA

[MNIK

+

09] Mic hael R. Mehan, Juan Nunez-Iglesias, Mrinal Kalakrishnan,

Mic hael S. W aterman, and Xianghong Jasmine Zhou. An in-

tegrativ e net w ork approac h to map the transcriptome to the

phenome. Journal of Computational Biolo gy, 16(8):1023–1034,

August 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0037; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0037 .

Makinen:2010:SRH

[MNSV10] V eli M¨ akinen, Gonzalo Na v arro, Jouni Sir ´ en, and Nik o V¨ alim¨ aki.

Storage and retriev al of highly rep etitiv e sequence collec-

tions. Journal of Computational Biolo gy, 17(3):281–308, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0169; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0169 .

Morange:2019:TMT

[Mor19] Mic hel Morange. A time to mo del and a time to exp eri-

men t. Journal of Computational Biolo gy, 26(7):629–636, July

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0133; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0133 .

Mossel:2003:IRA

[Mos03] Elc hanan Mossel. On the imp ossibilit y of reconstructing an-

cestral data and ph ylogenies. Journal of Computational Biol-

o gy, 10(5):669–676, Octob er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322539015;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322539015 .

Miller:1994:QCD

[MP94] Mark J. Miller and John I. P o w ell. A quan titativ e comparison

of DNA sequence assem bly programs. Journal of Computa-

tional Biolo gy, 1(4):257–269, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.257;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.257 .

Man uc h:2011:CGC

[MP11] J´ an Ma ˇ nuc h and Murra y P atterson. The complexit y of the

gapp ed consecutiv e-ones prop ert y problem for matrices of

b ounded maxim um degree. Journal of Computational Biol-

o gy, 18(9):1243–1253, Septem b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0128;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0128 .

More:2016:IDP

[MP16] Ra vi P

. More and Heman t J. Purohit. The iden tification

of discriminating patterns from 16s rRNA gene to gener-

ate signature for bacillus gen us. Journal of Computational

Biolo gy, 23(8):651–661, August 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0002;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0002 .

Medv edev:2011:PBG

[MPC

+

11] P aul Medv edev, Son Pham, Mark Chaisson, Glenn T esler, and

P a v el P evzner. P aired de Bruijn graphs: a no v el approac h for

incorp orating mate pair information in to genome assem blers.

Journal of Computational Biolo gy, 18(11):1625–1634, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0151; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0151 .

Madec:2016:GOS

[MPG

+

16] Morgan Madec, F ran¸ cois P ec heux, Yv es Gendrault, Elise Rosati,

Christophe Lallemen t, and Jacques Haiec h. GeNeD

A: an op en-

source w orkflo w for design automation of gene regulatory net-

w orks inspired from micro electronics. Journal of Computational

Biolo gy, 23(10):841–855, Octob er 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0229;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0229 .

Morgan te:2005:SMS

[MPVZ05] Mic hele Morgan te, Alb erto P olicriti, Nicola Vitacolonna, and

Andrea Zuccolo. Structured motifs searc h. Journal of Com-

putational Biolo gy, 12(8):1065–1082, Octob er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1065; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1065 .

Mefford:2020:EEA

[MPZ

+

20] Jo el Mefford, Dann y P ark, Zhili Zheng, Arth ur Ko, Mik a

Ala-Korp ela, Markku Laakso, P¨ aivi P a juk an ta, Jian Y ang,

John Witte, and Noah Zaitlen. Efficien t estimation and ap-

plications of cross-v alidated genetic predictions to p olygenic

risk scores and linear mixed mo dels. Journal of Computa-

tional Biolo gy, 27(4):599–612, April 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0325;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0325 .

Mao:2023:GRN

[MPZL23] Guo Mao, Zhengbin P ang, Ke Zuo, and Jie Liu. Gene

regulatory net w ork inference using con v olutional neural net-

w orks from scRNA-seq data. Journal of Computational Bi-

olo gy, 30(5):619–631, Ma y 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0355;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0355 .

Mark o witz:1995:CHM

[MR95] Victor M. Mark o witz and Otto Ritter. Characterizing heteroge-

neous molecular biology database systems. Journal of Computa-

tional Biolo gy, 2(4):547–556, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.547;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.547.

Ma:2008:CRP

[MR08a] Gang Ma and Christian M. Reidys. Canonical RNA pseu-

doknot structures. Journal of Computational Biolo gy, 15

(10):1257–1273, Decem b er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0121;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0121 .

Murali:2008:NLB

[MR08b] T. M. Murali and Corban G. Riv era. Net w ork Legos: Building

blo c ks of cellular wiring diagrams. Journal of Computational

Biolo gy, 15(7):829–844, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0139;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0139 .

Mehrzadi:2024:MGM

[MR G

+

24] Arash Mehrzadi, Elham Rezaee, Sa jjad Gharaghani, Zeynab

F akhar, and Sey ed Mohsen Mirhosseini. A molecular genera-

tiv e mo del of CO

VID-19 main protease inhibitors using long

short-term memory-based recurren t neural net w ork. Jour-

nal of Computational Biolo gy, 31(1):83–98, Jan uary 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0064; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0064 .

Mercatan ti:2002:MP A

[MRM

+

02] Alb erto Mercatan ti, Giusepp e Rainaldi, Laura Mariani, Rob erto

Marangoni, and Lorenzo Citti. A metho d for prediction of

accessible sites on an mRNA sequence for target selection

of hammerhead rib ozymes. Journal of Computational Biol-

o gy, 9(4):641–653, August 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760277363;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760277363 .

Ma jumdar:2020:IFS

[MRM20] Sa y an ti Guha Ma jumdar, Anil Rai, and Dwijesh C. Mishra. In-

tegrated framew ork for selection of additiv e and nonadditiv e

genetic mark ers for genomic selection. Journal of Computa-

tional Biolo gy, 27(6):845–855, June 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0223;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0223 .

Ma:2008:DR C

[MRR

+

08] Jian Ma, Aakrosh Ratan, Brian J. Raney

, Bernard B. Suh,

Louxin Zhang, W ebb Miller, and Da vid Haussler. DUPCAR:

Reconstructing con tiguous ancestral regions with duplications.

Journal of Computational Biolo gy, 15(8):1007–1027, Octob er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0069; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0069 .

Morad:2018:SAI

[MRS

+

18] F atima A. Morad, Omran M. Rashidi, Saida S. Sadath, F aisal A.

Al-Allaf, Mohammad A thar, Mohamed N. Alama, Sherif E.

Edris, Nab eel S. Bondag ji, No or A. Shaik, Baba jan Bana-

ganapalli, and Zuhier Aw an. In silico approac h to in v esti-

gate the structural and functional attributes of familial h y-

p erc holesterolemia v arian ts rep orted in the Saudi p opulation.

Journal of Computational Biolo gy, 25(2):170–181, F ebruary

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0018; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0018 .

Mitc hell:2023:EUM

[MR Y

+

23] Audrey Mitc hell, Marco Ruiz, Soua Y ang, Chen W ang, and

Jaime I. Da vila. Excerno: Using m utational signatures in

sequencing data to filter false v arian ts caused b y clinical

arc hiv al. Journal of Computational Biolo gy, 30(4):366–375,

April 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0394; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0394 .

Ma yraz:1999:CPM

[MS99] Guy Ma yraz and Ron Shamir. Construction of ph ysical maps

from oligon ucleotide fingerprin ts data. Journal of Computa-

tional Biolo gy, 6(2):237–252, Jan uary 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.237;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.237 .

Marsan:2000:AES

[MS00] Lauren t Marsan and Marie-F rance Sagot. Algorithms for ex-

tracting structured motifs using a suffix tree with an application

to promoter and regulatory site consensus iden tification. Journal

of Computational Biolo gy, 7(3–4):345–362, August 2000. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Mic hailidis:2003:ARB

[MS03] George Mic hailidis and Kerb y Shedden. The application

of rule-based metho ds to class prediction problems in ge-

nomics. Journal of Computational Biolo gy, 10(5):689–

698, Octob er 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322539033;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322539033 .

Molineris:2010:NAI

[MSB

+

10] Iv an Molineris, Gabriele Sales, F ederico Bianc hi, F erdinando

Di Cun to, and Mic hele Caselle. A new approac h for the

iden tification of pro cessed pseudogenes. Journal of Computa-

tional Biolo gy, 17(5):755–765, Ma y 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0027;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0027 .

Macula:2008:NIP

[MSBR08] An thon y J. Macula, Alexander Sc hliep, Morgan A. Bishop, and

Thomas E. Renz. New, impro v ed, and practical k -stem se-

quence similarit y measures for prob e design. Journal of Compu-

tational Biolo gy, 15(5):525–534, June 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0208;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0208 .

Mongia:2020:DDM

[MSM20] Aanc hal Mongia, Debark a Sengupta, and Angsh ul Ma jum-

dar. deepMc: Deep matrix completion for imputation of

10.1089/cmb.2009.0258; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0258 .

Mori:2012:CBM

[MTF

+

12] T omo y a Mori, T ak eyuki T am ura, Daiji F uk aga w a, A tsuhiro

T ak asu, Etsuji T omita, and T atsuy a Akutsu. A clique-based

metho d using dynamic programming for computing edit dis-

tance b et w een unordered trees. Journal of Computational Bi-

olo gy, 19(10):1089–1104, Octob er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0133;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0133 .

Matroud:2011:ASM

[MTH11] A theer A. Matroud, Christopher P . T uffley

, and Mic hael D.

Hendy

. An algorithm to solv e the motif alignmen t problem

for appro ximate nested tandem rep eats in biological sequences.

Journal of Computational Biolo gy, 18(9):1211–1218, Septem-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0101; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0101 .

Mukherjee:2003:EDS

[MTR

+

03] Sa y an Mukherjee, P ablo T ama y o, Simon Rogers, Ry an Rifkin,

Anna Engle, Colin Campb ell, T o dd R. Golub, and Jill P .

Mesiro v. Estimating dataset size requiremen ts for classify-

ing DNA microarra y data. Journal of Computational Biol-

o gy, 10(2):119–142, April 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825928;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825928 .

McDermott:2009:BHI

[MTYH09] Jason E. McDermott, Ronald C. T a ylor, Hyunjin Y o on,

and F red Heffron. Bottlenec ks and h ubs in inferred net-

w orks are imp ortan t for virulence in Salmonel la typhimurium .

Journal of Computational Biolo gy, 16(2):169–180, F ebruary

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.04TT; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.04TT.

Muller:2000:MAA

[MV00] T obias M ¨ uller and Martin Vingron. Mo deling amino acid re-

placemen t. Journal of Computational Biolo gy, 7(6):761–776, De-

cem b er 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270050514918; https://www.liebertpub.

com/doi/pdf/10.1089/10665270050514918 .

Miller:2004:SRI

[MV04] W ebb Miller and Martin Vingron. Sp ecial RECOMB 2003 issue.

Journal of Computational Biolo gy, 11(2–3):213, Marc h 2004.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Menegaux:2019:CED

[MV19] Romain Menegaux and Jean-Philipp e V ert. Con tin uous em-

b eddings of DNA sequencing reads and application to metage-

nomics. Journal of Computational Biolo gy, 26(6):509–518, June

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0174; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0174 .

Mo oney:2006:PSM

[MVP06] Catherine Mo oney

, Alessandro V ullo, and Gianluca P ollastri.

Protein structural motif prediction in m ultidimensional ϕ–ψ

space leads to impro v ed secondary structure prediction. Jour-

nal of Computational Biolo gy, 13(8):1489–1502, Octob er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1489; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1489 .

Martin-Vide:2019:P

[MVVR19] Carlos Mart ´ ın-Vide and Miguel A. V ega-Ro dr ´ ıguez. Preface.

Journal of Computational Biolo gy, 26(9):891–892, Septem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2019.29023.cmv .

Mohl:2010:LP A

[MWB10] Mathias M¨ ohl, Sebastian Will, and Rolf Bac k ofen. Lifting pre-

diction to alignmen t of RNA pseudoknots. Journal of Computa-

tional Biolo gy, 17(3):429–442, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0168;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0168 .

Meidanis:2002:LBR

[MWD02] Jo~ ao Meidanis, Maria M. T. W alter, and Zanoni Dias. A lo w er

b ound on the rev ersal and transp osition diameter. Journal

of Computational Biolo gy, 9(5):743–745, Octob er 2002. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652702761034163; https://www.liebertpub.com/

doi/pdf/10.1089/106652702761034163 .

Murra y:2022:EDS

[MWL22] Keith T. Murra y , Mien Brab eeba W ang, and Nancy Lync h.

Emergence of direction-selectiv e retinal cell t yp es in task-

optimized deep learning mo dels. Journal of Computational Bi-

olo gy, 29(4):370–381, April 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0368;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0368 .

McGuire:2000:BMD

[MWP00] Gr´ ainne McGuire, F rank W righ t, and Mic hael J. Pren tice. A

Ba y esian mo del for detecting past recom bination ev en ts in DNA

m ultiple alignmen ts. Journal of Computational Biolo gy, 7(1–2):

159–170, F ebruary 2000. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Mazza:2016:F AM

[MWRS16] Arnon Mazza, Allon W agner, Eytan Ruppin, and Ro ded Sharan.

F unctional alignmen t of metab olic net w orks. Journal of Compu-

tational Biolo gy, 23(5):390–399, Ma y 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0203;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0203 .

Mao:2019:PP A

[MWZ19] Guo Mao, Sh u-Lin W ang, and W ei Zhang. Prediction of

p oten tial asso ciations b et w een MicroRNA and disease based

on Ba y esian probabilistic matrix factorization mo del. Jour-

nal of Computational Biolo gy, 26(9):1030–1039, Septem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0012; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0012 .

Mao:2019:HDH

[MXJ19] Xiao dan Mao, Yic hen Xu, and Zhenran Jiang. HColonDB: a

database for h uman colon cancer researc h. Journal of Computa-

tional Biolo gy, 26(3):218–224, Marc h 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0193;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0193 .

Mo:2020:KRE

[MXW

+

20] Lujiao Mo, Guanh ua Xu, Channi W u, Kanda P an, Ping

P an, Lingfeng Y u, and Xiao yuan Shen. Key regulatory ef-

fect of activ ated HIF-1α /VEGF

A signaling path w a y in sys-

temic capillary leak syndrome confirmed b y bioinformatics anal-

ysis. Journal of Computational Biolo gy, 27(6):914–922, June

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0222; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0222 .

Martin:2011:GAA

[MYBK

+

11] Jeffrey W. Martin, An thon y K. Y an, Chris Bailey-Kellogg, P ei

Zhou, and Bruce R. Donald. A geometric arrangemen t algo-

rithm for structure determination of symmetric protein homo-

oligomers from NOEs and RDCs. Journal of Computational Bi-

olo gy, 18(11):1507–1523, No v em b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0173;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0173 .

My ers:1995:TSA

[My e95] Eugene W. My ers. T o w ard simplifying and accurately for-

m ulating fragmen t assem bly . Journal of Computational Biol-

o gy, 2(2):275–290, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.275;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.275 .

My ers:1996:AMN

[My e96] Eugene W. My ers. Appro ximate matc hing of net w ork ex-

pressions with spacers. Journal of Computational Biol-

o gy, 3(1):33–51, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.33;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.33 .

My ers:2003:SRI

[My e03] Eugene W. My ers. Sp ecial RECOMB 2002 issue. Journal

of Computational Biolo gy, 10(3–4):237, June 2003. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Mahm ud:2020:EDT

[MYS

+

20] A. K. M. Firo j Mahm ud, Do o Y ang, P er Sten b erg, Ily a

Ioshikhes, and Soum y adeep Nandi. Exploring a Dr osophila tran-

scription factor in teraction net w ork to iden tify cis-regulatory

mo dules. Journal of Computational Biolo gy, 27(8):1313–1328,

August 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0160; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0160 .

Maximo v a:2018:SBM

[MZC

+

18] T atiana Maximo v a, Zijing Zhang, Daniel B. Carr, Erion Plaku,

and Amarda Sheh u. Sample-based mo dels of protein en-

ergy landscap es and slo w structural rearrangemen ts. Jour-

nal of Computational Biolo gy, 25(1):33–50, Jan uary 2018.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0158; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0158 .

Mosk on:2018:GA V

[MZM18] Miha Mo ˇ sk on, Nik ola j Zimic, and Miha Mraz. Grohar: Auto-

mated visualization of genome-scale metab olic mo dels and their

path w a ys. Journal of Computational Biolo gy, 25(5):505–508,

Ma y 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0209; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0209 .

Moulton:2000:MRS

[MZS

+

00] Vincen t Moulton, Mic hael Zuk er, Mic hael Steel, Robin P oin ton,

and Da vid P enn y . Metrics on RNA secondary structures. Jour-

nal of Computational Biolo gy, 7(1–2):277–292, F ebruary 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Ma:2017:DCB

[MZS

+

17] Xiuli Ma, Guangyu Zhou, Jingb o Shang, Jing jing W ang,

Jian P eng, and Jia w ei Han. Detection of complexes in bi-

ological net w orks through div ersified dense subgraph mining.

Journal of Computational Biolo gy, 24(9):923–941, Septem b er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0037; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0037 .

Naito:2018:HSS

[Nai18] T atsuhik o Naito. Human splice-site prediction with deep neu-

ral net w orks. Journal of Computational Biolo gy, 25(8):954–961,

August 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0041; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0041 .

Naor:1994:NO A

[NB94] Dalit Naor and Douglas L. Brutlag. On near-optimal align-

men ts of biological sequences. Journal of Computational Biol-

o gy, 1(4):349–366, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.349;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.349 .

Nurk:2013:ASC

[NBA

+

13] Sergey Nurk, An ton Bank evic h, Dmitry An tip o v, Alexey A.

Gurevic h, An ton Korob eynik o v, Alla Lapidus, Andrey D. Pr-

jib elski, Alexey Pyshkin, Alexander Sirotkin, Y ak o v Sirotkin,

Ram unas Stepanausk as, Scott R. Clingenp eel, T anja W o yk e,

Jeffrey S. Mclean, Roger Lask en, Glenn T esler, Max A.

Aleksey ev, and P a v el A. P evzner. Assem bling single-cell

genomes and mini-metagenomes from c himeric MD

A pro d-

ucts. Journal of Computational Biolo gy, 20(10):714–737, Oc-

tob er 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0084; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0084 .

No wic ki:2018:MPI

[NBB18] Marek No wic ki, Da vit Bzhala v a, and Piotr Ba la. Massiv ely

parallel implemen tation of sequence alignmen t with basic lo-

cal alignmen t searc h to ol using parallel computing in Ja v a li-

brary

. Journal of Computational Biolo gy, 25(8):871–881, Au-

gust 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0079; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0079 .

Newkirk:2011:AAS

[NBC

+

11] Daniel Newkirk, Jacob Biesinger, Alvin Chon, Ky ok o Y ok o-

mori, and Xiaoh ui Xie. AREM: Aligning short reads from

ChIP-Sequencing b y exp ectation maximization. Journal of

Computational Biolo gy, 18(11):1495–1505, No v em b er 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0185; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0185 .

Narasimhan:2002:MPS

[NBG

+

02] Giri Narasimhan, Changsong Bu, Y uan Gao, Xuning W ang,

Ning Xu, and Kalai Mathee. Mining protein sequences

for motifs. Journal of Computational Biolo gy, 9(5):707–

720, Octob er 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702761034145;

https://www.liebertpub.com/doi/pdf/10.1089/106652702761034145 .

Nguy en:2013:DMD

[NBGA13] Viet-An Nguy en, Jordan Bo yd-Grab er, and Stephen F. Altsc h ul.

Diric hlet mixtures, the Diric hlet pro cess, and the struc-

ture of protein space. Journal of Computational Biol-

o gy, 20(1):1–18, Jan uary 2013. CODEN JCOBEM. ISSN

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270152530836; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530836 .

Nara y anan:2007:CPI

[NK07] Manik andan Nara y anan and Ric hard M. Karp. Comparing pro-

tein in teraction net w orks via a graph matc h-and-split algorithm.

Journal of Computational Biolo gy, 14(7):892–907, Septem b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0025; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0025 .

Ng:2011:A CS

[NK11] P atric k Ng and Uri Keic h. Alignmen t constrained sampling.

Journal of Computational Biolo gy, 18(2):155–168, F ebruary

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0220; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0220 .

No vik o v:2021:SRS

[NK G

+

21] Daniel No vik o v, Sergey Kn y azev, Mark Grinshp on, P elin Icer,

P a v el Skums, and Alex Zelik o vsky

. Scalable reconstruction

of SARS-CoV-2 ph ylogen y with recurren t m utations. Jour-

nal of Computational Biolo gy, 28(11):1130–1141, No v em b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0306; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0306 .

Newton:2001:D VE

[NKR

+

01] M. A. Newton, C. M. Kendziorski, C. S. Ric hmond, F. R. Blat-

tner, and K. W. Tsui. On differen tial v ariabilit y of expression

ratios: Impro ving statistical inference ab out gene expression

c hanges from microarra y data. Journal of Computational Bi-

olo gy, 8(1):37–52, F ebruary 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701300099074;

https://www.liebertpub.com/doi/pdf/10.1089/106652701300099074 .

Newb erg:2009:ECD

[NL09] Lee A. Newb erg and Charles E. La wrence. Exact calculation

of distributions on in tegers, with application to sequence align-

men t. Journal of Computational Biolo gy, 16(1):1–18, Jan uary

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0137; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0137 .

Nolan:2017:IMS

[NLC17] Bridget E. Nolan, Emily Lev enson, and Brian Y. Chen.

Influen tial m utations in the SMAD4 trimer complex can

b e detected from disruptions of electrostatic complemen tar-

it y . Journal of Computational Biolo gy, 24(1):68–78, Jan uary

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0162; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0162 .

Nam biar:2023:TNN

[NLH

+

23] Anan than Nam biar, Simon Liu, Maev e Heflin, John Mal-

colm F orsyth, Sergei Maslo v, Mark Hopkins, and Anna Ritz.

T ransformer neural net w orks for protein family and in ter-

action prediction tasks. Journal of Computational Biolo gy,

30(1):95–111, Jan uary 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0132;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0132 .

No e:2014:CCS

[NM14] Lauren t No ´ e and Donald E. K. Martin. A co v erage criterion

for spaced seeds and its applications to supp ort v ector mac hine

string k ernels and k -mer distances. Journal of Computational

Biolo gy, 21(12):947–963, Decem b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0173;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0173 .

Noto:2015:CCS

[NME

+

15] Keith Noto, Saeed Ma jidi, Andrea G. Edlo w, Heather C. Wic k,

Diana W. Bianc hi, and Donna K. Slonim. CSAX: Characterizing

systematic anomalies in eXpression data. Journal of Computa-

tional Biolo gy, 22(5):402–413, Ma y 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0155 .

Nedelec:2005:P AA

[NMG

+

05] Elo die N ´ ed ´ elec, Thomas Moncion, Elisab eth Gassiat, Bruno

Bossard, Guillemette Duc hateau-Nguy en, Alain Denise, and

Mic hel T ermier. A pairwise alignmen t algorithm whic h fa-

v ors clusters of blo c ks. Journal of Computational Biolo gy,

12(1):33–47, F ebruary 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.33;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.33 .

Nettelblad:2013:F AD

[NMH13] Carl Nettelblad, Behrang Mahjani, and Sv erk er Holmgren.

F ast and accurate detection of m ultiple quan titativ e trait lo ci.

Journal of Computational Biolo gy, 20(9):687–702, Septem b er

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0242; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0242 .

Nourani:2021:GGO

[Nou21] Esmaeil Nourani. GoV ec: Gene on tology represen tation learn-

ing using w eigh ted heterogeneous graph and meta-path. Jour-

nal of Computational Biolo gy, 28(12):1196–1207, Decem b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0069; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0069 .

Nagara jan:2009:PCS

[NP09] Niranjan Nagara jan and Mihai P op. P arametric complexit y of

sequence assem bly: Theory and applications to next generation

sequencing. Journal of Computational Biolo gy, 16(7):897–908,

July 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0005; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0005.

Na v arro:2003:FSC

[NR03] Gonzalo Na v arro and Mathieu Raffinot. F ast and simple c har-

acter classes and b ounded gaps pattern matc hing, with appli-

cations to protein searc hing. Journal of Computational Biol-

o gy, 10(6):903–923, Decem b er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322756140;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322756140 .

Neb el:2011:LCR

[NR W11] Markus E. Neb el, Christian M. Reidys, and Rita R. W ang.

Lo ops in canonical RNA pseudoknot structures. Jour-

nal of Computational Biolo gy, 18(12):1793–1806, Decem b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0022; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0022 .

Ng:2018:BBD

[NS18] Alb ert Ng and Dong Si. Beta-barrel detection for medium

resolution cry o-electron microscop y densit y maps using ge-

netic algorithms and ra y tracing. Journal of Computational

Biolo gy, 25(3):326–336, Marc h 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0155 .

Nak a jima:2023:CDR

[NS23] Masaru Nak a jima and Andrew D. Smith. Coun ting distinguish-

able RNA secondary structures. Journal of Computational Bi-

olo gy, 30(10):1089–1097, Octob er 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0501;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0501 .

Nicola:2008:NMA

[NSA08] George Nicola, Colin A. Smith, and Rub en Abagy an. New

metho d for the assessmen t of all drug-lik e p o c k ets across a struc-

tural genome. Journal of Computational Biolo gy, 15(3):231–240,

April 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0178; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0178 .

Niu:2023:SA G

[NSH

+

23] Puh ua Niu, Maria J. Soto, Sh uai Huang, Byung jun Y o on, Ed-

w ard R. Doughert y , F rancis J. Alexander, Ian Blab y , and Xi-

aoning Qian. Sensitivit y analysis of genome-scale metab olic flux

prediction. Journal of Computational Biolo gy, 30(7):751–765,

July 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0368; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0368 .

Na vlakha:2009:RBM

[NSK09] Sak et Na vlakha, Mic hael C. Sc hatz, and Carl Kingsford. Re-

v ealing biological mo dules via graph summarization. Jour-

nal of Computational Biolo gy, 16(2):253–264, F ebruary 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.11TT; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.11TT .

Ness:2018:BAL

[NSMV18] Rob ert O. Ness, Karen Sac hs, P arag Mallic k, and Olga Vitek. A

Ba y esian activ e learning exp erimen tal design for inferring signal-

ing net w orks. Journal of Computational Biolo gy, 25(7):709–725,

July 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0247; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0247 .

Na y eem:2023:MFP

[NSRR23] Muhammad Ali Na y eem, Naser Anjum Sam udro, M. Saifur

Rahman, and M. Sohel Rahman. MAMMLE: a framew ork for

ph ylogen y estimation based on m ultiob jectiv e application-a w are

m ultiple sequence alignmen t and maxim um lik eliho o d ensem-

ble. Journal of Computational Biolo gy, 30(3):245–249, Marc h

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0533; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0533.

Na y ak:1999:SCH

[NSZ99] Ash win Na y ak, Alistair Sinclair, and Uri Zwic k. Spatial co des

and the hardness of string folding problems. Journal of Compu-

tational Biolo gy, 6(1):13–36, Jan uary 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.13;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.13 .

Nicolas:2006:RJM

[NTMM06] Pierre Nicolas, Anne-Sophie T o cquet, Vincen t Miele, and Flo-

rence Muri. A rev ersible jump Mark o v c hain Mon te Carlo al-

gorithm for bacterial promoter motifs disco v ery . Journal of

Computational Biolo gy, 13(3):651–667, April 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.651; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.651 .

No y:2011:SBF

[NTWF11] Karin No y , F adi T o wfic, Ga yle M. Witten b erg, and Daniel F a-

sulo. Shap e-based feature matc hing impro v es protein iden ti-

fication via LC-MS and tandem MS. Journal of Computa-

tional Biolo gy, 18(4):547–557, April 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0155 .

Nuel:2004:LSL

[Nue04] G. Nuel. LD-SP att: Large deviations statistics for patterns

on Mark o v c hains. Journal of Computational Biolo gy, 11

(6):1023–1033, Decem b er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.1023;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.1023 .

Nelson:2009:R CG

[NV09] Craig Nelson and St ´ ephane Vialette. RECOMB–Comparativ e

genomics sp ecial issue. Journal of Computational Biolo gy, 16

(10):1285–1286, Octob er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2009.002P.

Ni:2012:RNM

[NV12] Shengyu Ni and Martin Vingron. R2KS: a no v el mea-

sure for comparing gene expression based on rank ed gene

lists. Journal of Computational Biolo gy, 19(6):766–775, June

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0026; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0026 .

Nguy en:2015:SWE

[NV CW15] Nha Nguy en, An V o, Inc han Choi, and Ky oung-Jae W on.

A stationary w a v elet en trop y-based clustering approac h ac-

curately predicts gene expression. Journal of Computational

Biolo gy, 22(3):236–249, Marc h 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0221;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0221 .

Nguy en:2014:W AD

[NVW14] Nha Nguy en, An V o, and Ky oung-Jae W on. A w a v elet approac h

to detect enric hed regions and explore epigenomic landscap es.

Journal of Computational Biolo gy, 21(11):846–854, No v em b er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0095; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0095 .

No v:2005:MAP

[NW05] Y uv al No v and La wrence M. W ein. Mo deling and analysis of

protein design under resource constrain ts. Journal of Computa-

tional Biolo gy, 12(2):247–282, Marc h 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.247;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.247 .

Neb el:2012:A CP

[NW12] Markus E. Neb el and F rank W ein b erg. Algebraic and com-

binatorial prop erties of common RNA pseudoknot classes

with applications. Journal of Computational Biolo gy, 19

(10):1134–1150, Octob er 2012. CODEN JCOBEM. ISSN

liebertpub.com/doi/abs/10.1089/106652703763255679;

https://www.liebertpub.com/doi/pdf/10.1089/106652703763255679 .

Ouangraoua:2011:TPU

[OBS11] A ¨ ıda Ouangraoua, Anne Bergeron, and Krister M. Sw en-

son. Theory and practice of ultra-p erfection. Journal of

Computational Biolo gy, 18(9):1219–1230, Septem b er 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0086; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0086 .

Ohkub o:2000:PEF

[OC00] Y. Zenmei Ohkub o and Gordon M. Cripp en. P oten tial energy

function for con tin uous state mo dels of globular proteins. Jour-

nal of Computational Biolo gy, 7(3–4):363–379, August 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Oill:2021:P AR

[ODNW21] Angela M. T ara v ella Oill, Anagha J. Deshpande, Heini M.

Natri, and Melissa A. Wilson. P opInf: an approac h for re-

pro ducibly visualizing and assigning p opulation affiliation in

genomic samples of uncertain origin. Journal of Computa-

tional Biolo gy, 28(3):296–303, Marc h 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0434;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0434 .

Osmank o vic:2018:NAD

[ODPB18] Dink o Osmank o vic, Semir Doric, Naris P o jskic, and Lada Lu-

kic Bilela. New approac h to detect coiled coil and leucine zipp er

motifs in protein sequences. Journal of Computational Biol-

o gy, 25(11):1278–1283, No v em b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0104;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0104 .

Ov adia:2011:CRP

[OF CLH11] Y. Ov adia, D. Fielder, C. Cono w, and R. Lib eskind-Hadas. The

coph ylogen y reconstruction problem is NP-Complete. Jour-

nal of Computational Biolo gy, 18(1):59–65, Jan uary 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0240; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0240 .

ONeill:2014:IR T

[OFE14] P atric k K. O’Neill, Rob ert F order, and Iv an Erill. Informational

requiremen ts for transcriptional regulation. Journal of Compu-

tational Biolo gy, 21(5):373–384, Ma y 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0032;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0032 .

Ozery-Flato:2007:SR T

[OFS07] Mic hal Ozery-Flato and Ron Shamir. Sorting b y recipro-

cal translo cations via rev ersals theory

. Journal of Computa-

tional Biolo gy, 14(4):408–422, Ma y 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.A003;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

A003 .

Ozery-Flato:2008:SGC

[OFS08] Mic hal Ozery-Flato and Ron Shamir. Sorting genomes with

cen tromeres b y translo cations. Journal of Computational Bi-

olo gy, 15(7):793–812, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0136;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0136 .

Ozery-Flato:2009:SCK

[OFS09] Mic hal Ozery-Flato and Ron Shamir. Sorting cancer k ary-

ot yp es b y elemen tary op erations. Journal of Computational

Biolo gy, 16(10):1445–1460, Octob er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0083;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0083 .

Ott:2003:SAA

[OH03] Jurg Ott and Josephine Hoh. Set asso ciation analysis of SNP

case-con trol and microarra y data. Journal of Computational

Biolo gy, 10(3–4):569–574, June 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

OHare:2015:IHD

[O’H15] An thon y O’Hare. Inference in high-dimensional param-

eter space. Journal of Computational Biolo gy, 22(11):

997–1004, No v em b er 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0086;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0086 .

Ojew ole:2018:BBB

[OJFD18] Adegok e A. Ojew ole, Jonathan D. Jou, V ance G. F o wler, and

Bruce R. Donald. BBK* (Br anch and Bound Over K*) : a

pro v able and efficien t ensem ble-based protein design algorithm

to optimize stabilit y and binding affinit y o v er large sequence

spaces. Journal of Computational Biolo gy, 25(7):726–739, July

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0267; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0267 .

Oliv eira:2004:HT A

[OJOD

+

04] Joseph S. Oliv eira, Janet B. Jones-Oliv eira, Da vid A. Dixon,

Colin G. Bailey

, and Dean W. Gull. Hyp erdigraph-theoretic

analysis of the EGFR signaling net w ork: Initial steps leading

to GTP:Ras complex formation. Journal of Computational

Biolo gy, 11(5):812–842, Octob er 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.812;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.812 .

Ohlebusc h:2008:SEC

[OK08] Enno Ohlebusc h and Stefan Kurtz. Space efficien t compu-

tation of rare maximal exact matc hes b et w een m ultiple se-

quences. Journal of Computational Biolo gy, 15(4):357–377, Ma y

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0105; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0105.

Orlo vic h:2021:SFS

[OKKS21] Y ury Orlo vic h, Kirill Kukharenk o, V olk er Kaib el, and P a v el

Skums. Scale-free spanning trees and their application in

genomic epidemiology

. Journal of Computational Biolo gy,

28(10):945–960, Octob er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0500;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0500 .

Orenstein:2013:RAF

[OMS13] Y aron Orenstein, Eran Mic k, and Ron Shamir. RAP: Accu-

rate and fast motif finding based on protein-binding microar-

ra y data. Journal of Computational Biolo gy, 20(5):375–382,

Ma y 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0253; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0253 .

Ouedraogo:2024:OPR

[OO24] W end Y am D. D. Ouedraogo and Aida Ouangraoua. Or-

thology and paralogy relationships at transcript lev el. Jour-

nal of Computational Biolo gy, 31(4):277–293, April 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0400; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0400 .

Ouangraoua:2014:ICC

[OR14] A ¨ ıda Ouangraoua and Mathieu Raffinot. On the iden tifica-

tion of conflicting con tiguities in ancestral genome reconstruc-

tion. Journal of Computational Biolo gy, 21(1):64–79, Jan uary

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0086; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0086 .

Orenstein:2020:RBU

[Ore20] Y aron Orenstein. Rev erse de Bruijn: Utilizing rev erse p eptide

syn thesis to co v er all amino acid k -mers. Journal of Computa-

tional Biolo gy, 27(3):376–385, Marc h 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0448;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0448 .

Ouangraoua:2011:AMD

[OSC11] A ¨ ıda Ouangraoua, Krister M. Sw enson, and Cedric Chauv e. A 2-

appro ximation for the minim um duplication sp eciation problem.

Journal of Computational Biolo gy, 18(9):1041–1053, Septem-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0108; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0108 .

Ong:2015:SMM

[OSK

+

15] Edison Ong, An thon y Szedlak, Y un yi Kang, P eyton Smith,

Nic holas Smith, Madison McBride, Darren Finla y , Kristiina

V uori, James Mason, Edw ard D. Ball, Carlo Piermaro cc hi,

and Gio v anni P aternostro. A scalable metho d for molecu-

lar net w ork reconstruction iden tifies prop erties of targets and

m utations in acute m y eloid leuk emia. Journal of Computa-

tional Biolo gy, 22(4):266–288, April 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0297;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0297 .

Orenstein:2018:JBC

[O YB18] Y aron Orenstein, Y un William Y u, and Bonnie Berger. Jok er

de Bruijn: Co v ering k -mers using jok er c haracters. Jour-

nal of Computational Biolo gy, 25(11):1171–1178, No v em b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0032; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0032 .

On uki:2012:PMB

[O YY

+

12] Ritsuk o On uki, Ry o Y amada, Rui Y amaguc hi, Minoru Kane-

hisa, and T etsuo Shibuy a. P opulation mo del–based in ter-

diplot yp e similarit y measure for accurate diplot yp e cluster-

ing. Journal of Computational Biolo gy, 19(1):55–67, Jan uary

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0227; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0227.

P enc ho vsky:2003:DLD

[P A03] Rob ert P enc ho vsky and J¨ org Ac k ermann. DNA library de-

sign for molecular computation. Journal of Computational Bi-

olo gy, 10(2):215–229, April 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825973;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825973 .

P attengale:2010:HMB

[P ABE

+

10] Nic holas D. P attengale, Masoud Alip our, Olaf R. P

. Bininda-

Emonds, Bernard M. E. Moret, and Alexandros Stamatakis.

Ho w man y b o otstrap replicates are necessary? Jour-

nal of Computational Biolo gy, 17(3):337–354, Marc h 2010.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0179; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0179 .

P ac h ter:2002:A GP

[P A C02] Lior P ac h ter, Marina Alexandersson, and Simon Ca wley

. Ap-

plications of generalized pair hidden Mark o v mo dels to align-

men t and gene finding problems. Journal of Computational

Biolo gy, 9(2):389–399, April 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270252935520; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270252935520 .

P arida:1998:UF O

[P ar98] Laxmi P arida. A uniform framew ork for ordered restric-

tion map problems. Journal of Computational Biolo gy, 5

(4):725–739, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.725;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.725 .

P arida:2006:UPS

[P ar06] Laxmi P arida. Using PQ structures for genomic rearrange-

men t ph ylogen y . Journal of Computational Biolo gy, 13(10):

1685–1700, Decem b er 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1685;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1685 .

P arida:2007:DTM

[P ar07a] Laxmi P arida. Disco v ering top ological motifs using a compact

notation. Journal of Computational Biolo gy, 14(3):300–323,

April 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2006.0142; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2006.0142 .

P arida:2007:GPP

[P ar07b] Laxmi P arida. Gapp ed p erm utation pattern disco v ery for

gene order comparisons. Journal of Computational Biol-

o gy, 14(1):45–55, Jan uary 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0103;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0103 .

P arida:2007:SSL

[P ar07c] Laxmi P arida. Statistical significance of large gene clusters.

Journal of Computational Biolo gy, 14(9):1145–1159, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0064; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0064 .

P arida:2010:AR G

[P ar10] Laxmi P arida. Ancestral recom binations graph: a recon-

structabilit y p ersp ectiv e using random-graphs framew ork. Jour-

nal of Computational Biolo gy, 17(10):1345–1370, Octob er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0243; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0243 .

P ark:2024:UGR

[P ar24] Heew on P ark. Un v eiling gene regulatory net w orks that

c haracterize difference of molecular in terpla ys b et w een gas-

tric cancer drug sensitiv e and resistance cell lines. Jour-

nal of Computational Biolo gy, 31(3):257–274, Marc h 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

P ardo-diaz:2022:EIG

[PdBdP

+

22] Ja vier P ardo-diaz, Mariano Beguerisse-d ´ ıaz, Philip S. P o ole,

Charlotte M. Deane, and Gesine Reinert. Extracting infor-

mation from gene co expression net w orks of R hizobium le gumi-

nosarum . Journal of Computational Biolo gy, 29(7):752–768,

July 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0600; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0600 .

P orreca:2008:SIP

[PDdJFT08] Riccardo P orreca, Sam uel Drulhe, Hidde de Jong, and Gian-

carlo F errari-T recate. Structural iden tification of piecewise-

linear mo dels of genetic regulatory net w orks. Journal of

Computational Biolo gy, 15(10):1365–1380, Decem b er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0109; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0109 .

P aten:2011:CGG

[PDE

+

11] Benedict P aten, Mark Diekhans, Den t Earl, John St.John,

Jian Ma, Bernard Suh, and Da vid Haussler. Cactus graphs

for genome comparisons. Journal of Computational Biol-

o gy, 18(3):469–481, Marc h 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0252;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0252 .

Picard:2008:AEN

[PDK

+

08] F. Picard, J.-J. Daudin, M. Kosk as, S. Sc h bath, and

S. Robin. Assessing the exceptionalit y of net w ork mo-

tifs. Journal of Computational Biolo gy, 15(1):1–20, Jan uary

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0137; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0137 .

Przyt yc k a:2006:GTI

[PDSD06] T eresa Przyt yc k a, George Da vis, Nan Song, and Dannie

Durand. Graph theoretical insigh ts in to ev olution of m ul-

tidomain proteins. Journal of Computational Biolo gy, 13

(2):351–363, Marc h 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.351;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.351 .

P evzner:2000:MTP

[PDT00] P a v el A. P evzner, Vlado Dan ˇ c ´ ık, and Chris L. T ang. Mutation-

toleran t protein iden tification b y mass sp ectrometry

. Jour-

nal of Computational Biolo gy, 7(6):777–787, Decem b er 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270050514927; https://www.liebertpub.

com/doi/pdf/10.1089/10665270050514927 .

P an:2016:CCB

[PDZ

+

16] Y uc hao P an, Y uxi Dong, Jingtian Zhou, Mark Hallen, Bruce R.

Donald, Jian y ang Zeng, and W ei Xu. cOSPREY: a cloud-based

distributed algorithm for large-scale computational protein de-

sign. Journal of Computational Biolo gy, 23(9):737–749, Septem-

b er 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0234; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0234 .

Pra japati:2020:GPP

[PE20] Rutvi Pra japati and Isaac Arnold Emerson. Gene priori-

tization in P arkinson’s disease using h uman protein–protein

in teraction net w ork. Journal of Computational Biolo gy, 27

(11):1610–1621, No v em b er 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0281;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0281 .

P eer:2022:SIRa

[P e’22a] Itsik P e’er. Sp ecial issue: RECOMB 2022, part 1. Jour-

nal of Computational Biolo gy, 29(11):1155, No v em b er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2022.29075.ip.

P eer:2022:SIRb

[P e’22b] Itsik P e’er. Sp ecial issue: RECOMB 2022, part 2. Jour-

nal of Computational Biolo gy, 29(12):1269, Decem b er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2022.29076.ip .

P enner:2020:BFE

[P en20a] Rob ert C. P enner. Bac kb one free energy estimator applied

to viral glycoproteins. Journal of Computational Biolo gy, 27

(10):1495–1508, Octob er 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0120;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2020.

0120 .

P enner:2020:CHF

[P en20b] Rob ert C. P enner. Conserv ed high free energy sites in

h uman corona virus spik e glycoprotein bac kb ones. Jour-

nal of Computational Biolo gy, 27(11):1622–1630, No v em b er

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0193; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2020.0193 .

P eng:2022:RSIa

[P en22a] Jian P eng. RECOMB 2021 sp ecial issue. Journal of Computa-

tional Biolo gy, 29(1):2, Jan uary 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/reader/10.1089/cmb.2021.29050.jp .

P eng:2022:RSIb

[P en22b] Jian P eng. RECOMB 2021 sp ecial issue. Journal of

Computational Biolo gy, 29(2):91, F ebruary 2022. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/reader/10.1089/

cmb.2021.29051.jp .

P aten:2018:SUC

[PER

+

18] Benedict P aten, Jordan M. Eizenga, Y ohei M. Rosen, Adam M.

No v ak, Erik Garrison, and Glenn Hic k ey . Sup erbubbles,

ultrabubbles, and cacti. Journal of Computational Biol-

o gy, 25(7):649–663, July 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0251;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0251 .

P evzner:1995:CMD

[P ev95] P a v el A. P evzner. Com binatorial metho ds for DNA map-

ping and sequencing. Journal of Computational Biolo gy,

2(2):153–158, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.153;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.153 .

P evzner:1998:P

[P ev98] P a v el A. P evzner. Preface. Journal of Computational Bi-

olo gy, 5(3):367, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.1998.5.367 .

P ello w:2017:IBF

[PFK17] Da vid P ello w, Dary a Filipp o v a, and Carl Kingsford. Impro v-

ing Blo om filter p erformance on sequence data using k -mer

Blo om filters. Journal of Computational Biolo gy, 24(6):547–557,

June 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0155; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0155 .

Pradines:2005:APL

[PFRD05] Jo ¨ el R. Pradines, Victor F arutin, Stev e Ro wley

, and Vlado

Dan ˇ c ´ ık. Analyzing protein lists with large net w orks: Edge-coun t

probabilities in random graphs with giv en exp ected degrees.

Journal of Computational Biolo gy, 12(2):113–128, Marc h 2005.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.113; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2005.12.113 .

Piccolb oni:2003:CF C

[PG03] An tonio Piccolb oni and Dan Gusfield. On the complexit y of fun-

damen tal computational problems in p edigree analysis. Jour-

nal of Computational Biolo gy, 10(5):763–773, Octob er 2003.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322539088; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322539088 .

P erlman:2011:CDG

[PGA

+

11] Liat P erlman, Assaf Gottlieb, Nir A tias, Eytan Ruppin, and

Ro ded Sharan. Com bining drug and gene similarit y mea-

sures for drug-target elucidation. Journal of Computational

Biolo gy, 18(2):133–145, F ebruary 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0213;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0213 .

P alazoglu:2004:FDP

[PGAE04] Ahmet P alazoglu, A ttila Gurso y , Y aman Arkun, and Burak

Erman. F olding dynamics of proteins from denatured to na-

tiv e state: Principal comp onen t analysis. Journal of Com-

putational Biolo gy, 11(6):1149–1168, Decem b er 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2004.11.1149; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2004.11.1149 .

P ark er:2011:OCM

[PGBK11] Andrew S. P ark er, Karl E. Grisw old, and Chris Bailey-

Kellogg. Optimization of com binatorial m utagenesis. Jour-

nal of Computational Biolo gy, 18(11):1743–1756, No v em b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0152; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0152 .

P attengale:2007:ECR

[PGM07] Nic holas D. P attengale, Eric J. Gottlieb, and Bernard M. E.

Moret. Efficien tly computing the Robinson–F oulds met-

ric. Journal of Computational Biolo gy, 14(6):724–735, July

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R012; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R012.

P erez:2016:CP A

[PGV16] Nelson P ´ erez, Miguel Gutierrez, and Nelson V era. Com-

putational p erformance assessmen t of k -mer coun ting algo-

rithms. Journal of Computational Biolo gy, 23(4):248–255, April

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0199; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0199 .

Piau:2002:MRS

[Pia02] Didier Piau. Mutation–replication statistics of p olymerase c hain

reactions. Journal of Computational Biolo gy, 9(6):831–847, De-

cem b er 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270260518308; https://www.liebertpub.

com/doi/pdf/10.1089/10665270260518308 .

Piccolb oni:2008:MSA

[Pic08] An tonio Piccolb oni. Multiv ariate segmen tation in the analy-

sis of transcription tiling arra y data. Journal of Computational

Biolo gy, 15(7):845–856, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0141;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0141 .

P ark:2023:GRN

[PIM23] Heew on P ark, Seiy a Imoto, and Satoru Miy ano. Gene regula-

tory net w ork-classifier: Gene regulatory net w ork-based classi-

fier and its applications to gastric cancer drug (5-fluorouracil)

mark er iden tification. Journal of Computational Biolo gy,

30(2):223–243, F ebruary 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0181;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0181 .

Pragman:2015:MDT

[PIWR15] Alexa Pragman, Ric hard Issacson, Christine W endt, and Ca-

v an Reilly

. A metho d for determining taxonomical con tri-

butions to group differences in microbiomic in v estigations.

Journal of Computational Biolo gy, 22(10):930–939, Octob er

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0021; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0021 .

P ersing:2015:SA C

[PJB

+

15] Adam P ersing, Aja y Jasra, Alexandros Besk os, Da vid Bald-

ing, and Maria De Iorio. A sim ulation approac h for c hange-

p oin ts on ph ylogenetic trees. Journal of Computational Bi-

olo gy, 22(1):10–24, Jan uary 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0218;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0218 .

P an:2020:OOM

[PJL20] W eih ua P an, T ao Jiang, and Stefano Lonardi. OMGS: Op-

tical map-based genome scaffolding. Journal of Computa-

tional Biolo gy, 27(4):519–533, April 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0310;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0310 .

P ac holczyk:2011:ELP

[PK11] Marcin P ac holczyk and Marek Kimmel. Exploring the land-

scap e of protein-ligand in teraction energy using probabilistic

approac h. Journal of Computational Biolo gy, 18(6):843–850,

June 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0017; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0017 .

Piw o w ar:2019:D AM

[PK19] Monik a Piw o w ar and T omasz Ku laga. Directional asso cia-

tion measuremen t in con tingency tables: Genomic case. Jour-

nal of Computational Biolo gy, 26(3):235–240, Marc h 2019.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0202; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0202 .

P onomarenk o:1997:GPP

[PKK97] Mic hael P . P onomarenk o, Anna N. Kolc hano v a, and Nik o-

la y A. Kolc hano v. Generating programs for predicting the

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0157;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0157 .

P ark:2017:IBF

[PNIM17] Heew on P ark, A tsushi Niida, Seiy a Imoto, and Satoru Miy ano.

In teraction-based feature selection for unco v ering cancer driv er

genes through cop y n um b er-driv en expression lev el. Jour-

nal of Computational Biolo gy, 24(2):138–152, F ebruary 2017.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0140; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0140 .

P ark:2015:SOG

[PNMI15] Heew on P ark, A tushi Niida, Satoru Miy ano, and Seiy a Imoto.

Sparse o v erlapping group lasso for in tegrativ e m ulti-omics anal-

ysis. Journal of Computational Biolo gy, 22(2):73–84, F ebru-

ary 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0197; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0197 .

P etrucci:2020:ISS

[PNPC20] Enrico P etrucci, Lauren t No ´ e, Cinzia Pizzi, and Matteo Comin.

Iterativ e spaced seed hashing: Closing the gap b et w een spaced

seed hashing and k -mer hashing. Journal of Computational

Biolo gy, 27(2):223–233, F ebruary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0298;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0298 .

Preparata:2004:DSH

[PO04] F ranco P

. Preparata and John S. Oliv er. DNA sequencing b y

h ybridization using semi-degenerate bases. Journal of Computa-

tional Biolo gy, 11(4):753–765, August 2004. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.753;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.753.

P al:2023:SMG

[POP23] Soumitra P al, Brian Oliv er, and T eresa M. Przyt yc k a. Sto c has-

tic mo deling of gene expression ev olution unco v ers tissue- and

sex-sp ecific prop erties of expression ev olution in the Dr osophila

gen us. Journal of Computational Biolo gy, 30(1):21–40, Jan-

uary 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0121; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0121 .

P acink o v a:2023:IBF

[PP23] Anna P a ˇ c ´ ınk o v´ a and Vlad P op o vici. In tOMICS: a Ba y esian

framew ork for reconstructing regulatory net w orks using m ulti-

omics data. Journal of Computational Biolo gy, 30(5):569–574,

Ma y 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0149; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0149 .

P ande:2023:PTC

[PPL

+

23] Akshara P ande, Sumeet P atiy al, Anjali Lath w al, Chakit Arora,

Dilra j Kaur, Anjali Dhall, Gaura v Mishra, Harpreet Kaur, Nee-

lam Sharma, Shipra Jain, Salman Sadullah Usmani, Piyush

Agra w al, and See all authors. Pfeature: a to ol for computing

wide range of protein features and building prediction mo d-

els. Journal of Computational Biolo gy, 30(2):204–222, F ebru-

ary 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0241; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0241 .

Plew czynski:2014:HSA

[PPV

+

14] Dariusz Plew czynski, Anna Philips, Marcin V on Grotth uss,

Leszek Ryc hlewski, and Krzysztof Ginalski. Harmon yDOCK:

The structural analysis of p oses in protein-ligand do c king.

Journal of Computational Biolo gy, 21(3):247–256, Marc h 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0111; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0111.

P ellegrina:2020:F AF

[PPV20] Leonardo P ellegrina, Cinzia Pizzi, and F abio V andin. F ast

appro ximation of frequen t k -mers and applications to metage-

nomics. Journal of Computational Biolo gy, 27(4):534–549, April

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0314; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0314 .

Philippakis:2008:DCU

[PQBB08] An thon y A. Philippakis, Aaron M. Qureshi, Mic hael F.

Berger, and Martha L. Bulyk. Design of compact, univ ersal

DNA microarra ys for protein binding microarra y exp erimen ts.

Journal of Computational Biolo gy, 15(7):655–665, Septem b er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0114; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0114 .

P oirel:2013:TNA

[PR C

+

13] Christopher L. P oirel, Ric hard R. Ro drigues, Katherine C.

Chen, John J. T yson, and T. M. Murali. T op-do wn net-

w ork analysis to driv e b ottom-up mo deling of ph ysiological

pro cesses. Journal of Computational Biolo gy, 20(5):409–418,

Ma y 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0274; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0274 .

Preparata:2013:CC

[Pre13] F ranco P

. Preparata. On con tigs and co v erage. Jour-

nal of Computational Biolo gy, 20(6):424–432, June 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0243; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0243 .

Pirogo v:2016:RPN

[PRK

G16] Sergey Pirogo v, Alexander Rybk o, Anastasia Kalinina, and

Mikhail Gelfand. Recom bination pro cesses and nonlin-

ear Mark o v c hains. Journal of Computational Biolo gy, 23

(9):711–717, Septem b er 2016. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0051;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0051 .

P ap e:2008:CP A

[PRSV08] Utz J. P ap e, Sv en Rahmann, F engzh u Sun, and Martin Vin-

gron. Comp ound P oisson appro ximation of the n um b er of

o ccurrences of a p osition frequency matrix (PFM) on b oth

strands. Journal of Computational Biolo gy, 15(6):547–564, July

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0084; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0084 .

P oly ano vsky:2008:R GP

[PR T08] V alery P oly ano vsky

, Mikhail A. Ro ytb erg, and Vladimir G. T u-

man y an. Reconstruction of gen uine pair-wise sequence align-

men t. Journal of Computational Biolo gy, 15(4):379–391, Ma y

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0145; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0145 .

Przyt yc k a:1998:TRA

[Prz98] T eresa M. Przyt yc k a. T ransforming ro oted agreemen t in to

unro oted agreemen t. Journal of Computational Biolo gy, 5

(2):335–349, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.335;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.335 .

Przyt yc k a:2007:SCC

[Prz07] T eresa Przyt yc k a. Stabilit y of c haracters and construc-

tion of ph ylogenetic trees. Journal of Computational Biol-

o gy, 14(5):539–549, June 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.R001;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

R001.

Przyt yc k a:2016:P

[Prz16] T eresa Przyt yc k a. Preface. Journal of Computational Biolo gy, 23

(5):299, Ma y 2016. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.29001.tp .

P evzner:2011:PSM

[PS11] P a v el A. P evzner and Ron Shamir. Preface: 2 nd

Satellite Meet-

ing on Bioinformatics Education, Researc h in Computational

Molecular Biology (RECOMB–BE 2010). Journal of Computa-

tional Biolo gy, 18(7):865, July 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2011.007p .

P ei:2012:RBN

[PS12] Baik ang P ei and Dong-Guk Shin. Reconstruction of biologi-

cal net w orks b y incorp orating prior kno wledge in to Ba y esian

net w ork mo dels. Journal of Computational Biolo gy, 19(12):

1324–1334, Decem b er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0194;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0194 .

Picard:2017:LCP

[PSB17] Vincen t Picard, Anne Siegel, and J ´ er ´ emie Bourdon. A logic

for c hec king the probabilistic steady-state prop erties of reaction

net w orks. Journal of Computational Biolo gy, 24(8):734–745, Au-

gust 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0099; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0099 .

Pisan ti:2009:REN

[PSCP09] Nadia Pisan ti, Henry Soldano, Mathilde Carp en tier, and Jo el

P othier. A relational extension of the notion of motifs: Applica-

tion to the common 3D protein substructures searc hing problem.

Journal of Computational Biolo gy, 16(12):1635–1660, Decem-

b er 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0019; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0019.

Pirro:2020:HPT

[PSG

+

20] Stefano Pirr` o, Filomena Spada, Eman uela Gadaleta, F ederica

F erren tino, Graeme J. Thorn, Gianni Cesareni, and Claude

Chelala. HiPPO and P AND A: Tw o bioinformatics to ols to sup-

p ort analysis of mass cytometry data. Journal of Computational

Biolo gy, 27(8):1283–1294, August 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0384;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0384 .

P ark:2018:ANI

[PSIM18] Heew on P ark, T epp ei Shimam ura, Seiy a Imoto, and Satoru

Miy ano. Adaptiv e Net w orkProfiler for iden tifying can-

cer c haracteristic-sp ecific gene regulatory net w orks. Jour-

nal of Computational Biolo gy, 25(2):130–145, F ebruary 2018.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0120; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0120 .

Presson:2006:MMD

[PSLP06] Angela P

. Presson, Eric Sob el, Kenneth Lange, and Jeanette C.

P app. Merging microsatellite data. Journal of Computa-

tional Biolo gy, 13(6):1131–1147, July 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1131;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1131 .

P etro vs:2021:IW A

[PSP21] Rudolfs P etro vs, Egils Stalidzans, and Agris P en tjuss. IM-

FLer: a W eb application for in teractiv e metab olic flux anal-

ysis and visualization. Journal of Computational Biolo gy, 28

(10):1021–1032, Octob er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0056;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0056 .

P assos:2009:ODO

[PTWB09] V al ´ eria Lima P assos, F rans E. S. T an, Bjorn Wink ens, and Mar-

tijn P

. F. Berger. Optimal designs for one- and t w o-color mi-

croarra ys using mixed mo dels: a comparativ e ev aluation of their

efficiencies. Journal of Computational Biolo gy, 16(1):67–83, Jan-

uary 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0048; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0048 .

Preparata:2000:SHI

[PU00] F ranco P

. Preparata and Eli Upfal. Sequencing-b y-h ybridization

at the information-theory b ound: an optimal algorithm. Journal

of Computational Biolo gy, 7(3–4):621–630, August 2000. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Prak ash:2017:ECM

[PV17] Celine Prak ash and Arndt V on Haeseler. An en umerativ e com-

binatorics mo del for fragmen tation patterns in RNA sequenc-

ing pro vides insigh ts in to non uniformit y of the exp ected frag-

men t starting-p oin t and co v erage profile. Journal of Computa-

tional Biolo gy, 24(3):200–212, Marc h 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0096;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0096 .

P ollastri:2006:MDR

[PVFB06] Gianluca P ollastri, Alessandro V ullo, P aolo F rasconi, and

Pierre Baldi. Mo dular D A G–RNN arc hitectures for assem-

bling coarse protein structures. Journal of Computational Bi-

olo gy, 13(3):631–650, April 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.631;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.631 .

P evzner:2022:MW C

[PVR

+

22] P a v el P evzner, Martin Vingron, Christian Reidys, F engzh u Sun,

and Sorin Istrail. Mic hael W aterman’s con tributions to com-

putational biology and bioinformatics. Journal of Computa-

tional Biolo gy, 29(7):601–615, July 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:

//www.liebertpub.com/doi/abs/10.1089/cmb.2022.29066.

pp; https://www.liebertpub.com/doi/reader/10.1089/

cmb.2022.29066.pp.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0319;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0319 .

Qiu:2019:EDE

[QbMyD

+

19] Y ong Qiu, Ling bing Meng, Chen yi Di, Y u h u Huo, Bo c hen

Y ao, T eng jiao Zhang, and Zhen Hua. Exploration of the differ-

en tially expressed long nonco ding RNAs and genes of morphine

tolerance via bioinformatic analysis. Journal of Computational

Biolo gy, 26(12):1379–1393, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0188;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0188 .

Qi:2024:CTU

[QEk24] Y uan yuan Qi and Mohammed El-k ebir. Consensus tree un-

der the ancestor–descendan t distance is NP-Hard. Jour-

nal of Computational Biolo gy, 31(1):58–70, Jan uary 2024.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0262; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0262 .

Qian:2022:SPI

[QFLL22] Kun Qian, Shiw ei F u, Hongw ei Li, and W ei Vivian Li.

The scINSIGHT pac k age for in tegrating single-cell RNA-

Seq data from differen t biological conditions. Journal of

Computational Biolo gy, 29(11):1233–1236, No v em b er 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0244; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0244 .

Qiu:2010:R CC

[QGP10] P eng Qiu, Andrew J. Gen tles, and Sylvia K. Plevritis. Re-

ducing the computational complexit y of information theo-

retic approac hes for reconstructing gene regulatory net w orks.

Journal of Computational Biolo gy, 17(2):169–176, F ebruary

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0052; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0052.

Qiu:2020:CPE

[QL W20] Yier Qiu, Guo w en Lu, and Ying jie W u. Co expression

of PBX1 and EMP2 as prognostic biomark ers in estrogen

receptor-negativ e breast cancer via data mining. Journal

of Computational Biolo gy, 27(10):1509–1518, Octob er 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0491; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0491 .

Quo:2011:A CM

[QMMW11] Chang F. Quo, Ric hard A. Moffitt, Alfred H. Merrill, Jr.,

and Ma y D. W ang. Adaptiv e con trol mo del rev eals system-

atic feedbac k and k ey molecules in metab olic path w a y regula-

tion. Journal of Computational Biolo gy, 18(2):169–182, F ebru-

ary 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0215; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0215 .

Qiu:2009:SCD

[QP09] P eng Qiu and Sylvia K. Plevritis. Sim ultaneous class disco v-

ery and classification of microarra y data using sp ectral anal-

ysis. Journal of Computational Biolo gy, 16(7):935–944, July

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0227; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0227 .

Qi:2019:BAK

[QQL

+

19] Y uew en Qi, Hao w en Qi, Zeyuan Liu, P eiyuan He, and Bingqing

Li. Bioinformatics analysis of k ey genes and path w a ys in colorec-

tal cancer. Journal of Computational Biolo gy, 26(4):364–375,

April 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0237; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0237 .

Qin:2013:TRI

[QR13] Jing Qin and Christian M. Reidys. On top ological RNA

in teraction structures. Journal of Computational Biolo gy,

20(7):495–513, July 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0282;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0282 .

Qian:2009:QPP

[QSY09] Xiaoning Qian, Sing-Hoi Sze, and Byung-Jun Y o on. Query-

ing path w a ys in protein in teraction net w orks based on hid-

den Mark o v mo dels. Journal of Computational Biolo gy, 16

(2):145–157, F ebruary 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.02TT;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

02TT .

Qiao:2023:MVE

[QsYSxL23] Qian Qiao, Sha sha Y uan, Junliang Shang, and Jin xing

Liu. Multi-view enhanced tensor n uclear norm and lo cal con-

strain t mo del for cancer clustering and feature gene selec-

tion. Journal of Computational Biolo gy, 30(8):889–899, Au-

gust 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0107; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0107 .

Ragha v an:2006:MGF

[RA C

+

06] N. Ragha v an, D. Amaratunga, J. Cabrera, A. Nie, J. Qin, and

M. McMillian. On metho ds for gene function scoring as a means

of facilitating the in terpretation of microarra y results. Journal

of Computational Biolo gy, 13(3):798–809, April 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.798; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.798 .

Ramanathan:2010:O AM

[RAKL10] Arvind Ramanathan, Pratul K. Agarw al, Maria Kurnik o v a,

and Christopher J. Langmead. An online approac h for min-

ing collectiv e b eha viors from molecular dynamics sim ula-

tions. Journal of Computational Biolo gy, 17(3):309–324, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0167; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0167.

Ro driguez:2013:AIC

[RBEB13] Jesse M. Ro driguez, Siv an Berco vici, Megan Elmore, and

Serafim Batzoglou. Ancestry inference in complex admix-

tures via v ariable-length Mark o v c hain link age mo dels. Jour-

nal of Computational Biolo gy, 20(3):199–211, Marc h 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0088; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0088 .

Ra jasek aran:2005:EAP

[RBH05] S. Ra jasek aran, S. Balla, and C.-H. Huang. Exact al-

gorithms for plan ted motif problems. Journal of Com-

putational Biolo gy, 12(8):1117–1128, Octob er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1117; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1117 .

Rosen thal:2019:BET

[RBH

+

19] Mic hael Rosen thal, Darshan Bryner, F red Huffer, Shane

Ev ans, An uj Sriv asta v a, and Nicola Neretti. Ba y esian es-

timation of three-dimensional c hromosomal structure from

single-cell Hi-C data. Journal of Computational Biolo gy, 26

(11):1191–1202, No v em b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0100;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0100 .

Rohrer:1994:SPE

[RBK94] G. A. Rohrer, D. W. Behrens, and J. W. Keele. A simplified

pro cedure for en try of ra w genot ypic data. Journal of Computa-

tional Biolo gy, 1(2):111–119, Jan uary 1994. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.111;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.111 .

Ra vi:2019:ENC

[RBKJ19] Guru Ra j Rao Ra vi, Ja y ashree Bisw al, Surek a Kanagara jan,

and Jey araman Jey ak an than. Exploration of N5-CAIR m utase

no v el inhibitors from Pyr o c o c cus horikoshii OT3: a computa-

tional study

. Journal of Computational Biolo gy, 26(5):457–472,

Ma y 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0248; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0248 .

Reimers:2015:FFM

[RBOS15] Arne C. Reimers, F rank J. Bruggeman, Brett G. Olivier, and

Leen Stougie. F ast flux mo dule detection using matroid the-

ory . Journal of Computational Biolo gy, 22(5):414–424, Ma y

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0141; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0141 .

Reddy:2006:SBB

[R C06] Chandan K. Reddy and Hsiao-Dong Chiang. A stabilit y

b oundary based metho d for finding saddle p oin ts on p o-

ten tial energy surfaces. Journal of Computational Biol-

o gy, 13(3):745–766, April 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.745;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.745 .

Rastegari:2007:PNA

[R C07] Baharak Rastegari and Anne Condon. P arsing n ucleic acid

pseudoknotted secondary structure: Algorithm and applica-

tions. Journal of Computational Biolo gy, 14(1):16–32, Jan uary

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0108; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0108 .

Radu:2014:NFE

[R C14] Alex Radu and Mic hael Charleston. No de fingerprin ting:

an efficien t heuristic for aligning biological net w orks. Jour-

nal of Computational Biolo gy, 21(10):760–770, Octob er 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0114; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0114.

Radu:2015:NHS

[R C15] Alex Radu and Mic hael Charleston. No de handprin ting: a

scalable and accurate algorithm for aligning m ultiple biologi-

cal net w orks. Journal of Computational Biolo gy, 22(7):687–697,

July 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0247; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0247 .

Reyna:2021:NNS

[R CER21] Matthew A. Reyna, Uthsa v Chitra, Reb ecca Ely ano w, and Ben-

jamin J. Raphael. NetMix: a net w ork-structured mixture mo del

for reduced-bias estimation of altered subnet w orks. Journal

of Computational Biolo gy, 28(5):469–484, Ma y 2021. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Ro y:2012:SSL

[R CSS12] Ra jat S. Ro y , Kevin C. Chen, Anirv an M. Sengupta, and

Alexander Sc hliep. SLIQ: Simple linear inequalities for ef-

ficien t con tig scaffolding. Journal of Computational Biol-

o gy, 19(10):1162–1175, Octob er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0263;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0263 .

Reinert:2009:AFS

[R CSW09] Gesine Reinert, Da vid Chew, F engzh u Sun, and Mic hael S.

W aterman. Alignmen t-free sequence comparison (i): Statis-

tics and p o w er. Journal of Computational Biolo gy, 16(12):

1615–1634, Decem b er 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0198;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0198 .

Ro c k e:2001:MME

[RD01] Da vid M. Ro c k e and Blythe Durbin. A mo del for measuremen t

error for gene expression arra ys. Journal of Computational Bi-

olo gy, 8(6):557–569, No v em b er 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701753307485;

https://www.liebertpub.com/doi/pdf/10.1089/106652701753307485 .

Russo:2009:HSB

[RD09] G. Russo and M. Di Bernardo. Ho w to sync hronize biological

clo c ks. Journal of Computational Biolo gy, 16(2):379–393, F ebru-

ary 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.21TT; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.21TT .

Roskin:2004:SFD

[RDH04] Krishna M. Roskin, Mark Diekhans, and Da vid Haussler. Score

functions for determining regional conserv ation in t w o-sp ecies lo-

cal alignmen ts. Journal of Computational Biolo gy, 11(2–3):395–

411, Marc h 2004. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic).

Robin:2002:OPS

[RDR

+

02] S. Robin, J.-J. Daudin, H. Ric hard, M.-F. Sagot, and S. Sc h bath.

Occurrence probabilit y of structured motifs in random se-

quences. Journal of Computational Biolo gy, 9(6):761–773, De-

cem b er 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270260518254; https://www.liebertpub.

com/doi/pdf/10.1089/10665270260518254 .

Rito:2012:IAH

[RDR12] Tiago Rito, Charlotte M. Deane, and Gesine Reinert. The im-

p ortance of age and high degree, in protein-protein in teraction

net w orks. Journal of Computational Biolo gy, 19(6):785–795,

June 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0054; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0054 .

Reese:1997:ISS

[REKH97] Martin G. Reese, F rank H. Eec kman, Da vid Kulp, and Da vid

Haussler. Impro v ed splice site detection in Genie. Journal of

Computational Biolo gy, 4(3):311–323, Jan uary 1997. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1997.

4.311; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1997.4.311.

Rubio-Largo:2018:PMM

[RLCVVR18]

´

Alv aro Rubio-Largo, Mauro Castelli, Leonardo V annesc hi,

and Miguel A. V ega-Ro dr ´ ıguez. A parallel m ultiob jec-

tiv e metaheuristic for m ultiple sequence alignmen t. Jour-

nal of Computational Biolo gy, 25(9):1009–1022, Septem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0031; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0031 .

Rao:2013:NMQ

[RLH13] Xia yu Rao, Dejian Lai, and Xuelin Huang. A new metho d for

quan titativ e real-time p olymerase c hain reaction data analy-

sis. Journal of Computational Biolo gy, 20(9):703–711, Septem-

b er 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2012.0279; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2012.0279 .

Ro din:2009:UW A

[RLK

+

09] Andrei S. Ro din, Anatoliy Litvinenk o, Kath y Klos, Alanna C.

Morrison, T rev or W o o dage, Josef Coresh, and Eric Bo erwinkle.

Use of wrapp er algorithms coupled with a random forests classi-

fier for v ariable selection in large-scale genomic asso ciation stud-

ies. Journal of Computational Biolo gy, 16(12):1705–1718, De-

cem b er 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0037; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0037 .

Rubio-Largo:2017:RA T

[RL V CVR17]

´

Alv aro Rubio-Largo, Leonardo V annesc hi, Mauro Castelli, and

Miguel A. V ega-Ro dr ´ ıguez. Reducing alignmen t time complex-

it y of ultra-large sets of sequences. Journal of Computational

Biolo gy, 24(11):1144–1152, No v em b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0097;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0097 .

Ro dolphe:2000:TCM

[RM00] F ran¸ cois Ro dolphe and Catherine Math ´ e. T ranslation condi-

tional mo dels for protein co ding sequences. Journal of Com-

putational Biolo gy, 7(1–2):249–260, F ebruary 2000. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Ra jaraman:2018:TRA

[RM18] Ashok Ra jaraman and Jian Ma. T o w ard reco v ering allele-

sp ecific cancer genome graphs. Journal of Computational Bi-

olo gy, 25(7):624–636, July 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0022;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0022 .

Rahman:2021:RMS

[RM21] Amatur Rahman and P aul Medev edev. Represen tation of k -mer

sets using sp ectrum-preserving string sets. Journal of Computa-

tional Biolo gy, 28(4):381–394, April 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Ro din:2005:MGE

[RMC

+

05] Andrei Ro din, Thomas H. Mosley

, Jr., Andrew G. Clark,

Charles F. Sing, and Eric Bo erwinkle. Mining genetic epi-

demiology data with Ba y esian net w orks application to ap o e

gene v ariation and plasma lipid lev els. Journal of Computa-

tional Biolo gy, 12(1):1–11, F ebruary 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.1;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.1 .

Rozas:2023:PDP

[RMC

+

23] Gladys M. Ca v ero Rozas, Jose M. Cisneros Mandujano, Y omali

A. F erreyra Chom b o, Daniela V. Moreno Rencoret, Y erk o

M. Ortiz Mora, Mart ´ ın E. Guti ´ errez P escarmona, and Al-

b erto J. Dona yre T orres. pyBrick-DNA: a Python-based en-

vironmen t for automated genetic comp onen t assem bly . Jour-

nal of Computational Biolo gy, 30(12):1315–1321, Decem b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0008; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0008 .

Rosati:2018:EMS

[RMK

+

18] Elise Rosati, Morgan Madec, Jean-Baptiste Kammerer, Luc

H ´ ebrard, Christophe Lallemen t, and Jacques Haiec h. Effi-

cien t mo deling and sim ulation of space-dep enden t biological

systems. Journal of Computational Biolo gy, 25(8):917–933, Au-

gust 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0012; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0012 .

Ramensky:2000:DST

[RMR

T00] V. E. Ramensky

, V. Ju. Mak eev, M. A. Ro ytb erg, and V. G.

T uman y an. DNA segmen tation through the Ba y esian approac h.

Journal of Computational Biolo gy, 7(1–2):215–231, F ebruary

2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic).

Radmac her:2002:PCP

[RMS02] Mic hael D. Radmac her, Lisa M. McShane, and Ric hard

Simon. A paradigm for class prediction using gene ex-

pression profiles. Journal of Computational Biolo gy, 9(3):

505–511, June 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760138592;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760138592 .

Rohani:2016:RSW

[RMW

C16] Leyla Rohani, Derric k J. Morton, Xiao-Qian W ang, and Jaideep

Chaudhary

. Relativ e stabilit y of wild-t yp e and m utan t p53

core domain: a molecular dynamic study

. Journal of Computa-

tional Biolo gy, 23(2):80–89, F ebruary 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0163;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0163 .

Robb en:2023:CSW

[RND

+

23] Mic hael Robb en, Mohammad Sadegh Nasr, Avishek Das,

Jai Prak ash V eerla, Manfred Hub er, Just yn Ja w orski, Jon

W eidanz, and Jacob Lub er. Comparison of the strengths

and w eaknesses of mac hine learning algorithms and fea-

ture selection on KEGG database microbial gene path w a y

annotation and its effects on reconstructed net w ork top ol-

ogy . Journal of Computational Biolo gy, 30(7):766–782, July

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0370; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0370 .

Rahman:2018:HNA

[RNH18] Mohammad S. Rahman, Ann E. Nic holson, and Gholam-

reza Haffari. HetFHMM: a no v el approac h to infer tu-

mor heterogeneit y using factorial hidden Mark o v mo dels.

Journal of Computational Biolo gy, 25(2):182–193, F ebruary

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0101; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0101 .

Ruths:2006:HGS

[RNI

+

06] Derek A. Ruths, Lua y Nakhleh, M. Sriram Iy engar, Shrik an th

A. G. Reddy

, and Prahlad T. Ram. Hyp othesis generation

in signaling net w orks. Journal of Computational Biolo gy, 13

(9):1546–1557, No v em b er 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1546;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1546 .

Robbins:1994:GIC

[Rob94] Rob ert J. Robbins. Genome informatics i: Comm unit y

databases. Journal of Computational Biolo gy, 1(3):173–190,

Jan uary 1994. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/cmb.1994.1.173; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.1994.1.173 .

Robbins:1996:BEI

[Rob96] Rob ert J. Robbins. Bioinformatics: Essen tial infrastruc-

ture for global biology

1

. Journal of Computational Biol-

o gy, 3(3):465–478, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.465;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.465 .

Rossi:2022:FME

[R OB

+

22] Massimiliano Rossi, Marco Oliv a, P aola Bonizzoni, Ben

Langmead, T ra vis Gagie, and Christina Bouc her. Find-

ing maximal exact matc hes using the r -index. Journal

of Computational Biolo gy, 29(2):188–194, F ebruary 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0445; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0445 .

Ro dland:2006:PRS

[Rød06] Einar Andreas Rødland. Pseudoknots in RNA secondary struc-

tures: Represen tation, en umeration, and prev alence. Journal

of Computational Biolo gy, 13(6):1197–1213, July 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1197; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1197 .

Rossi:2022:MPI

[R OL

+

22] Massimiliano Rossi, Marco Oliv a, Ben Langmead, T ra vis Gagie,

and Christina Bouc her. MONI: a pangenomic index for find-

ing maximal exact matc hes. Journal of Computational Bi-

olo gy, 29(2):169–187, F ebruary 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0290;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0290 .

Rosen b erg:2005:ASI

[Ros05] Noah A. Rosen b erg. Algorithms for selecting informativ e

mark er panels for p opulation assignmen t. Journal of Com-

putational Biolo gy, 12(9):1183–1201, No v em b er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1183; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1183 .

Rosen b erg:2007:CCH

[Ros07] Noah A. Rosen b erg. Coun ting coalescen t histories. Jour-

nal of Computational Biolo gy, 14(3):360–377, April 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0109; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0109.

Rothen b erg:2019:CGR

[Rot19] Ellen V. Rothen b erg. Causal gene regulatory net w ork mo deling

and genomics: Second-generation c hallenges. Journal of Compu-

tational Biolo gy, 26(7):703–718, July 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0098;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0098 .

Rao:2015:CSM

[RPR

+

15] Adit y a Rao, Deepthi P

., C. H. Ren umadha vi, M. Girish Chan-

dra, and Ra jgopal Sriniv asan. Compressed sensing metho ds

for DNA microarra ys, RNA in terference, and metagenomics.

Journal of Computational Biolo gy, 22(2):145–158, F ebruary

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0244; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0244 .

Ra je:2002:DFR

[RPS02] D. V. Ra je, H. J. Purohit, and R. N. Singh. Dis-

tinguishing features of 16s rDNA gene for fiv e dominat-

ing bacterial gen us observ ed in bioremediation. Journal

of Computational Biolo gy, 9(6):819–829, Decem b er 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270260518290; https://www.liebertpub.

com/doi/pdf/10.1089/10665270260518290 .

Reinharz:2013:USE

[RPW13] Vladimir Reinharz, Y ann P on t y , and J ´ er^ ome W aldisp ¨ uhl. Us-

ing structural and ev olutionary information to detect and

correct p yrosequencing errors in nonco ding RNAs. Jour-

nal of Computational Biolo gy, 20(11):905–919, No v em b er

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0085; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0085 .

Rev a:1998:OPS

[RRFS98] Boris A. Rev a, D. S. Rykuno v, Alexei V. Fink elstein, and Jef-

frey Sk olnic k. Optimization of protein structure on lattices

using a self-consisten t field approac h. Journal of Computa-

tional Biolo gy, 5(3):531–538, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.531;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.531 .

Razguly aev:1995:SPN

[RR GC95] Oleg Razguly aev, Anatoly Rubino v, Mikhail Gelfand, and

Alexander Chetv erin. Sequencing p oten tial of nested Strand

h ybridization. Journal of Computational Biolo gy, 2(2):383–395,

Jan uary 1995. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/abs/10.1089/cmb.1995.2.383; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.1995.2.383 .

Rempala:2007:VMM

[RRKT07] Grzegorz A. Rempala, Kenneth S. Ramos, T ed Kalbfleisc h, and

Iv o T eneng. V alidation of a mathematical mo del of gene tran-

scription in aggregated cellular systems: Application to L1 retro-

transp osition. Journal of Computational Biolo gy, 14(3):339–349,

April 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2006.0125; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2006.0125 .

Rauf:2013:FMC

[RRNB13] Imran Rauf, Florian Rasc he, F ran¸ cois Nicolas, and Sebas-

tian B¨ oc k er. Finding maxim um colorful subtrees in prac-

tice. Journal of Computational Biolo gy, 20(4):311–321, April

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0083; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0083 .

Rev a:1995:CLM

[RR OF95] Boris A. Rev a, Dmitrii S. Rykuno v, Arth ur J. Olson, and

Alexei V. Fink elstein. Constructing lattice mo dels of pro-

tein c hains with side groups. Journal of Computational Biol-

o gy, 2(4):527–535, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.527;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.527.

June 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0177; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0177 .

Ren:2022:KNM

[R YY22] Ruohan Ren, Changc h uan Yin, and Stephen S.-T. Y au.

kmer2vec: a no v el metho d for comparing DNA sequences

b y word2vec em b edding. Journal of Computational Biol-

o gy, 29(9):1001–1021, Septem b er 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0536;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0536 .

Ren:2023:PPT

[R YZ23] Jie Ren, Huaimin Y uan, and Qimin Zhang. P ositivit y pre-

serving truncated Euler–Maruy ama sc heme for the sto c has-

tic age-structured HIV/AIDS mo del. Journal of Computa-

tional Biolo gy, 30(3):293–322, Marc h 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0032;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0032 .

Rib eiro:2006:GMS

[RZK06] Andre Rib eiro, Rui Zh u, and Stuart A. Kauffman. A general

mo deling strategy for gene regulatory net w orks with sto c hastic

dynamics. Journal of Computational Biolo gy, 13(9):1630–1639,

No v em b er 2006. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2006.13.1630; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2006.13.1630 .

Sahinalp:2018:PSA

[Sah18] Cenk Sahinalp. Preface: Selected articles from RECOMB

2017. Journal of Computational Biolo gy, 25(7):623, July

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2018.29017.cs .

Salzb erg:1995:LPC

[Sal95] Stev en Salzb erg. Lo cating protein co ding regions in h uman

DNA using a decision tree algorithm. Journal of Computa-

tional Biolo gy, 2(3):473–485, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.473;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.473 .

Sehl:2009:ASS

[SAL09] Mary Sehl, Alexander V. Aleksey enk o, and Kenneth L. Lange.

Accurate sto c hastic sim ulation via the step an ticipation τ -

leaping (SAL) algorithm. Journal of Computational Biol-

o gy, 16(9):1195–1208, Septem b er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0249;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0249 .

Sitharam:2006:MVS

[SAM06] Meera Sitharam and Ma vis Agbandje-Mc k enna. Mo deling

virus self-assem bly path w a ys: Av oiding dynamics using geomet-

ric constrain t decomp osition. Journal of Computational Biol-

o gy, 13(6):1232–1265, July 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1232;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1232 .

Sammeth:2009:CAS

[Sam09] Mic hael Sammeth. Complete alternativ e splicing ev en ts are

bubbles in splicing graphs. Journal of Computational Bi-

olo gy, 16(8):1117–1140, August 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0108;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0108 .

Sank off:1998:MGR

[SB98] Da vid Sank off and Mathieu Blanc hette. Multiple genome re-

arrangemen t and breakp oin t ph ylogen y . Journal of Computa-

tional Biolo gy, 5(3):555–570, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.555;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.555.

Sank off:1999:PIG

[SB99] Da vid Sank off and Mathieu Blanc hette. Ph ylogenetic in v arian ts

for genome rearrangemen ts. Journal of Computational Biolo gy,

6(3–4):431–445, Octob er 1999. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic).

Sun:2005:DMS

[SB05] Y anni Sun and Jerem y Buhler. Designing m ultiple sim ulta-

neous seeds for DNA similarit y searc h. Journal of Computa-

tional Biolo gy, 12(6):847–861, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.847;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.847 .

Sieb ert:2007:DP A

[SB07] Sv en Sieb ert and Rolf Bac k ofen. A dynamic programming

approac h for finding common patterns in RNAs. Jour-

nal of Computational Biolo gy, 14(1):33–44, Jan uary 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0089; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0089 .

Shahin uzzaman:2017:MAS

[SB17] Md Shahin uzzaman and Dipak Barua. A m ultiscale algo-

rithm for spatiotemp oral mo deling of m ultiv alen t protein–

protein in teraction. Journal of Computational Biolo gy, 24

(12):1275–1283, Decem b er 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0178;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0178 .

Sharma:2021:ISI

[SB21] Vishn u Kumar Sharma and Prasad V. Bharatam. Iden tifica-

tion of selectiv e inhibitors of L d DHFR enzyme using phar-

macoinformatic metho ds. Journal of Computational Biol-

o gy, 28(1):43–59, Jan uary 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0332;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0332.

Sun:1997:PSE

[SBA

W97] F engzh u Sun, Gary Benson, Norm Arnheim, and Mic hael W a-

terman. P o oling strategies for establishing ph ysical genome

maps using FISH. Journal of Computational Biolo gy, 4

(4):467–486, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.467;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.467 .

Sharon:2005:CBV

[SBC

+

05] Itai Sharon, Aaron Birkland, Kuan Chang, Ran El-Y aniv,

and Golan Y ona. Correcting BLAST e-v alues for lo w-

complexit y segmen ts. Journal of Computational Biolo gy, 12

(7):980–1003, Septem b er 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.980;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.980 .

Sank off:2000:EEE

[SBD

+

00] Da vid Sank off, Da vid Bry an t, M ´ elanie Deneault, B. F ranz Lang,

and Gertraud Burger. Early euk ary ote ev olution based on mito-

c hondrial gene order breakp oin ts. Journal of Computational Bi-

olo gy, 7(3–4):521–535, August 2000. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Shibuy a:2022:SMS

[SBK22] Y oshihiro Shibuy a, Djamal Belazzougui, and Gregory Kuc hero v.

Set-min sk etc h: a probabilistic map for p o w er-la w distri-

butions with application to k -mer annotation. Journal

of Computational Biolo gy, 29(2):140–154, F ebruary 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0429; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0429 .

Soto:2021:TTD

[SBNS21] Carlos Soto, Darshan Bryner, Nicola Neretti, and An uj Sriv as-

ta v a. T o w ard a three-dimensional c hromosome shap e alpha-

b et. Journal of Computational Biolo gy, 28(6):601–618, June

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0383; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0383 .

Safono v a:2015:D AH

[SBP15] Y ana Safono v a, An ton Bank evic h, and P a v el A. P evzner.

dipSP

Ades: Assem bler for highly p olymorphic diploid genomes.

Journal of Computational Biolo gy, 22(6):528–545, June 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0153; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0153 .

Sharon:2011:PBF

[SBPS11] Itai Sharon, Siv an Berco vici, Ron Y. Pin ter, and T omer Shlomi.

P ath w a y-based functional analysis of metagenomes. Jour-

nal of Computational Biolo gy, 18(3):495–505, Marc h 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0260; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0260 .

Subramanian:2020:R TR

[SBR

G20] Sai H. Sank ara Subramanian, Karpaga Ra ja Sundari Bal-

ac handran, Vija y a Ragha v an Rangamaran, and Dharani Gopal.

RemeDB: T o ol for rapid prediction of enzymes in v olv ed in

bioremediation from high-throughput metagenome data sets.

Journal of Computational Biolo gy, 27(7):1020–1029, July

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0345; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0345 .

Sc h bath:2000:ENC

[SBT00] Sophie Sc h bath, Nathalie Bossard, and Simon T a v ar ´ e. The effect

of nonhomogeneous clone length distribution on the progress of

an STS mapping pro ject. Journal of Computational Biolo gy, 7

(1–2):47–57, F ebruary 2000. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic).

Szczurek:2010:IKD

[SBTV10] Ew a Szczurek, Przem ys la w Biecek, Jerzy Tiuryn, and Martin

Vingron. In tro ducing kno wledge in to differen tial expression

analysis. Journal of Computational Biolo gy, 17(8):953–967, Au-

gust 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0034; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0034 .

Sen ter:2015:F AK

[SC15] Ev an Sen ter and P eter Clote. F ast, appro ximate kinet-

ics of RNA folding. Journal of Computational Biolo gy, 22

(2):124–144, F ebruary 2015. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0193;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0193 .

Sara v anaraman:2014:NRN

[SCB14] P onne Sara v anaraman, Ra j Kumar Chinnadurai, and Rathanam

Bo opath y . A new role for the nonpathogenic nonsynon y-

mous single-n ucleotide p olymorphisms of acet ylc holinesterase

in the treatmen t of Alzheimer’s disease: a computational

study

. Journal of Computational Biolo gy, 21(8):632–647, Au-

gust 2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0005; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0005 .

Smith:1998:SBA

[SCC

+

98] Llo yd M. Smith, Rob ert M. Corn, Anne E. Condon, Max G. La-

gally

, An thon y G. F rutos, Qingh ua Liu, and Andrew J. Thiel.

A surface-based approac h to DNA computation. Journal of

Computational Biolo gy, 5(2):255–267, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1998.

5.255; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1998.5.255 .

Shan:2022:DSM

[SCD

+

22] Xu Shan, Jin yu Chen, Kangning Dong, W ei Zhou, and Shi-

h ua Zhang. Deciphering the spatial mo dular patterns of

tissues b y in tegrating spatial and single-cell transcriptomic

data. Journal of Computational Biolo gy, 29(7):650–663, July

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0617; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0617 .

Sc h bath:1997:CPP

[Sc h97a] Sophie Sc h bath. Co v erage pro cesses in ph ysical mapping b y

anc horing random clones. Journal of Computational Biol-

o gy, 4(1):61–82, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.61;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.61 .

Sc h bath:1997:ESD

[Sc h97b] Sophie Sc h bath. An efficien t statistic to detect o v er- and under-

represen ted w ords in DNA sequences. Journal of Computa-

tional Biolo gy, 4(2):189–192, Jan uary 1997. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.189;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.189 .

Sc h bath:2000:OD W

[Sc h00] Sophie Sc h bath. An o v erview on the distribution of w ord coun ts

in Mark o v c hains. Journal of Computational Biolo gy, 7(1–2):

193–201, F ebruary 2000. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Sc hrider:2009:AHS

[SCH09] Daniel R. Sc hrider, James C. Costello, and Matthew W.

Hahn. All h uman-sp ecific gene losses are presen t in the

genome as pseudogenes. Journal of Computational Biol-

o gy, 16(10):1419–1427, Octob er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0085;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0085 .

Sc h w artz:2021:RSIa

[Sc h21a] Russell Sc h w artz. RECOMB 2020 sp ecial issue. Journal of Com-

putational Biolo gy, 28(4):345, April 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0134; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0134 .

Serang:2015:FNM

[Ser15] Oliv er Serang. A fast n umerical metho d for max-con v olution and

the application to efficien t max-pro duct inference in Ba y esian

net w orks. Journal of Computational Biolo gy, 22(8):770–783, Au-

gust 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0013; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0013 .

Silv erbush:2011:OOP

[SES11] Dana Silv erbush, Mic hael Elb erfeld, and Ro ded Sharan. Op-

timally orien ting ph ysical net w orks. Journal of Computational

Biolo gy, 18(11):1437–1448, No v em b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0163;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0163 .

Seok:2009:F A C

[SEV09] Sang-Cheol Seok, Mic hael Ev ans, and V eronica J. Vieland.

F ast and accurate calculation of a computationally in tensiv e

statistic for mapping disease genes. Journal of Computa-

tional Biolo gy, 16(5):659–676, Ma y 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0175;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0175 .

Steel:1995:CCL

[SF95] M. A. Steel and Y. X. F u. Classifying and coun ting linear

ph ylogenetic in v arian ts for the juk es–Can tor mo del. Jour-

nal of Computational Biolo gy, 2(1):39–47, Jan uary 1995.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1995.2.39; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1995.2.39 .

Shatk a y:2003:MBL

[SF03] Hagit Shatk a y and Ronen F eldman. Mining the biomedi-

cal literature in the genomic era: An o v erview. Journal of

Computational Biolo gy, 10(6):821–855, Decem b er 2003. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322756104; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322756104 .

Sc hindler:2012:SA V

[SF12] Christina Sc hindler and W olfgang B. Fisc her. Sequence align-

men t of viral c hannel proteins with cellular ion c hannels.

Journal of Computational Biolo gy, 19(9):1060–1072, Septem-

b er 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0297; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0297 .

Sahlin:2017:SVD

[SF A17] Kristoffer Sahlin, Mattias F r ˚ an b erg, and Lars Arv estad. Struc-

tural v ariation detection with read pair information: an im-

pro v ed n ull h yp othesis reduces bias. Journal of Computa-

tional Biolo gy, 24(6):581–589, June 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0124;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0124 .

Souaiaia:2011:CSC

[SF C11] T ade Souaiaia, Zac h F razier, and Ting Chen. ComB: SNP call-

ing and mapping analysis for color and n ucleotide space plat-

forms. Journal of Computational Biolo gy, 18(6):795–807, June

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0027; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0027 .

Sank off:1997:CSI

[SFN97] Da vid Sank off, Vincen t F erretti, and Joseph H. Nadeau. Con-

serv ed segmen t iden tification. Journal of Computational Biol-

o gy, 4(4):559–565, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.559;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.559.

Sc h w eiger:2018:USA

[SFR

+

18] Regev Sc h w eiger, Ey al Fisher, Elior Rahmani, Liat Shenha v,

Saharon Rosset, and Eran Halp erin. Using sto c hastic appro xi-

mation tec hniques to efficien tly construct confidence in terv als for

heritabilit y . Journal of Computational Biolo gy, 25(7):794–808,

July 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0047; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0047 .

States:1994:QCU

[SG94] Da vid J. States and W arren Gish. QGB: Com bined use of se-

quence similarit y and co don bias for co ding region iden tifica-

tion. Journal of Computational Biolo gy, 1(1):39–50, Jan uary

1994. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1994.1.39; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1994.1.39 .

Sakhanenk o:2010:MLN

[SG10] Nikita A. Sakhanenk o and Da vid J. Galas. Mark o v logic net-

w orks in the analysis of genetic data. Journal of Computational

Biolo gy, 17(11):1491–1508, No v em b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0044;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0044 .

Sakhanenk o:2012:PLM

[SG12] Nikita A. Sakhanenk o and Da vid J. Galas. Probabilistic logic

metho ds and some applications to biology and medicine. Jour-

nal of Computational Biolo gy, 19(3):316–336, Marc h 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0234; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0234 .

Sakhanenk o:2015:BD A

[SG15] Nikita A. Sakhanenk o and Da vid J. Galas. Biological data analy-

sis as an information theory problem: Multiv ariable dep endence

measures and the shado ws algorithm. Journal of Computational

Biolo gy, 22(11):1005–1024, No v em b er 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0051;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0051 .

Sa v ard:2011:GHD

[SGBEM11] Olivier T rem bla y Sa v ard, Yv es Gagnon, Denis Bertrand,

and Nadia El-Mabrouk. Genome halving and double dis-

tance with losses. Journal of Computational Biolo gy, 18

(9):1185–1199, Septem b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0136;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0136 .

Sun:2019:BAS

[SGCD19] Chao Sun, Yifan Gu, Guo qing Chen, and Yibao Du. Bioin-

formatics analysis of stromal molecular signatures asso ciated

with breast and prostate cancer. Journal of Computational Bi-

olo gy, 26(10):1130–1139, Octob er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0045;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0045 .

Saffarian:2012:RLO

[SGdMT12] Azadeh Saffarian, Mathieu Giraud, An toine de Mon te, and

H ´ el ` ene T ouzet. RNA lo cally optimal secondary structures.

Journal of Computational Biolo gy, 19(10):1120–1133, Octob er

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0178; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0178 .

Silb erb erg:2012:LSE

[SGK

+

12] Y ael Silb erb erg, Assaf Gottlieb, Martin Kupiec, Eytan Rup-

pin, and Ro ded Sharan. Large-scale elucidation of drug re-

sp onse path w a ys in h umans. Journal of Computational Bi-

olo gy, 19(2):163–174, F ebruary 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0264;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0264.

Sett y:2011:HTI

[SGP11] Man u N. Sett y , Alexander Gusev, and Itsik P e’er. HLA t yp e in-

ference via haplot yp es iden tical b y descen t. Journal of Computa-

tional Biolo gy, 18(3):483–493, Marc h 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0258;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0258 .

Sark ar:2012:SSO

[SGSN12] Deepa y an Sark ar, Stev e Goldstein, Da vid C. Sc h w artz, and

Mic hael A. Newton. Statistical significance of optical map align-

men ts. Journal of Computational Biolo gy, 19(5):478–492, Ma y

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0221; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0221 .

Saffarian:2015:MAR

[SGT15] Azadeh Saffarian, Mathieu Giraud, and H ´ el ` ene T ouzet. Mo d-

eling alternate RNA structures in genomic sequences. Jour-

nal of Computational Biolo gy, 22(3):190–204, Marc h 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0272; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0272 .

Sharan:2005:MSG

[SGYBD05] Ro ded Sharan, Jens Gramm, Zohar Y akhini, and Amir Ben-Dor.

Multiplexing sc hemes for generic SNP genot yping assa ys. Jour-

nal of Computational Biolo gy, 12(5):514–533, June 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

2005.12.514; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2005.12.514 .

Siep el:2004:CPH

[SH04a] Adam Siep el and Da vid Haussler. Com bining ph ylogenetic and

hidden Mark o v mo dels in biosequence analysis. Journal of

Computational Biolo gy, 11(2–3):413–428, Marc h 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Smith:2004:TQC

[SH04b] Kaleigh Smith and Mik e Hallett. T o w ards qualit y con trol

for DNA microarra ys. Journal of Computational Biolo gy,

11(5):945–970, Octob er 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2004.11.945;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2004.

11.945 .

Song:2005:CMA

[SH05] Y un S. Song and Jotun Hein. Constructing minimal ances-

tral recom bination graphs. Journal of Computational Biol-

o gy, 12(2):147–169, Marc h 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.147;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.147 .

Sank off:2006:DGD

[SH06] Da vid Sank off and Lani Haque. The distribution of genomic

distance b et w een random genomes. Journal of Computational

Biolo gy, 13(5):1005–1012, June 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1005;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1005 .

Shi:2017:ICS

[SH17] F unan Shi and Haiy an Huang. Iden tifying cell subp opu-

lations and their genetic driv ers from single-cell RNA-Seq

data using a biclustering approac h. Journal of Computa-

tional Biolo gy, 24(7):663–674, July 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0049;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0049 .

Shamir:2000:PSR

[Sha00] Ron Shamir. Preface: Sp ecial RECOMB 2000 issue. Journal of

Computational Biolo gy, 7(3–4):329–330, August 2000. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Sharan:2015:P

[Sha15] Ro ded Sharan. Preface. Journal of Computational Biolo gy, 22

(5):335, Ma y 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.030P .

Sc h w artz:2003:RIH

[SHB

+

03] Russell Sc h w artz, Bjarni V. Halld´ orsson, Vineet Bafna, An-

drew G. Clark, and Sorin Istrail. Robustness of inference of

haplot yp e blo c k structure. Journal of Computational Biol-

o gy, 10(1):13–19, F ebruary 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703763255642;

https://www.liebertpub.com/doi/pdf/10.1089/106652703763255642 .

Sun:2018:ASB

[SHCM18] Chen Sun, Rob ert S. Harris, Ra y an Chikhi, and P aul Medv edev.

AllSome sequence Blo om trees. Journal of Computational Bi-

olo gy, 25(5):467–479, Ma y 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0258;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0258 .

Sul:2011:IPG

[SHE11] Jae Ho on Sul, Buhm Han, and Eleazar Eskin. Increasing

p o w er of group wise asso ciation test with lik eliho o d ratio test.

Journal of Computational Biolo gy, 18(11):1611–1624, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0161; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0161 .

Sorenson:2000:MSE

[SHG00] Jon M. Sorenson and T eresa Head-Gordon. Matc hing sim ulation

and exp erimen t: a new simplified mo del for sim ulating protein

folding. Journal of Computational Biolo gy, 7(3–4):469–481, Au-

gust 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Sorenson:2002:PES

[SHG02] Jon M. Sorenson and T eresa Head-Gordon. Protein en-

gineering study of protein L b y sim ulation. Journal of

Sharan:2013:RBM

[SK13] Ro ded Sharan and Ric hard M. Karp. Reconstructing Bo olean

mo dels of signaling. Journal of Computational Biolo gy,

20(3):249–257, Marc h 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0241;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0241 .

Sagiroglu:2017:SAE

[SK17] Mahm ut ¸ Sam

˙

il Sa˘ giro˘ glu and M. O˘ guzhan K ¨ ulek c

˙

i. A sys-

tem arc hitecture for efficien t transmission of massiv e DNA

sequencing data. Journal of Computational Biolo gy, 24(11):

1081–1088, No v em b er 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0016;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0016 .

Solomon:2018:ISL

[SK18] Brad Solomon and Carl Kingsford. Impro v ed searc h of large

transcriptomic sequencing databases using split sequence Blo om

trees. Journal of Computational Biolo gy, 25(7):755–765, July

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0265; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0265 .

Suv oro v a:2019:NMP

[SK19] Y ulia M. Suv oro v a and Eugene V. Korotk o v. New metho d for

p oten tial fusions detection in protein-co ding sequences. Jour-

nal of Computational Biolo gy, 26(11):1253–1261, No v em b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0122; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0122 .

Sefer:2021:MLS

[SK21] Emre Sefer and Carl Kingsford. Metric lab eling and semimetric

em b edding for protein annotation prediction. Journal of Compu-

tational Biolo gy, 28(5):514–525, Ma y 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Son:2023:EOD

[SK23] Dongh ui Son and Jaejik Kim. Estimation of ordinary differ-

en tial equation mo dels for gene regulatory net w orks through

data cloning. Journal of Computational Biolo gy, 30(5):609–618,

Ma y 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0201; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0201 .

Sapra:2021:PDM

[SKDR21] Diksc ha Sapra, Harpreet Kaur, Anjali Dhall, and Ga jen-

dra P

. S. Ragha v a. ProCanBio: a database of man u-

ally curated biomark ers for prostate cancer. Journal of

Computational Biolo gy, 28(12):1248–1257, Decem b er 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0348; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0348 .

Sto y ano v:2000:GIC

[SK G

+

00] Ogn y an Sto y ano v, Alexander Kister, Israel Gelfand, Casimir

Kulik o wski, and Cyrus Chothia. Geometric in v arian t core for

the C

L and C

H 1 domains of imm unoglobulin molecules. Jour-

nal of Computational Biolo gy, 7(5):673–684, Octob er 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701446143; https://www.liebertpub.com/doi/

pdf/10.1089/106652701446143 .

Sakhanenk o:2017:ICD

[SK GG17] Nikita A. Sakhanenk o, James Kunert-Graf, and Da vid J. Galas.

The information con ten t of discrete functions and their appli-

cation in genetic data analysis. Journal of Computational Bi-

olo gy, 24(12):1153–1178, Decem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0143;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0143 .

Sc h uemie:2005:WSD

[SKM05] Martijn J. Sc h uemie, Jan A. Kors, and Barend Mons. W ord

sense disam biguation in the biomedical domain: An o v erview.

Journal of Computational Biolo gy, 12(5):554–565, June 2005.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.554; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.2005.12.554 .

South w orth:2009:PBP

[SK O09] Lucinda K. South w orth, Stuart K. Kim, and Art B. Ow en.

Prop erties of balanced p erm utations. Journal of Computa-

tional Biolo gy, 16(4):625–638, April 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0144;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0144 .

Sak oparnig:2012:BPC

[SKP

+

12] Thomas Sak oparnig, T obias Ko c kmann, Renato P aro, Christian

Beisel, and Nik o Beeren wink el. Binding profiles of c hromatin-

mo difying proteins are predictiv e for transcriptional activit y

and promoter-pro ximal pausing. Journal of Computational

Biolo gy, 19(2):126–138, F ebruary 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0258;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0258 .

Shi:2009:CEI

[SKS

+

09] Y anxin Shi, Mic hael Klutstein, Itamar Simon, T om Mitc hell,

and Ziv Bar-Joseph. A com bined expression-in teraction mo del

for inferring the temp oral activit y of transcription factors.

Journal of Computational Biolo gy, 16(8):1035–1049, August

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0024; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0024 .

Slonim:1997:BHG

[SKSL97] Donna Slonim, Leonid Krugly ak, Lincoln Stein, and Eric Lan-

der. Building h uman genome maps with radiation h ybrids. Jour-

nal of Computational Biolo gy, 4(4):487–504, Jan uary 1997. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1997.4.487; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1997.4.487.

Sw anson:2008:IMQ

[SKT08] Rosemarie Sw anson, Ioannis Kagiampakis, and Jerry W.

Tsai. An information measure of the qualit y of protein sec-

ondary structure prediction. Journal of Computational Biol-

o gy, 15(1):65–79, Jan uary 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0199;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0199 .

Silv a:2023:BF A

[SKW23] Luiz A. G. Silv a, Luis A. B. Ko w ada, and Maria E. M. T. W alter.

A barrier for further appro ximating sorting b y transp ositions.

Journal of Computational Biolo gy, 30(12):1277–1288, Decem-

b er 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0138; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0138 .

Sto jmiro vic:2012:IFI

[SkY12] Aleksandar Sto jmiro vi ´ c and Yi kuo Y u. Information flo w in

in teraction net w orks I I: Channels, path lengths, and p oten-

tials. Journal of Computational Biolo gy, 19(4):379–403, April

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0228; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0228 .

Scorna v acca:2012:FST

[SLA12] Celine Scorna v acca, Simone Linz, and Benjamin Albrec h t. A

first step to w ard computing all h ybridization net w orks for t w o

ro oted binary ph ylogenetic trees. Journal of Computational Bi-

olo gy, 19(11):1227–1242, No v em b er 2012. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0192;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0192 .

Smith:1997:CLP

[SLB

+

97] T emple F. Smith, Loredana Lo Con te, Jadwiga Bienk o wsk a,

Chrysan the Gaitatzes, Rob ert G. Rogers, Jr., and Ric hard Lath-

rop. Curren t limitations to protein threading approac hes. Jour-

nal of Computational Biolo gy, 4(3):217–225, Jan uary 1997. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1997.4.217; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1997.4.217 .

Sc hmidler:2000:BSP

[SLB00] Scott C. Sc hmidler, Jun S. Liu, and Douglas L. Brutlag.

Ba y esian segmen tation of protein secondary structure. Jour-

nal of Computational Biolo gy, 7(1–2):233–248, F ebruary 2000.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic).

Shen:2023:ID A

[SlGW

+

23] Yi Shen, Ying lian Gao, Juan W ang, Bo xin Guan, and

Jin xing Liu. Iden tification of disease-asso ciated MicroRNAs

via lo calit y-constrained linear co ding-based ensem ble learn-

ing. Journal of Computational Biolo gy, 30(8):926–936, August

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0084; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0084 .

San tafe:2008:IPS

[SLL08] Guzm´ an San taf ´ e, Jose A. Lozano, and P edro Larra ~ naga. In-

ference of p opulation structure using genetic mark ers and

a Ba y esian mo del a v eraging approac h for clustering. Jour-

nal of Computational Biolo gy, 15(2):207–220, Marc h 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0051; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0051 .

Su:2017:MSA

[SLL

+

17] W enhe Su, Xiangk e Liao, Y utong Lu, Quan Zou, and Shao-

liang P eng. Multiple sequence alignmen t based on a suffix

tree and cen ter-star strategy: a linear metho d for m ultiple

n ucleotide sequence alignmen t on spark parallel framew ork.

Journal of Computational Biolo gy, 24(12):1230–1242, Decem-

b er 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0040; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0040.

Shao:2023:CGM

[SLL

+

23] Jian Shao, Ziqing Liu, Shao yun Li, Benrui W u, Zedong

Nie, Y uefei Li, and Kaixin Zhou. Con tin uous glucose

monitoring time series data analysis: a time series analy-

sis pac k age for con tin uous glucose monitoring data. Jour-

nal of Computational Biolo gy, 30(1):112–116, Jan uary 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0100; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0100 .

Shao:2015:EA C

[SLM15] Mingfu Shao, Y u Lin, and Bernard M. E. Moret. An ex-

act algorithm to compute the double-cut-and-join distance

for genomes with duplicate genes. Journal of Computa-

tional Biolo gy, 22(5):425–435, Ma y 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0096;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0096 .

Sc hmidler:2007:SES

[SLO07] Scott C. Sc hmidler, Joseph E. Lucas, and T errence G.

Oas. Statistical estimation of statistical mec hanical mo d-

els: Helix-coil theory and p eptide helicit y prediction. Jour-

nal of Computational Biolo gy, 14(10):1287–1310, Decem b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0008; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0008 .

Sw enson:2009:HSI

[SLRM09] Krister M. Sw enson, Y u Lin, V aibha v Ra jan, and Bernard M. E.

Moret. Hurdles and sorting b y in v ersions: Com binatorial, sta-

tistical, and exp erimen tal results. Journal of Computational

Biolo gy, 16(10):1339–1351, Octob er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0156;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0156.

Sriv atsa:2023:CES

[SLS23] Arjun Sriv atsa, Hao yun Lei, and Russell Sc h w artz. A clonal

ev olution sim ulator for planning somatic ev olution studies.

Journal of Computational Biolo gy, 30(8):831–847, August

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0086; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0086 .

Sze:2006:PTS

[SL Y06] Sing-Hoi Sze, Y ue Lu, and Qingwu Y ang. A p olynomial time

solv able form ulation of m ultiple sequence alignmen t. Journal

of Computational Biolo gy, 13(2):309–319, Marc h 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.309; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.309 .

Su:2009:CHD

[SL YC09] Ming-W ei Su, Hsiu-Man Lin, Hanna S. Y uan, and W o ei-Ch yn

Ch u. Categorizing host-dep enden t RNA viruses b y principal

comp onen t analysis of their co don usage preferences. Jour-

nal of Computational Biolo gy, 16(11):1539–1547, No v em b er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0046; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0046 .

Sun:2015:MSM

[SLZH15] Miao Sun, Dejian Lai, Li Zhang, and Xuelin Huang. Mo dified

Sup erCurv e metho d for analysis of rev erse-phase protein arra y

data. Journal of Computational Biolo gy, 22(8):765–769, Au-

gust 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0007; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0007 .

Sagot:1998:ISP

[SM98] Marie-F rance Sagot and Eugene W. My ers. Iden tifying satel-

lites and p erio dic rep etitions in biological sequences. Journal of

Computational Biolo gy, 5(3):539–553, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

Sharo v:2014:CPR

[SNQ

+

14] Alexei A. Sharo v, Akira Nishiy ama, Y ong Qian, Da w o o d B.

Dudekula, Dan L. Longo, Da vid Sc hlessinger, and Minoru

S. H. Ko. Chromatin prop erties of regulatory DNA prob ed

b y manipulation of transcription factors. Journal of Computa-

tional Biolo gy, 21(8):569–577, August 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0126;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0126 .

Sandak:1998:MBS

[SNW98] Bilha Sandak, Ruth Nussino v, and Haim J. W olfson. A metho d

for biomolecular structural recognition and do c king allo wing

conformational flexibilit y . Journal of Computational Biol-

o gy, 5(4):631–654, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.631;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.631 .

Shatsky:2004:F AF

[SNW04] Maxim Shatsky

, Ruth Nussino v, and Haim J. W olfson. Flex-

Prot: Alignmen t of flexible protein structures without a pre-

definition of hinge regions. Journal of Computational Biol-

o gy, 11(1):83–106, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416902;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416902 .

Shenk er:2011:ETB

[SOD

+

11] Solomon Shenk er, Charles W. O’Donnell, Sriniv as Dev adas,

Bonnie Berger, and J ´ er^ ome W aldisp ¨ uhl. Efficien t tra v ersal of

b eta-sheet protein folding path w a ys using ensem ble mo dels.

Journal of Computational Biolo gy, 18(11):1635–1647, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0176; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0176 .

Solo v eic hik:2009:RSC

[Sol09] Da vid Solo v eic hik. Robust sto c hastic c hemical reaction net-

w orks and b ounded T au-leaping. Journal of Computational

Biolo gy, 16(3):501–522, Marc h 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0063;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0063 .

Sze:1997:V A G

[SP97] Sing-Hoi Sze and P a v el A. P evzner. Las V egas algo-

rithms for gene recognition: Sub optimal and error-toleran t

spliced alignmen t. Journal of Computational Biolo gy, 4

(3):297–309, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.297;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.297 .

Snir:2011:TMP

[SP11] Sagi Snir and Lior P ac h ter. T racing the most parsimonious indel

history

. Journal of Computational Biolo gy, 18(8):967–986, Au-

gust 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0325; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0325 .

Simmons:2015:D WD

[SPBB15] Sean Simmons, Jian P eng, Jadwiga Bienk o wsk a, and Bon-

nie Berger. Disco v ering what dimensionalit y reduction re-

ally tells us ab out RNA-Seq data. Journal of Computational

Biolo gy, 22(8):715–728, August 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0085;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0085 .

Surujon:2019:SWN

[SPC19] Defne Surujon, Y ann P on t y , and P eter Clote. Small-w orld net-

w orks and RNA secondary structures. Journal of Computa-

tional Biolo gy, 26(1):16–26, Jan uary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0125;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0125.

Sc h bath:1995:EMD

[SPD95] Sophie Sc h bath, Bernard Prum, and Elisab eth De T urc kheim.

Exceptional motifs in differen t Mark o v c hain mo dels for a

statistical analysis of DNA sequences. Journal of Computa-

tional Biolo gy, 2(3):417–437, Jan uary 1995. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.417;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.417 .

San tiago:2018:HDU

[SPD18] Caio San tiago, Vivian P ereira, and Luciano Digiampietri. Ho-

mology detection using m ultila y er maxim um clustering co effi-

cien t. Journal of Computational Biolo gy, 25(12):1328–1338, De-

cem b er 2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0266; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0266 .

Sp eed:2008:P

[Sp e08] T erry Sp eed. Preface. Journal of Computational Biolo gy, 15

(7):653, Septem b er 2008. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2008.P001 .

Saho o:2023:IBU

[SPSZ23] Bikram Saho o, Zandra Pinnix, Seth Sims, and Alex Zelik o vsky .

Iden tifying biomark ers using supp ort v ector mac hine to un-

derstand the racial disparit y in triple-negativ e breast can-

cer. Journal of Computational Biolo gy, 30(4):502–517, April

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0422; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0422 .

Shen:2022:WIM

[SPW22] Chengze Shen, Minh yuk P ark, and T andy W arno w. WITCH:

Impro v ed m ultiple sequence alignmen t through w eigh ted con-

sensus hidden Mark o v mo del alignmen t. Journal of Computa-

tional Biolo gy, 29(8):782–801, August 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0585;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0585 .

Sindi:2010:IFE

[SR10] Suzanne S. Sindi and Benjamin J. Raphael. Iden tification and

frequency estimation of in v ersion p olymorphisms from haplo-

t yp e data. Journal of Computational Biolo gy, 17(3):517–531,

Marc h 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0185; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0185 .

Serra:2016:SMB

[SRF16] F abrizio Serra, Chiara Rom ualdi, and F ederico F ogolari.

Similarit y measures based on the o v erlap of rank ed genes

are effectiv e for comparison and classification of microarra y

data. Journal of Computational Biolo gy, 23(7):603–614, July

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0057; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0057 .

Sw enson:2010:SSP

[SRLM10] Krister M. Sw enson, V aibha v Ra jan, Y u Lin, and Bernard M. E.

Moret. Sorting signed p erm utations b y in v ersions in O (n log n)

time. Journal of Computational Biolo gy, 17(3):489–501, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0184; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0184 .

Siegel:1998:ORF

[SRM

+

98] Andrew F. Siegel, Jared C. Roac h, Charles Magness, Ed Tha y er,

and Ger V an Den Engh. Optimization of restriction frag-

men t DNA mapping. Journal of Computational Biolo gy,

5(1):113–126, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.113;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.113 .

Spang:2002:NAR

[SRS02] Rainer Spang, Marc Rehmsmeier, and Jens Sto y e. A

no v el approac h to remote homology detection: Jumping

alignmen ts. Journal of Computational Biolo gy, 9(5):747–

760, Octob er 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702761034172;

https://www.liebertpub.com/doi/pdf/10.1089/106652702761034172 .

Saule:2011:CRP

[SRSD11] C ´ edric Saule, Mireille R ´ egnier, Jean-Marc Stey aert, and Alain

Denise. Coun ting RNA pseudoknotted structures. Jour-

nal of Computational Biolo gy, 18(10):1339–1351, Octob er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0086; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0086 .

Siegel:1998:EVT

[SR V98] Andrew F. Siegel, Jared C. Roac h, and Ger V an Den Engh.

Exp ectation and v ariance of true and false fragmen t matc hes

in DNA restriction mapping. Journal of Computational Biol-

o gy, 5(1):101–111, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.101;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.101 .

Song:2013:AFS

[SRZ

+

13] Kai Song, Jie Ren, Zhiyuan Zhai, Xuemei Liu, Mingh ua Deng,

and F engzh u Sun. Alignmen t-free sequence comparison based

on next-generation sequencing reads. Journal of Computa-

tional Biolo gy, 20(2):64–79, F ebruary 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0228;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0228 .

Skiena:1995:RSS

[SS95] Stev en S. Skiena and Gopalakrishnan Sundaram. Reconstruct-

ing strings from substrings. Journal of Computational Biol-

o gy, 2(2):333–353, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.333;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.333.

Storey:2001:A VL

[SS01] John D. Storey and Da vid Siegm und. Appro ximate P -v alues

for lo cal sequence alignmen ts: Numerical studies. Journal

of Computational Biolo gy, 8(5):549–556, Octob er 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701753216530; https://www.liebertpub.com/

doi/pdf/10.1089/106652701753216530 .

Sung:2004:GCE

[SS04] My ong-Hee Sung and Ric hard Simon. Genomewide conserv ed

epitop e profiles of HIV-1 predicted b y bioph ysical prop erties

of MHC binding p eptides. Journal of Computational Biol-

o gy, 11(1):125–145, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416920;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416920 .

Segal:2005:DMI

[SS05a] Eran Segal and Ro ded Sharan. A discriminativ e mo del for iden-

tifying spatial cis -regulatory mo dules. Journal of Computa-

tional Biolo gy, 12(6):822–834, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.822;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.822 .

Sturmfels:2005:TIP a

[SS05b] Bernd Sturmfels and Seth Sulliv an t. T oric ideals of ph y-

logenetic in v arian ts. Journal of Computational Biolo gy,

12(2):204–228, Marc h 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.204;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.204 .

Sturmfels:2005:TIPb

[SS05c] Bernd Sturmfels and Seth Sulliv an t. T oric ideals of ph y-

logenetic in v arian ts. Journal of Computational Biolo gy,

12(4):457–481, Ma y 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.457;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.457 .

Sc heid:2007:CUC

[SS07] Stefanie Sc heid and Rainer Spang. Comp ensating for unkno wn

confounders in microarra y data analysis using filtered p erm uta-

tions. Journal of Computational Biolo gy, 14(5):669–681, June

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R009; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R009 .

Senc h yna:2023:DEN

[SS23] Fiona Senc h yna and Rah ul Singh. Dynamic epidemiologi-

cal net w orks: a data represen tation framew ork for mo deling

and trac king of SARS-CoV-2 v arian ts. Journal of Computa-

tional Biolo gy, 30(4):446–468, April 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0469;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0469 .

Sterner:2007:P A C

[SSB07] Bec k ett Sterner, Rohit Singh, and Bonnie Berger. Predicting

and annotating catalytic residues: An information theoretic ap-

proac h. Journal of Computational Biolo gy, 14(8):1058–1073, Oc-

tob er 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0042; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0042 .

Sedaghat:2023:SSA

[SSC23] Nafiseh Sedaghat, T amon Stephen, and Leonid Chindele-

vitc h. Sp eeding up the structural analysis of metab olic

net w ork mo dels using the F redman–Khac hiy an algorithm

B. Journal of Computational Biolo gy, 30(6):678–694, June

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0319; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0319 .

Song:2007:D A C

[SSD07] N. Song, R. D. Sedgewic k, and D. Durand. Domain ar-

c hitecture comparison for m ultidomain homology iden tifica-

Silv a:2019:UMF

[SSTM19] Gabriel H. G. Silv a, Edans F. O. Sandes, George T eo doro, and

Alba C. M. A. Melo. Using m ultiple Fic k ett bands to acceler-

ate biological sequence comparisons. Journal of Computational

Biolo gy, 26(9):908–922, Septem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0031;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0031 .

Sharma:2019:SBA

[SSV19] B. Sharan Sharma, Prab o dha K. Sw ain, and Ram tej J. V erma.

A systematic bioinformatics approac h to Motif-based analysis

of h uman lo cus con trol regions. Journal of Computational Bi-

olo gy, 26(12):1427–1437, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0155 .

Soule:2020:NLC

[SSW20] An toine Soul ´ e, Jean-Marc Stey aert, and J ´ er^ ome W aldisp ¨ uhl. A

nested 2-lev el cross-v alidation ensem ble learning pip eline sug-

gests a negativ e pressure against crosstalk snoRNA-mRNA in-

teractions in Sac char omyc es c er evisiae . Journal of Computa-

tional Biolo gy, 27(3):390–402, Marc h 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0464;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0464 .

Saeedi:2022:GTM

[SSY

+

22] Seyran Saeedi, Myrna Serrano, Dennis G. Y ang, J. P aul Bro oks,

Gregory A. Buc k, and T omasz Aro dz. Group testing ma-

trix design for PCR screening with real-v alued measuremen ts.

Journal of Computational Biolo gy, 29(12):1397–1411, Decem-

b er 2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0413; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0413.

Sun:1995:A TG

[SSZC95] Jian Sun, W en-Y uan Song, Li-Huang Zh u, and Run-Sheng Chen.

Analysis of tRNA gene sequences b y neural net w ork. Journal of

Computational Biolo gy, 2(3):409–416, Jan uary 1995. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1995.

2.409; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1995.2.409 .

Song:2024:PPI

[SSZG24] Junrong Song, Zhiming Song, Jinp eng Zhang, and Y uanli

Gong. Priv acy-preserving iden tification of cancer subt yp e-

sp ecific driv er genes based on m ultigenomics data with priv at-

edriv er. Journal of Computational Biolo gy, 31(2):99–116, F ebru-

ary 2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0115; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0115 .

Sengupta:2002:QCM

[ST02a] Rimli Sengupta and Martin T ompa. Qualit y con trol in man-

ufacturing oligo arra ys: a com binatorial design approac h.

Journal of Computational Biolo gy, 9(1):1–22, Jan uary 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270252833163; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252833163 .

Shamir:2002:LSS

[ST02b] Ron Shamir and Dek el Tsur. Large scale sequencing b y h y-

bridization. Journal of Computational Biolo gy, 9(2):413–428,

April 2002. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/10665270252935548; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935548 .

Sank off:2005:CBR

[ST05] Da vid Sank off and Phil T rinh. Chromosomal breakp oin t reuse

in genome sequence rearrangemen t. Journal of Computa-

tional Biolo gy, 12(6):812–821, July 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.812;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.812 .

Snir:2010:NTD

[ST10] Sagi Snir and Edw ard T rifono v. A no v el tec hnique for detect-

ing putativ e horizon tal gene transfer in the sequence space.

Journal of Computational Biolo gy, 17(11):1535–1548, No v em-

b er 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0095; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0095 .

Sv erdlo v:2017:CME

[ST17] Serge Sv erdlo v and Elizab eth Thompson. Com binatorial meth-

o ds for epistasis and dominance. Journal of Computational Bi-

olo gy, 24(4):267–279, April 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0112;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0112 .

Stepancic:2014:EGS

[Ste14]

ˇ

Ziv a Stepan ˇ ci ˇ c. Enhancing Gibbs sampling metho d for motif

finding in DNA with initial graph represen tation of sequences.

Journal of Computational Biolo gy, 21(10):741–752, Octob er

2014. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0106; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0106 .

Sc h ulz-T rieglaff:2008:CQP

[STHG

+

08] Ole Sc h ulz-T rieglaff, Rene Hussong, Clemens Gr¨ opl, Andreas

Leinen bac h, Andreas Hildebrandt, Christian Hub er, and Kn ut

Reinert. Computational quan tification of p eptides from LC-MS

data. Journal of Computational Biolo gy, 15(7):685–704, Septem-

b er 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0117; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0117 .

Soro osh y ari:2018:PMP

[STP18] Siamak K. Soro osh y ari, Matthew P . T a ylor, and H. Vin-

cen t P o or. Probabilistic mo deling of pseudorabies virus in-

fection in a neural circuit. Journal of Computational Biol-

o gy, 25(11):1231–1246, No v em b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0131;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0131 .

Salamon:1996:DUC

[STR

T96] Hugh Salamon, Jorma T arhio, Kjersti Rønningen, and Glen ys

Thomson. On distinguishing unique com binations in bi-

ological sequences. Journal of Computational Biolo gy, 3

(3):407–423, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.407;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.407 .

Singh:1996:DTP

[STV96] Ra j K. Singh, Alexander T ropsha, and Iosif I. V aisman. De-

launa y tessellation of proteins: F our b o dy nearest-neigh b or

prop ensities of amino acid residues. Journal of Computa-

tional Biolo gy, 3(2):213–221, Jan uary 1996. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.213;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.213 .

Sun:1995:PCR

[Sun95] F engzh u Sun. The p olymerase c hain reaction and branc hing

pro cesses. Journal of Computational Biolo gy, 2(1):63–86, Jan-

uary 1995. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.1995.2.63; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.1995.2.63 .

Sun:1999:MDS

[Sun99] F engzh u Sun. Mo deling DNA sh uffling. Journal of Computa-

tional Biolo gy, 6(1):77–90, Jan uary 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.77;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.77.

Sun:2013:PR C

[Sun13] F engzh u Sun. Preface: Researc h in Computational Molecu-

lar Biology (RECOMB 2013). Journal of Computational Bi-

olo gy, 20(10):713, Octob er 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2013.020p .

Sun:2018:RBL

[Sun18] W eitao Sun. The relationship b et w een lo w-frequency mo-

tions and comm unit y structure of residue net w ork in pro-

tein molecules. Journal of Computational Biolo gy, 25

(1):103–113, Jan uary 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0171;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0171 .

Sc h wik o wski:1997:DPH

[SV97] Benno Sc h wik o wski and Martin Vingron. The deferred path

heuristic for the generalized tree alignmen t problem. Journal of

Computational Biolo gy, 4(3):415–431, Jan uary 1997. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1997.

4.415; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1997.4.415 .

Stefank o vic:2007:PMM

[

ˇ

SV07] Daniel

ˇ

Stefank o vi ˇ c and Eric Vigo da. Ph ylogen y of mixture mo d-

els: Robustness of maxim um lik eliho o d and non-iden tifiable dis-

tributions. Journal of Computational Biolo gy, 14(2):156–189,

Marc h 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2006.0126; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2006.0126 .

Sam yk ann u:2019:SCB

[SV A

+

19] Gopinath Sam yk ann u, Princy Vija y ababu, Christian Bharathi

An ton yra j, P erumal P erumal, Sundarabaala ji Nara y anan, Sy ed

Ibrahim Basheer Ahamed, and Jey akumar Natara jan. In sil-

ico c haracterization of B cell and T cell epitop es for sub-

unit v accine design of Salmonel la typhi PgtE: a molecular dy-

namics sim ulation approac h. Journal of Computational Bi-

olo gy, 26(2):105–116, F ebruary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0010;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0010 .

Shrestha:2017:GED

[SV CA17] Samana Shrestha, Adam V anasse, Leon N. Co op er, and

Mic hael P

. An tosh. Gene expression as a dosimeter in irra-

diated Dr osophila melano gaster . Journal of Computational Bi-

olo gy, 24(12):1265–1274, Decem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0170;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0170 .

San tos:2014:EPF

[SVD14] Jos ´ e San tos, P ablo Villot, and Martin Di ´ eguez. Emergen t pro-

tein folding mo deled with ev olv ed neural cellular automata

using the 3D HP mo del. Journal of Computational Biol-

o gy, 21(11):823–845, No v em b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0077;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0077 .

Samaga:2010:CCI

[SVK10] Regina Samaga, Axel V on Kamp, and Steffen Klam t. Com-

puting com binatorial in terv en tion strategies and failure mo des

in signaling net w orks. Journal of Computational Biolo gy,

17(1):39–53, Jan uary 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0121;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0121 .

Steijaert:2010:CSD

[SVL

+

10] M. N. Steijaert, J. H. K. V an Den Brink, A. M. L. Liek ens,

P . A. J. Hilb ers, and H. M. M. T en Eik elder. Comput-

ing the sto c hastic dynamics of phosphorylation net w orks.

Journal of Computational Biolo gy, 17(2):189–199, F ebruary

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0059; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0059.

Solo dskikh:2019:PER

[SVP19] Sergey A. Solo dskikh, Alexey S. V elik orondy

, and V asily N.

P op o v. Predictiv e estimates of risks asso ciated with t yp e 2

diab etes mellitus on the basis of bio c hemical biomark ers and

deriv ed time-dep enden t parameters. Journal of Computational

Biolo gy, 26(10):1041–1049, Octob er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0028;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0028 .

Sul:2011:BCP

[SW11] Seung-Jin Sul and Tiffani L. Williams. Big cat ph ylogenies, con-

sensus trees, and computational thinking. Journal of Compu-

tational Biolo gy, 18(7):895–906, July 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0199;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0199 .

Saha:2007:VEP

[SWK

+

07] Nilanjan Saha, La yne T. W atson, Karen Kafadar, Naren Ra-

makrishnan, Alexey On ufriev, Shriniv asrao Mane, and Ce-

cilia V asquez-Robinet. V alidation and estimation of param-

eters for a general probabilistic mo del of the PCR pro-

cess. Journal of Computational Biolo gy, 14(1):97–112, Jan uary

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0123; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0123 .

Snir:2008:SQP

[SWR08] Sagi Snir, T andy W arno w, and Satish Rao. Short quartet

puzzling: a new quartet-based ph ylogen y reconstruction algo-

rithm. Journal of Computational Biolo gy, 15(1):91–103, Jan-

uary 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0103; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0103 .

Sh u:2020:TMB

[SWS

+

20] Y ongqian Sh u, Xiaohong W u, Jia Shen, Dongdong Luo, Xi-

ang Li, Hailong W ang, and Y uanh ua T om T ang. T umor m uta-

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0103 .

Shi:2020:IPM

[SZY

+

20] Y u Shi, Shan Zh u, Jianxin Y ang, Minghai Shao, W enxiu Ding,

W anrong Jiang, Xinc hen Sun, and Ningh ua Y ao. In v estigation of

p oten tial mec hanisms asso ciated with non-small cell lung cancer.

Journal of Computational Biolo gy, 27(9):1433–1442, Septem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0081; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0081 .

T an ushev:1997:CL T

[T A97] Mirosla v S. T an ushev and Ric hard Arratia. Cen tral limit theo-

rem for renew al theory for sev eral patterns. Journal of Compu-

tational Biolo gy, 4(1):35–44, Jan uary 1997. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.35;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.35 .

Thapa:2021:MGD

[T A21] Ish w or Thapa and Hesham Ali. A m ultiomics graph database

system for biological data in tegration and cancer informat-

ics. Journal of Computational Biolo gy, 28(2):209–219, F ebru-

ary 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2020.0231; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2020.0231 .

Thank ac han:2016:PEA

[T AA16] Sharma V. Thank ac han, Alb erto Ap ostolico, and Sriniv as

Aluru. A pro v ably efficien t algorithm for the k -mismatc h

a v erage common substring problem. Journal of Computa-

tional Biolo gy, 23(6):472–482, June 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0235;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0235 .

T ozzo:2022:WD W

[T aAF

+

22] V eronica T ozzo, Chlo ´ e agathe Azencott, Sam uele Fiorini,

Eman uele F a v a, Andrea T rucco, and Annalisa Barla. Where

do w e stand in regularization for life science studies? Jour-

nal of Computational Biolo gy, 29(3):213–232, Marc h 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0371; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2019.0371 .

Tithi:2023:FNR

[T AJZ23] Saima Sultana Tithi, F rank O. Aylw ard, Ro deric k V. Jensen,

and Liqing Zhang. F astViromeExplorer-No v el: Reco v ering

draft genomes of no v el viruses and phages in metagenomic

data. Journal of Computational Biolo gy, 30(4):391–408, April

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0397; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0397 .

T ak ahashi:1996:MSN

[T ak96] Y oshik ane T ak ahashi. A mathematical solution to a net-

w ork designing problem. Journal of Computational Biol-

o gy, 3(1):97–141, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.97;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.97 .

T elles:2013:LP

[T AMW13] Guilherme P . T elles, Nalv o F. Almeida, Rosane Minghim, and

Maria Emilia M. T. W alter. Liv e ph ylogen y . Journal of Compu-

tational Biolo gy, 20(1):30–37, Jan uary 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0219;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0219 .

T aneri:2011:TRE

[T an11] Bahar T aneri. Is there ro om for ethics within bioinformatics

education? Journal of Computational Biolo gy, 18(7):907–916,

July 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2010.0187; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2010.0187.

T ang:2023:PRS

[T an23] Haixu T ang. Preface: RECOMB 2023 sp ecial issue. Jour-

nal of Computational Biolo gy, 30(11):1145, No v em b er 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/reader/10.

1089/cmb.2023.29101.ht .

T a ylor:1994:MBP

[T a y94] William R. T a ylor. Motif-biased protein sequence alignmen t.

Journal of Computational Biolo gy, 1(4):297–310, Jan uary 1994.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1994.1.297; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1994.1.297 .

T ra yk o v:2016:NHA

[T A Y16] Meto di T ra yk o v, Sla v Angelo v, and Nicola Y anev. A new

heuristic algorithm for protein folding in the HP mo del.

Journal of Computational Biolo gy, 23(8):662–668, August

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0015; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0015 .

Tha y er:2000:DPC

[TBB00] Edw ard C. Tha y er, Chris Bystroff, and Da vid Bak er. Detec-

tion of protein co ding sequences using a mixture mo del for lo cal

protein amino acid sequence. Journal of Computational Biol-

o gy, 7(1–2):317–327, F ebruary 2000. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

Theilhab er:2001:BEF

[TBJF01] Joac him Theilhab er, Stev en Bushnell, Amanda Jac kson, and

Rainer F uc hs. Ba y esian estimation of fold-c hanges in the anal-

ysis of gene expression: The PF

OLD algorithm. Journal of

Computational Biolo gy, 8(6):585–614, No v em b er 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701753307502; https://www.liebertpub.com/

doi/pdf/10.1089/106652701753307502.

T uller:2010:RA G

[TBKR10] T amir T uller, Hadas Birin, Martin Kupiec, and Eytan Rup-

pin. Reconstructing ancestral genomic sequences b y co-

ev olution: F ormal definitions, computational issues, and bi-

ological examples. Journal of Computational Biolo gy, 17

(9):1327–1344, Septem b er 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0112;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0112 .

T am b onis:2018:DEA

[TBL18] Tiago T am b onis, Marcelo Boareto, and Vitor B. P

. Leite.

Differen tial expression analysis in RNA-seq data using a ge-

ometric approac h. Journal of Computational Biolo gy, 25

(11):1257–1265, No v em b er 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0244;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0244 .

T uncbag:2013:SRM

[TBP

+

13] Nurcan T uncbag, Alfredo Braunstein, Andrea P agnani, Shao-

Shan Carol Huang, Jennifer Cha y es, Christian Borgs, Ric-

cardo Zecc hina, and Ernest F raenk el. Sim ultaneous recon-

struction of m ultiple signaling path w a ys via the prize-collecting

Steiner forest problem. Journal of Computational Biolo gy,

20(2):124–136, F ebruary 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0092 .

T resc h:2007:DDI

[TBS

+

07] Ac him T resc h, T. Beissbarth, H. S ¨ ultmann, R. Kuner,

A. P oustk a, and A. Buness. Discrimination of direct and in-

direct in teractions in a net w ork of regulatory effects. Jour-

nal of Computational Biolo gy, 14(9):1217–1228, No v em b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0085; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0085.

Thank ac han:2016:APM

[TCL

+

16] Sharma V. Thank ac han, Sriram P

. Cho c k alingam, Y ongc hao

Liu, Alb erto Ap ostolico, and Sriniv as Aluru. ALFRED:

a practical metho d for alignmen t-free distance computa-

tion. Journal of Computational Biolo gy, 23(6):452–460, June

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0217; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0217 .

T esler:2008:P

[TD08] Glenn T esler and Dannie Durand. Preface. Journal

of Computational Biolo gy, 15(8):943–946, Octob er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.P002; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.P002 .

T eitelman:1996:PCA

[TE96] Mic hael T eitelman and F rank H. Eec kman. Principal com-

p onen t analysis and large-scale correlations in non-co ding se-

quences of h uman DNA. Journal of Computational Biol-

o gy, 3(4):573–576, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.573;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.573 .

Tv edebrink:2012:ICD

[TEMM12] T orb en Tv edebrink, P oul Sv an te Eriksen, Helle Smidt Mo-

gensen, and Niels Morling. Iden tifying con tributors of DNA

mixtures b y means of quan titativ e information of STR t yp-

ing. Journal of Computational Biolo gy, 19(7):887–902, July

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0055; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0055 .

Tc heremensk aia:2008:P AI

[TGT08] Olga Tc heremensk aia, Alessandro Giuliani, and Maurizio

T omasi. PR OF ALIGN algorithm iden tifies the regions con-

taining folding determinan ts b y scoring pairs of h ydrophobic

profiles of remotely related proteins. Journal of Computa-

tional Biolo gy, 15(4):445–455, Ma y 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0100;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0100 .

T arraga:2019:PIA

[TGTG19] Wilson Alb erto T´ arraga, Horacio Alb erto Garda, Juan Domingo

T oledo, and Marina Cecilia Gonzalez. P oten tial inhibitors of

the activit y of the c holesterol-ester transfer protein. Jour-

nal of Computational Biolo gy, 26(12):1458–1469, Decem b er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0227; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0227 .

T ran:2017:CBM

[TH17a] Ngo c T am L. T ran and Ch un-Hsi Huang. Cloud-based

MOTIFSIM: Detecting similarit y in large DNA motif data

sets. Journal of Computational Biolo gy, 24(5):450–459, Ma y

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0080; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0080 .

T ran:2017:MES

[TH17b] Ngo c T am L. T ran and Ch un-Hsi Huang. MOTIFSIM 2.1:

an enhanced soft w are platform for detecting similarit y in m ul-

tiple DNA motif data sets. Journal of Computational Bi-

olo gy, 24(9):895–905, Septem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0005;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0005 .

Thomas:2021:MNT

[Tho21] Sunil Thomas. Mapping the nonstructural transmem brane

proteins of sev ere acute respiratory syndrome corona virus 2.

Journal of Computational Biolo gy, 28(9):909–921, Septem b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0627; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0627.

T ak ai-Igarashi:1998:DCS

[TINK98] T ak ak o T ak ai-Igarashi, Y ok o Nadaok a, and Tsuguc hik a Kamin uma.

A database for cell signaling net w orks. Journal of Computa-

tional Biolo gy, 5(4):747–754, Jan uary 1998. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.747;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.747 .

Thanh:2021:CKF

[TK O21] V o Hong Thanh, Dani Korp ela, and P ekk a Orp onen. Co-

transcriptional kinetic folding of RNA secondary structures

including pseudoknots. Journal of Computational Biolo gy,

28(9):892–908, Septem b er 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0606;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0606 .

T ang:2005:UMP

[TKT

+

05] Xin yu T ang, Bonnie Kirkpatric k, Sha wna Thomas, Guang

Song, and Nancy M. Amato. Using motion planning to

study RNA folding kinetics. Journal of Computational Bi-

olo gy, 12(6):862–881, July 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.862;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.862 .

T ang:2008:BFB

[TKW08] Man-Hung Eric T ang, Anders Krogh, and Ole Win ther.

Ba y esMD: Flexible biological mo deling for motif disco v ery .

Journal of Computational Biolo gy, 15(10):1347–1363, Decem-

b er 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0176; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0176 .

T a v ori:2023:CER

[TL23] Jhonatan T a v ori and Hano c h Levy

. On the con v exit y of

the effectiv e repro duction n um b er. Journal of Computa-

tional Biolo gy, 30(7):783–795, July 2023. CODEN JCOBEM.

high-throughput genome-wide studies. Journal of Computa-

tional Biolo gy, 16(4):565–577, April 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0151;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0151 .

T eo doro:2003:UPF

[TPK03] Miguel L. T eo doro, George N. Phillips, Jr., and Lydia E.

Ka vraki. Understanding protein flexibilit y through dimensional-

it y reduction. Journal of Computational Biolo gy, 10(3–4):617–

634, June 2003. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic).

T oubiana:2019:GA O

[TPSB19] Da vid T oubiana, Rami Puzis, Avi Sadk a, and Eduardo

Blum w ald. A genetic algorithm to optimize w eigh ted gene co-

expression net w ork analysis. Journal of Computational Biol-

o gy, 26(12):1349–1366, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0221;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0221 .

Than:2011:CPS

[TR11] Cuong V. Than and Noah A. Rosen b erg. Consistency prop-

erties of sp ecies tree inference b y minimizing deep coales-

cences. Journal of Computational Biolo gy, 18(1):1–15, Jan uary

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0102; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0102 .

T ran:1998:ECS

[T ra98] Nic holas T ran. An easy case of sorting b y rev ersals. Journal of

Computational Biolo gy, 5(4):741–746, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1998.

5.741; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1998.5.741 .

T ra vis:2019:CMP

[T ra19] An thon y S. T ra vis. Chemical mo deling: F rom P aul Ehrlic h’s

dy es to β -blo c k ers — a brief history

. Journal of Computa-

tional Biolo gy, 26(7):726–734, July 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0092 .

T uller:2009:HOG

[TRB

+

09] T amir T uller, Udi Rubinstein, Dani Bar, Mic hael Gurevitc h,

Eytan Ruppin, and Martin Kupiec. Higher-order genomic orga-

nization of cellular functions in y east. Journal of Computational

Biolo gy, 16(2):303–316, F ebruary 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.15TT;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

15TT .

Than:2007:CFH

[TRIN07] Cuong Than, Derek Ruths, Hideki Innan, and Lua y Nakhleh.

Confounding factors in HGT detection: Statistical error, co-

alescen t effects, and m ultiple solutions. Journal of Computa-

tional Biolo gy, 14(4):517–535, Ma y 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.A010;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

A010 .

Thomas:2017:ER T

[TRS17] Lebin Thomas, Hari Ram, and V ed P al Singh. Ev olution-

ary relationships and taxa-sp ecific conserv ed signature indels

among cellulases of arc haea, bacteria, and euk ary a. Jour-

nal of Computational Biolo gy, 24(10):1029–1042, Octob er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0161; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0161 .

T abatabaee:2023:QSP

[TR W23] Y asamin T abatabaee, Sebastien Ro c h, and T andy W arno w.

QR-ST

AR: a p olynomial-time statistically consisten t metho d

for ro oting sp ecies trees under the coalescen t. Journal of

Computational Biolo gy, 30(11):1146–1181, No v em b er 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0185; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0185 .

Tsang:1996:SFP

[TS96] Simon Tsang and Milton H. Saier, Jr. A simple flexible program

for the computational analysis of amino acyl residue distribution

in proteins: Application to the distribution of aromatic v ersus

aliphatic h ydrophobic amino acids in transmem brane α -helical

spanners of in tegral mem brane transp ort proteins. Journal of

Computational Biolo gy, 3(1):185–190, Jan uary 1996. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1996.

3.185; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1996.3.185 .

T ana y:2004:MMI

[TS04] Amos T ana y and Ron Shamir. Multilev el mo deling and inference

of transcription regulation. Journal of Computational Biolo gy,

11(2–3):357–375, Marc h 2004. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic).

T erashi:2012:LPT

[TSTS12] Genki T erashi, T etsuo Shibuy a, and Ma yuk o T ak eda-Shitak a.

LB3D: a protein three-dimensional substructure searc h pro-

gram based on the lo w er b ound of a ro ot mean square devi-

ation v alue. Journal of Computational Biolo gy, 19(5):493–503,

Ma y 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0230; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0230 .

T o y oizumi:2012:END

[TT12] Hiroshi T o y oizumi and Hideo Tsub ouc hi. Estimating the

n um b er of double-Strand breaks formed during meiosis from

partial observ ation. Journal of Computational Biolo gy, 19

(12):1277–1283, Decem b er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0209;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0209 .

Thomas:2007:SPM

[TTT

A07] Sha wna Thomas, Xin yu T ang, Lydia T apia, and Nancy M.

Amato. Sim ulating protein motions with rigidit y analy-

sis. Journal of Computational Biolo gy, 14(6):839–855, July

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R019; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R019 .

Tsai:2017:ESM

[TTTL17] Shin-F u Tsai, Chih-W ei T ung, Chen-An Tsai, and Chen-T uo

Liao. An exhaustiv e scan metho d for SNP main effects and

SNP × SNP in teractions o v er highly homozygous genomes.

Journal of Computational Biolo gy, 24(12):1254–1264, Decem-

b er 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2017.0140; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2017.0140 .

T ran:2015:NMP

[TVNP15] T uan-Anh T ran, Nam T ri V o, Hoang Duc Nguy en, and Bao The

Pham. A no v el metho d to predict highly expressed genes based

on radius clustering and relativ e synon ymous co don usage.

Journal of Computational Biolo gy, 22(12):1086–1096, Decem-

b er 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2015.0121; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2015.0121 .

Tic h y:2005:EPT

[TW05] Rob ert F. Tic h y and Stephan W agner. Extremal problems

for top ological indices in com binatorial c hemistry

. Journal

of Computational Biolo gy, 12(7):1004–1013, Septem b er 2005.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1004; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1004 .

T ang:2002:ZF G

[TWY02] Mengxiang T ang, Mic hael W aterman, and Shibu Y o oseph.

Zinc finger gene clusters and tandem gene duplication. Jour-

nal of Computational Biolo gy, 9(2):429–446, April 2002.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270252935557; https://www.liebertpub.

com/doi/pdf/10.1089/10665270252935557.

Tian:2017:IGI

[TXL

+

17] Xin Tian, Mingyuan Xin, Jian Luo, Mingy ao Liu, and Zhen-

ran Jiang. Iden tification of genes in v olv ed in breast can-

cer metastasis b y in tegrating protein–protein in teraction in-

formation with expression data. Journal of Computational

Biolo gy, 24(2):172–182, F ebruary 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0206;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0206 .

Tian:2020:DPM

[TYS

+

20] Yingxuan Tian, Min Y u, Li Sun, Lingh ua Liu, Jun W ang,

Ke Hui, Qiaofeng Nan, Xin yu Nie, Y a juan Ren, and Xiaop-

ing Ren. Distinct patterns of mRNA and lncRNA expression

differences b et w een lung squamous cell carcinoma and adeno-

carcinoma. Journal of Computational Biolo gy, 27(7):1067–1078,

July 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0164; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0164 .

T a:2019:WIV

[TYSX19] Mic hael T a, Changc h uan Yin, Gary Lee Smith, and W en b o

Xu. A w orkflo w to impro v e v arian t calling accuracy in molec-

ular barco ded sequencing reads. Journal of Computational

Biolo gy, 26(1):96–103, Jan uary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0110;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0110 .

T an:2023:NNM

[TZB

+

23] Jiah ui T an, Y utong Zhao, Cara C. Burns, Dec hao Tian, and Kun

Zhao. No v el net w ork metho d ma jor minor v ariation clustering

enables iden tification of p olio virus clusters with high-resolution

link ages. Journal of Computational Biolo gy, 30(4):409–419,

April 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0292; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0292.

T abb:2014:CED

[TZHR14] Loni Philip T abb, W ei Zhao, Jingyu Huang, and Gail L. Rosen.

Characterizing the empirical distribution of prok ary otic genome

n-mers in the presence of n ullomers. Journal of Computational

Biolo gy, 21(10):732–740, Octob er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0108;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0108 .

T opfer:2013:PIV

[TZP

+

13] Armin T¨ opfer, Osv aldo Zagordi, Sandh y a Prabhak aran, V olk er

Roth, Eran Halp erin, and Nik o Beeren wink el. Probabilis-

tic inference of viral quasisp ecies sub ject to recom bination.

Journal of Computational Biolo gy, 20(2):113–123, F ebruary

2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0232; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0232 .

T ang:2020:IBR

[TZZY20] Yiy ang T ang, Lih uang Zha, Xiaofang Zeng, and Zaixin Y u.

Iden tification of biomark ers related to systemic sclerosis with

or without pulmonary h yp ertension using co-expression analy-

sis. Journal of Computational Biolo gy, 27(10):1519–1531, Oc-

tob er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0492; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0492 .

Urrutia-Baca:2019:IAD

[UBGFD

+

19] Victor Hugo Urrutia-Baca, Ricardo Gomez-Flores, Myr-

iam Ang ´ elica De La Garza-Ramos, P atricia T amez-Guerra,

Daniela Guadalup e Lucio-Sauceda, and Mar ´ ıa Cristina Ro dr

´ ıguez-

P adilla. Imm unoinformatics approac h to design a no v el

epitop e-based oral v accine against Helic ob acter pylori . Jour-

nal of Computational Biolo gy, 26(10):1177–1190, Octob er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0062; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0062.

Ulitsky:2006:A CS

[UBTC06] Igor Ulitsky

, Da vid Burstein, T amir T uller, and Benn y

Chor. The a v erage common substring approac h to ph y-

logenomic reconstruction. Journal of Computational Biol-

o gy, 13(2):336–350, Marc h 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.336;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.336 .

Uec hi:2019:MAD

[UGS19] Lisa Uec hi, Da vid J. Galas, and Nikita A. Sakhanenk o. Mul-

tiv ariate analysis of data sets with missing v alues: an informa-

tion theory-based reliabilit y function. Journal of Computational

Biolo gy, 26(2):152–171, F ebruary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0179;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0179 .

Uricaru:2011:ND A

[UMR11] Raluca Uricaru, Alban Manc heron, and Eric Riv als. No v el

definition and algorithm for c haining fragmen ts with pro-

p ortional o v erlaps. Journal of Computational Biolo gy, 18

(9):1141–1154, Septem b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0126;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0126 .

Urban:2019:DST

[URB

+

19] P aulina Urban, V ahid Rezaei, Grzegorz Bok ota, Mic ha l

Denkiewicz, Subhadip Basu, and Dariusz Plew czy ´ nski. Den-

dritic spines taxonom y: The functional and structural classifi-

cation • time-dep enden t probabilistic mo del of neuronal activ a-

tion. Journal of Computational Biolo gy, 26(4):322–335, April

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0155; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0155.

V eksler-Lublinsky:2007:SBF

[VLZUBK07] Isana V eksler-Lublinsky

, Mic hal Ziv-Uk elson, Dann y Barash,

and Klara Kedem. A structure-based flexible searc h metho d

for motifs in RNA. Journal of Computational Biolo gy, 14

(7):908–926, Septem b er 2007. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0061;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0061 .

Vija y asat y a:2006:O AP

[VM06] Ra vi Vija y asat y a and Amar Mukherjee. An optimal algo-

rithm for p erfect ph ylogen y haplot yping. Journal of Compu-

tational Biolo gy, 13(4):897–928, Ma y 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.897;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.897 .

V enk at:2017:BNB

[VND17] Priy a S. V enk at, Krishna R. Nara y anan, and Aniruddha Datta.

A Ba y esian net w ork-based approac h to selection of in ter-

v en tion p oin ts in the mitogen-activ ated protein kinase plan t

defense resp onse path w a y . Journal of Computational Biol-

o gy, 24(4):327–339, April 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0089;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0089 .

V o ork amp:2014:MAA

[V o o14] Josh V o ork amp. Maximal acyclic agreemen t forests. Jour-

nal of Computational Biolo gy, 21(10):723–731, Octob er 2014.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0093; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0093 .

V ega-Ro driguez:2018:PSI

[VR GC18] Miguel A. V ega-Ro dr ´ ıguez and Jos ´ e M. Granado-Criado. Pr ef-

ac e to the Sp e cial Issue : P arallel computing in computa-

tional biology: a tec hnological p oin t of view. Journal of

Computational Biolo gy, 25(8):837–840, August 2018. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2018.

29018.mavr; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2018.29018.mavr .

V ardi:2012:LCB

[VRS12] Liram V ardi, Eytan Ruppin, and Ro ded Sharan. A linearized

constrain t-based approac h for mo deling signaling net w orks.

Journal of Computational Biolo gy, 19(2):232–240, F ebruary

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0277; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0277 .

V andin:2016:SCC

[VR U16] F abio V andin, Benjamin J. Raphael, and Eli Upfal. On the

sample complexit y of cancer path w a ys iden tification. Jour-

nal of Computational Biolo gy, 23(1):30–41, Jan uary 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0100; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0100 .

V onHaeseler:1998:ED A

[VS98] Arndt V on Haeseler and Mic hael Sc h¨ oniger. Ev olution of DNA

or amino acid sequences with dep enden t sites. Journal of

Computational Biolo gy, 5(1):149–163, Jan uary 1998. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1998.

5.149; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1998.5.149 .

V ernot:2008:RNB

[VSGD08] Benjamin V ernot, Maureen Stolzer, Aiton Goldman, and Dan-

nie Durand. Reconciliation with non-binary sp ecies trees.

Journal of Computational Biolo gy, 15(8):981–1006, Octob er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0092; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0092 .

V eerassam y:2003:TPM

[VST03] Shalini V eerassam y , Andrew Smith, and Elisab eth R. M.

Tillier. A transition probabilit y mo del for amino acid sub-

stitutions from blo c ks. Journal of Computational Biolo gy,

10(6):997–1010, Decem b er 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703322756195;

https://www.liebertpub.com/doi/pdf/10.1089/106652703322756195 .

V esterstrom:2006:FSS

[VT06] Jak ob V esterstrøm and William R. T a ylor. Flexible secondary

structure based protein structure comparison applied to the de-

tection of circular p erm utation. Journal of Computational Bi-

olo gy, 13(1):43–63, Jan uary 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.43;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.43 .

v anUitert:2008:BSB

[vUMW08] Miranda v an Uitert, W outer Meuleman, and Lo dewyk W es-

sels. Biclustering sparse binary genomic data. Journal of

Computational Biolo gy, 15(10):1329–1345, Decem b er 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0066; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0066 .

V andin:2011:ADS

[VUR11] F abio V andin, Eli Upfal, and Benjamin J. Raphael. Algo-

rithms for detecting significan tly m utated path w a ys in can-

cer. Journal of Computational Biolo gy, 18(3):507–522, Marc h

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0265; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0265 .

Vingron:1997:TIM

[VV97] Martin Vingron and Arndt V on Haeseler. T o w ards in tegra-

tion of m ultiple alignmen t and ph ylogenetic tree construc-

tion. Journal of Computational Biolo gy, 4(1):23–34, Jan uary

1997. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1997.4.23; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1997.4.23.

V exler:2018:TTV

[VY18] Alb ert V exler and Jihnhee Y u. T o t-test or not to t-test? A

p-v alues-based p oin t of view in the receiv er op erating c har-

acteristic curv e framew ork. Journal of Computational Biol-

o gy, 25(6):541–550, June 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0216;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0216 .

W u:2010:SQN

[W A10] Zhijin W u and Martin J. Ary ee. Subset quan tile normaliza-

tion using negativ e con trol features. Journal of Computational

Biolo gy, 17(10):1385–1395, Octob er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0049;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0049 .

W ong:2008:DHO

[W A C08] Andrew K. C. W ong, W ai-Ho Au, and Keith C. C. Chan.

Disco v ering high-order patterns of gene expression lev els.

Journal of Computational Biolo gy, 15(6):625–637, July 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0147; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0147 .

W agner:2004:RPL

[W ag04] Andreas W agner. Reconstructing path w a ys in large genetic net-

w orks from genetic p erturbations. Journal of Computational

Biolo gy, 11(1):53–60, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416885;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416885 .

W ang:2020:CPR

[W AM20] F eiqi W ang, T atsuy a Akutsu, and T omo y a Mori. Compar-

ison of pseudoknotted RNA secondary structures b y top o-

logical cen troid iden tification and tree edit distance. Jour-

nal of Computational Biolo gy, 27(9):1443–1451, Septem b er

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0512; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0512 .

W ang:1994:SPR

[W an94] Chi W ang. A subgraph problem from restriction maps of DNA.

Journal of Computational Biolo gy, 1(3):227–234, Jan uary 1994.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.1994.1.227; https://www.liebertpub.com/doi/

pdf/10.1089/cmb.1994.1.227 .

W agner:2005:LRM

[W APM05] Mic hael W agner, Rafa l Adamczak, Aleksey P orollo, and

Jaros la w Meller. Linear regression mo dels for solv en t acces-

sibilit y prediction in proteins. Journal of Computational Bi-

olo gy, 12(3):355–369, April 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.355;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.355 .

W areham:1995:SPN

[W ar95] H. T o dd W areham. A simplified pro of of the NP- and MAX

SNP-hardness of m ultiple sequence tree alignmen t. Journal of

Computational Biolo gy, 2(4):509–514, Jan uary 1995. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1995.

2.509; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1995.2.509 .

W ang:2022:TOL

[W AX22] Haohan W ang, Bry on Aragam, and Eric P

. Xing. T rade-

offs of linear mixed mo dels in genome-wide asso ciation stud-

ies. Journal of Computational Biolo gy, 29(3):233–242, Marc h

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0157; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0157 .

Wise:2015:CID

[WBJ15] Aaron Wise and Ziv Bar-Joseph. cDREM: Inferring dy-

namic com binatorial gene regulation. Journal of Computa-

tional Biolo gy, 22(4):324–333, April 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2015.0010;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2015.

0010 .

W ang:2004:SSI

[W C04] Sue-Jane W ang and James J. Chen. Sample size for iden tifying

differen tially expressed genes in microarra y exp erimen ts. Jour-

nal of Computational Biolo gy, 11(4):714–726, August 2004. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

2004.11.714; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.2004.11.714 .

W aldispuhl:2007:CPF

[W C07] J. W aldisp ¨ uhl and P

. Clote. Computing the partition func-

tion and sampling for saturated secondary structures of RNA,

with resp ect to the T urner energy mo del. Journal of Computa-

tional Biolo gy, 14(2):190–215, Marc h 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0012;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0012 .

W ang:2016:IMN

[W C16] Y uandi W ang and Jin yu Cong. An impro v ed mo del of non uni-

form coleo c haete cell division. Journal of Computational

Biolo gy, 23(8):693–709, August 2016. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0021;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0021 .

W ong:1998:TRB

[W CC98] Wing Hung W ong, Y an Cui, and Run Sheng Chen. T orsional

relaxation for biop olymers. Journal of Computational Biol-

o gy, 5(4):655–665, Jan uary 1998. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1998.5.655;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1998.

5.655.

W u:2006:RET

[W CC

+

06] Kun-Pin W u, Jia-Ming Chang, Jun-Bo Chen, Chi-F on Chang,

W en-Jin W u, T ai-Huang Huang, Ting-Yi Sung, and W en-

Lian Hsu. RIBRA — an error-toleran t algorithm for the

NMR bac kb one assignmen t problem. Journal of Computa-

tional Biolo gy, 13(2):229–244, Marc h 2006. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.229;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.229 .

W ang:2018:SFS

[W CL18a] Hong W ang, Xiaolin Chen, and Gang Li. Surviv al forests

with R -squared splitting rules. Journal of Computational Bi-

olo gy, 25(4):388–395, April 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0107;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0107 .

W ang:2018:MLB

[W CL

+

18b] Hsin-Y ao W ang, Shih-Cheng Chang, W an-Ying Lin, Ch un-

Hsien Chen, Szu-Hsien Chiang, Kai-Y ao Huang, Bo-Y u Ch u,

Jang-Jih Lu, and Tzong-Yi Lee. Mac hine learning-based

metho d for ob esit y risk ev aluation using single-n ucleotide p oly-

morphisms deriv ed from next-generation sequencing. Jour-

nal of Computational Biolo gy, 25(12):1347–1360, Decem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0002; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0002 .

W ang:2008:EGW

[W CM

+

08] W en yi W ang, Benilton Carv alho, Nathaniel D. Miller, Jonathan

P evsner, Ara vinda Chakra v arti, and Rafael A. Irizarry

. Estimat-

ing genome-wide cop y n um b er using allele-sp ecific mixture mo d-

els. Journal of Computational Biolo gy, 15(7):857–866, Septem-

b er 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.0148; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.0148.

URL https://www.liebertpub.com/doi/abs/10.1089/cmb.

1998.5.571; https://www.liebertpub.com/doi/pdf/10.

1089/cmb.1998.5.571 .

W ang:2023:GW A

[W GS

+

23] Shijia W ang, Sh ufei Ge, Benjamin Sobk o wiak, Liangliang

W ang, Louis Grandjean, Caroline Colijn, and Llo yd T. El-

liott. Genome-wide asso ciation with uncertain t y in the ge-

netic similarit y matrix. Journal of Computational Biolo gy,

30(2):189–203, F ebruary 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0067;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0067 .

W olfinger:2001:A GS

[W GW

+

01] Russell D. W olfinger, Greg Gibson, Elizab eth D. W olfinger,

Lee Bennett, Hisham Hamadeh, Pierre Bushel, Cyn thia Af-

shari, and Ric hard S. P aules. Assessing gene significance from

cDNA microarra y expression data via mixed mo dels. Jour-

nal of Computational Biolo gy, 8(6):625–637, No v em b er 2001.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701753307520; https://www.liebertpub.com/

doi/pdf/10.1089/106652701753307520 .

W ahde:2001:MGR

[WH01] Mattias W ahde and John Hertz. Mo deling genetic regulatory

dynamics in neural dev elopmen t. Journal of Computational Bi-

olo gy, 8(4):429–442, Septem b er 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701752236223;

https://www.liebertpub.com/doi/pdf/10.1089/106652701752236223 .

W u:2006:CED

[WH06] Jing W u and Da vid Haussler. Co ding exon detection us-

ing comparativ e sequences. Journal of Computational Biol-

o gy, 13(6):1148–1164, July 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1148;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1148.

Wim b erley:2020:P A C

[WH20] Charles E. Wim b erley and Steffen Heb er. P eakP ass: Automat-

ing ChIP-Seq blac klist creation. Journal of Computational

Biolo gy, 27(2):259–268, F ebruary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0295;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0295 .

W u:2009:CIA

[WHC09] Li-Ching W u, Jorng-Tzong Horng, and Y ong-An Chen. A

computation to in tegrate the analysis of genetic v ariations o c-

curring within regulatory elemen ts and their p ossible effects.

Journal of Computational Biolo gy, 16(12):1731–1747, Decem-

b er 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0247; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0247 .

W ang:2013:FF C

[WHD13] Hua W ang, Heng Huang, and Chris Ding. F unction–

function correlated m ulti-lab el protein function prediction

o v er in teraction net w orks. Journal of Computational Biol-

o gy, 20(4):322–343, April 2013. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2012.0272;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2012.

0272 .

W ang:2015:CPF

[WHD15] Hua W ang, Heng Huang, and Chris Ding. Correlated protein

function prediction via maximization of data-kno wledge consis-

tency

. Journal of Computational Biolo gy, 22(6):546–562, June

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0172; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0172 .

W ang:2013:PPP

[WHDN13] Hua W ang, Heng Huang, Chris Ding, and F eiping Nie. Pre-

dicting protein–protein in teractions from m ultimo dal biolog-

ical data sources via nonnegativ e matrix tri-factorization.

Journal of Computational Biolo gy, 20(4):344–358, April 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0273; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0273 .

W u:2019:I IA

[WHJE19] Y ue W u, F arhad Hormozdiari, Jong Wha J. Jo o, and Eleazar

Eskin. Impro ving imputation accuracy b y inferring causal

v arian ts in genetic studies. Journal of Computational Biol-

o gy, 26(11):1203–1213, No v em b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0139;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0139 .

W ang:2021:GRP

[WHK21] Xiao W ang, Dan Hao, and Ha ja N. Kadarmideen. GeneDMRs: an

R pac k age for gene-based differen tially meth ylated regions anal-

ysis. Journal of Computational Biolo gy, 28(3):304–316, Marc h

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0081; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2020.0081 .

W ang:2017:RF A

[WHL17] Ying W ang, Haiy an Hu, and Xiaoman Li. rRNAFilter: a fast

approac h for rib osomal RNA read remo v al without a reference

database. Journal of Computational Biolo gy, 24(4):368–375,

April 2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2016.0113; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2016.0113 .

W u:2020:DMM

[WHLR20] Xihai W u, Y unh ui Han, F angmei Liu, and Lihong Ruan.

Do wnregulations of miR-449a and miR-145-5p act as prognos-

tic biomark ers for endometrial cancer. Journal of Computa-

tional Biolo gy, 27(5):834–844, Ma y 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0215;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0215.

W est:2006:VPS

[WHW

+

06] Joseph W est, John Healy

, Mic hael Wigler, William Casey ,

and Bud Mishra. V alidation of S. Pomb e sequence assem bly

b y microarra y h ybridization. Journal of Computational Bi-

olo gy, 13(1):1–20, Jan uary 2006. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.13.1;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

13.1 .

W ang:2013:CCN

[WHY

+

13] Zhan y ong W ang, F arhad Hormozdiari, W en-Y un Y ang, Eran

Halp erin, and Eleazar Eskin. CNV eM: Cop y n um b er v ari-

ation detection using uncertain t y of read mapping. Jour-

nal of Computational Biolo gy, 20(3):224–236, Marc h 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0258; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0258 .

W u:2005:SMI

[WI05] Zhijin W u and Rafael A. Irizarry

. Sto c hastic mo dels inspired b y

h ybridization theory for short oligon ucleotide arra ys. Journal

of Computational Biolo gy, 12(6):882–893, July 2005. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2005.

12.882; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2005.12.882 .

Willett:1999:DBA

[Wil99] P eter Willett. Dissimilarit y-based algorithms for selecting struc-

turally div erse sets of comp ounds. Journal of Computational Bi-

olo gy, 6(3–4):447–457, Octob er 1999. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic).

W aterman:1997:PSR

[WIP97] Mic hael S. W aterman, Sorin Istrail, and P a v el A. P evzner. Pref-

ace: Sp ecial RECOMB’97 issues. Journal of Computational

Biolo gy, 4(3):215, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/pdf/10.1089/cmb.1997.4.215.

W ang:1994:CMS

[WJ94] Lusheng W ang and T ao Jiang. On the complexit y of m ul-

tiple sequence alignmen t. Journal of Computational Biol-

o gy, 1(4):337–348, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.337;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.337 .

W ang:2014:CMC

[WJD14] Junshan W ang, Aja y Jasra, and Maria De Iorio. Computational

metho ds for a class of net w ork mo dels. Journal of Computational

Biolo gy, 21(2):141–161, F ebruary 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0082;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0082 .

W authier:2011:NCS

[WJJ11] F abian L. W authier, Mic hael I. Jordan, and Neb o jsa Jo-

jic. Nonparametric com binatorial sequence mo dels. Jour-

nal of Computational Biolo gy, 18(11):1649–1660, No v em b er

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0175; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0175 .

W orley:1995:INM

[WK C

+

95] K. C. W orley

, K. Y. King, S. Ch ua, E. R. B. Mccab e, and

R. F. Smith. Iden tification of new mem b ers of a carb oh ydrate

kinase-enco ding gene family

. Journal of Computational Biol-

o gy, 2(3):451–458, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.451;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.451 .

W u:2018:RRE

[WLA

+

18] Sh uangy ang W u, W anfei Liu, Hasan Aw ad Aljohi, Sarah A.

Alromaih, Ibrahim O. Alanazi, Qiang Lin, Jun Y u, and

Songnian Hu. REDO: RNA editing detection in plan t or-

ganelles based on v arian t calling results. Journal of Compu-

tational Biolo gy, 25(5):509–516, Ma y 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0214;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0214 .

W en:2018:SGI

[WLC18] Jian-Xin W en, Xiao-Qin Li, and Y u Chang. Signature gene

iden tification of cancer o ccurrence and pattern recognition.

Journal of Computational Biolo gy, 25(8):907–916, August

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0261; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0261 .

W en:2013:CGW

[WLF13] Y alu W en, Ming Li, and W enjiang J. F u. Catc hing the ge-

nomic w a v e in oligon ucleotide single-n ucleotide p olymorphism

arra ys b y mo deling sequence binding. Journal of Computa-

tional Biolo gy, 20(7):514–523, July 2013. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0102;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0102 .

W ang:2023:SNS

[WLF

+

23] Zhic hao W ang, Xuelei Li, Jianping F an, Jin tao Meng, Zhenli

Lin, Yi P an, and Y anjie W ei. SWsnn: a no v el sim ulator

for spiking neural net w orks. Journal of Computational Bi-

olo gy, 30(9):951–960, Septem b er 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0098;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0098 .

W an:2003:DSR

[WLFW03] Hongh ui W an, Lugang Li, Scott F ederhen, and John C. W o ot-

ton. Disco v ering simple regions in biological sequences asso-

ciated with scoring sc hemes. Journal of Computational Bi-

olo gy, 10(2):171–185, April 2003. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825955;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825955 .

W u:2012:DPC

[WlLK

+

12] Min W u, Xiao li Li, Chee-Keong Kw oh, See-Kiong Ng,

and Limso on W ong. Disco v ery of protein complexes with

core-attac hmen t structures from tandem affinit y purifica-

tion (T

AP) data. Journal of Computational Biolo gy, 19

(9):1027–1042, Septem b er 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0293;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0293 .

W ek esa:2021:PPF

[WLM21] Jael San y anda W ek esa, Y ushi Luan, and Jun Meng. Pre-

dicting protein functions based on differen tial co-expression

and neigh b orho o d analysis. Journal of Computational Biol-

o gy, 28(1):1–18, Jan uary 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0120;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0120 .

W ong:2011:SAR

[WLS

+

11] Thomas K. F. W ong, T. W. Lam, Wing-Kin Sung, Brenda

W. Y. Cheung, and S. M. Yiu. Structural alignmen t of RNA

with complex pseudoknot structure. Journal of Computa-

tional Biolo gy, 18(1):97–108, Jan uary 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0275;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0275 .

W ang:2022:KMM

[WLXW22] Haohan W ang, Oscar Lop ez, Eric P

. Xing, and W ei W u. Ker-

nel mixed mo del for transcriptome asso ciation study

. Jour-

nal of Computational Biolo gy, 29(12):1353–1356, Decem b er

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0280; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0280 .

W ang:2012:MNB

[WL YC12] Yi W ang, Henry C. M. Leung, S. M. Yiu, and F rancis Y. L.

Chin. MetaCluster 4.0: a no v el binning algorithm for NGS

W en:2019:ENB

[W QZ

+

19] Mingxiang W en, Xiang Qu, Y an y an Zh u, Lingfang Tian,

Zhongqin Shen, Xiulin Y ang, and Xianqing Shi. Explo-

ration of no v el biomark ers in v asculitis b y in tegrated bioin-

fomatic approac hes. Journal of Computational Biolo gy, 26

(12):1448–1457, Decem b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0176;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0176 .

Wilson:2023:ECB

[WR23] Deangelo Wilson and John D. Rogers. Ev aluating compression-

based ph ylogen y estimation in the presence of incomplete lin-

eage sorting. Journal of Computational Biolo gy, 30(3):250–260,

Marc h 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0197; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0197 .

W ang:1999:NTD

[WRS

+

99] Jason T. L. W ang, Stev e Rozen, Bruce A. Shapiro, Den-

nis Shasha, Zhiyuan W ang, and Maisheng Yin. New tec h-

niques for DNA sequence classification. Journal of Computa-

tional Biolo gy, 6(2):209–218, Jan uary 1999. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.209;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.209 .

W an:2010:AFS

[WRSW10] Lin W an, Gesine Reinert, F engzh u Sun, and Mic hael S. W a-

terman. Alignmen t-free sequence comparison (I I): Theoretical

p o w er of comparison statistics. Journal of Computational Bi-

olo gy, 17(11):1467–1490, No v em b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0056;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0056 .

Wistrand:2004:TPP

[WS04] Markus Wistrand and Erik L. L. Sonnhammer. T ransition pri-

ors for protein hidden Mark o v mo dels: An empirical study to-

w ards maxim um discrimination. Journal of Computational Bi-

olo gy, 11(1):181–193, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416957;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416957 .

W arren:2011:GAR

[WS11] Rob ert W arren and Da vid Sank off. Genome aliquoting revisited.

Journal of Computational Biolo gy, 18(9):1065–1075, Septem-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0087; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0087 .

W ang:2018:MSG

[WSCL18] Xuedong W ang, W enh ui Shang, Y u Chang, and Xiao qin

Li. Meth ylation signature genes iden tification of the lung

squamous cell carcinoma o ccurrence and recognition researc h.

Journal of Computational Biolo gy, 25(10):1161–1169, Octob er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0069; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0069 .

W u:1998:RAM

[WSHB98] Thomas D. W u, Scott C. Sc hmidler, T rev or Hastie, and Dou-

glas L. Brutlag. Regression analysis of m ultiple protein struc-

tures. Journal of Computational Biolo gy, 5(3):585–595, Jan uary

1998. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.1998.5.585; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.1998.5.585 .

Wilden b erg:2003:DSV

[WSS03] Andy Wilden b erg, Stev en Skiena, and P a v el Sumazin. Decon-

v olving sequence v ariation in mixed DNA p opulations. Journal

of Computational Biolo gy, 10(3–4):635–652, June 2003. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

W ang:2015:GGI

[WSS

+

15] Zhan y ong W ang, Jae Ho on Sul, Sagi Snir, Jose A. Lozano, and

Eleazar Eskin. Gene–gene in teractions detection using a t w o-

stage mo del. Journal of Computational Biolo gy, 22(6):563–576,

June 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0163; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0163 .

W allace:2015:ASC

[WSW15] Tim W allace, Ali Sekmen, and Xiaofei W ang. Application

of subspace clustering in DNA sequence analysis. Jour-

nal of Computational Biolo gy, 22(10):940–952, Octob er 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0084; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0084 .

W o jto wicz:2007:EGF

[WT07] Damian W´ ojto wicz and Jerzy Tiuryn. Ev olution of gene fam-

ilies based on gene duplication, loss, accum ulated c hange, and

inno v ation. Journal of Computational Biolo gy, 14(4):479–495,

Ma y 2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2007.A008; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2007.A008 .

Wilczynski:2017:FIT

[WT17] Bartek Wilczynski and Jerzy Tiuryn. F astBill: an impro v ed to ol

for prediction of Cis -regulatory mo dules. Journal of Computa-

tional Biolo gy, 24(3):193–199, Marc h 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0108;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0108 .

W u:2007:HPI

[WTE07] Xue W u, Chau-W en Tseng, and Nathan Edw ards. HMMatc h:

P eptide iden tification b y sp ectral matc hing of tandem mass

sp ectra using hidden Mark o v mo dels. Journal of Computational

Biolo gy, 14(8):1025–1043, Octob er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0071;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0071.

W eng:2011:MPS

[WTM11] J. F. W eng, D. A. Thomas, and I. Mareels. Maxim um

parsimon y , substitution mo del, and probabilit y ph ylogenetic

trees. Journal of Computational Biolo gy, 18(1):67–80, Jan uary

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0232; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0232 .

W ang:2019:PSC

[WTY19] Yi W ang, Kun Tian, and Stephen S.-T. Y au. Protein se-

quence classification using natural v ector and con v ex h ull

metho d. Journal of Computational Biolo gy, 26(4):315–321,

April 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0216; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0216 .

W u:1996:SBD

[W u96] Thomas D. W u. A segmen t-based dynamic programming al-

gorithm for predicting gene structure. Journal of Computa-

tional Biolo gy, 3(3):375–394, Jan uary 1996. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.375;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.375 .

W u:2008:AMC

[W u08] Y ufeng W u. Asso ciation mapping of complex diseases with an-

cestral recom bination graphs: Mo dels and efficien t algorithms.

Journal of Computational Biolo gy, 15(7):667–684, Septem b er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0116; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0116 .

W u:2013:A CP

[W u13] Y ufeng W u. An algorithm for constructing parsimonious h y-

bridization net w orks with m ultiple ph ylogenetic trees. Jour-

nal of Computational Biolo gy, 20(10):792–804, Octob er 2013.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2013.0072; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2013.0072 .

W eiss:1995:MPC

[WV95] Gun ter W eiss and Arndt V on Haeseler. Mo deling the p oly-

merase c hain reaction. Journal of Computational Biol-

o gy, 2(1):49–61, Jan uary 1995. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.1995.2.49;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1995.

2.49 .

Wieringen:2011:EF A

[WV11] W essel N. V an Wieringen and Mark A. V an De Wiel. Ex-

ploratory factor analysis of path w a y cop y n um b er data with

an application to w ards the in tegration with gene expression

data. Journal of Computational Biolo gy, 18(5):729–741, Ma y

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0209; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0209 .

Wilson:2023:ISC

[WVT23] T om Wilson, Duong H. T. V o, and Thomas Thorne. Iden tify-

ing subp opulations of cells in single-cell transcriptomic data: a

Ba y esian mixture mo deling approac h to zero inflation of coun ts.

Journal of Computational Biolo gy, 30(10):1059–1074, Octob er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0273; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0273 .

W ang:2018:SLS

[WW18] Xiao dong W ang and Lei W ang. A simple linear space algo-

rithm for computing nono v erlapping in v ersion and transp osi-

tion distance in quadratic a v erage time. Journal of Computa-

tional Biolo gy, 25(6):563–575, June 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0257;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0257.

W ang:2019:CNI

[WW19] Xiao dong W ang and Lei W ang. Computing nono v erlap-

ping in v ersion distance b et w een t w o strings in linear a v erage

time. Journal of Computational Biolo gy, 26(3):193–201, Marc h

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0136; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0136 .

W ang:2020:PLS

[WW C

+

20] W eiqing W ang, Shaoh ua W ang, Xiao Ch u, Hui Liu, and

Ming Xiang. Predicting the lung squamous cell carcinoma

diagnosis and prognosis mark ers b y unique DNA meth yla-

tion and gene expression profiles. Journal of Computational

Biolo gy, 27(7):1041–1054, July 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0138;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0138 .

White:2017:AIA

[WWH17] Daniel J. White, Jing W ang, and Ric hard J. Hall. Assess-

ing the impact of assem blers on virus detection in a De No v o

metagenomic analysis pip eline. Journal of Computational Bi-

olo gy, 24(9):874–881, Septem b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0008;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0008 .

W ang:2020:ISC

[WWLC20] Xuedong W ang, Xiao xi W ang, Xiao qin Li, and Y u Chang.

Iden tification of sp ecific candidate diagnostic biomark ers for

lung squamous cell carcinoma based on meth ylation. Jour-

nal of Computational Biolo gy, 27(5):825–833, Ma y 2020.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0213; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0213 .

W ang:2016:CWB

[WWZ

+

16] Yi W ang, Sh uangsh uang W ang, Dong jie Zhou, Sh uai Y ang,

Y ongc hao Xu, Chao Y ang, and Long Y ang. CsSNP: a

W eb-based to ol for the detecting of comparativ e segmen ts

SNPs. Journal of Computational Biolo gy, 23(7):597–602, July

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0215; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0215 .

W ang:2019:ECL

[WWZ19] Xiao dong W ang, Lei W ang, and Daxin Zh u. Efficien t com-

putation of longest common subsequences with m ultiple sub-

string inclusiv e constrain ts. Journal of Computational Bi-

olo gy, 26(9):938–947, Septem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0008;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0008 .

W ang:2019:CMB

[WWZY19] Y uandi W ang, Qingmei W en, Zhigang Zhou, and Nanjun

Y an. Cell mo deling based on bubbles with w eigh ted mem-

branes. Journal of Computational Biolo gy, 26(3):241–265,

Marc h 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0205; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0205 .

W u:2008:CBD

[WX08] Jing W u and Jun Xie. Computation-based disco v ery of

Cis -regulatory mo dules b y hidden Mark o v mo del. Jour-

nal of Computational Biolo gy, 15(3):279–290, April 2008.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.0024; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.0024 .

W ang:2023:GRA

[WxL W

+

23] Ying W ang, Jin xing Liu, Juan W ang, Junliang Shang, and

Ying lian Gao. A graph represen tation approac h based on ligh t

gradien t b o osting mac hine for predicting drug–disease asso ci-

ations. Journal of Computational Biolo gy, 30(8):937–947, Au-

gust 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0078; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0078.

April 2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0309; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0309 .

W u:1996:PCD

[WZC96] Cath y H. W u, Sheng Zhao, and Hsi-Lien Chen. A pro-

tein class database organized with ProSite protein groups

and PIR sup erfamilies. Journal of Computational Biolo gy,

3(4):547–561, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.547;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.547 .

W ang:2000:EMR

[WZCS00] Dai W ang, Cheng Zhao, Rong Cheng, and F engzh u Sun. Estima-

tion of the m utation rate during error-prone p olymerase c hain

reaction. Journal of Computational Biolo gy, 7(1–2):143–158,

F ebruary 2000. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic).

W ang:2021:EVP

[WZCY21] Shisheng W ang, Yi Zhong, Jingqiu Cheng, and Hao Y ang. En-

ric hVisBo x: a v ersatile and p o w erful W eb to olb o x for visu-

alizing complex functional enric hmen t results of omics data.

Journal of Computational Biolo gy, 28(9):922–930, Septem b er

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0564; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0564 .

W ang:2020:CR T

[WZG

+

20a] Xiao jie W ang, Yiyi Zhang, W aleed M. Ghareeb, Sh uangming

Lin, Xingrong Lu, Ying Huang, Shengh ui Huang, Zongbin

Xu, and P an Chi. A comprehensiv e rep ertoire of trans-

fer RNA-deriv ed fragmen ts and their regulatory net w orks

in colorectal cancer. Journal of Computational Biolo gy, 27

(12):1644–1655, Decem b er 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0305;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0305.

W ang:2020:CFD

[WZG

+

20b] Zihao W ang, Jingrong Zhang, W eifang Gao, Zhiy ong Liu, Xi-

aoh ua W an, and F a Zhang. A consensus framew ork of dis-

tributed m ultiple-tilt reconstruction in electron tomograph y .

Journal of Computational Biolo gy, 27(2):212–222, F ebruary

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0287; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0287 .

W ang:2018:MPC

[WZH

+

18] Shisheng W ang, W en Zheng, Liqiang Hu, Meng Gong, and

Hao Y ang. MixProT o ol: a p o w erful and comprehensiv e W eb

to ol for analyzing and visualizing m ultigroup proteomics data.

Journal of Computational Biolo gy, 25(10):1123–1127, Octob er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0050; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0050 .

W u:2019:IMM

[WZL19] Jie W u, Yijian Zhang, and Maolan Li. Iden tification of meth y-

lation mark ers and differen tially expressed genes with prog-

nostic v alue in breast cancer. Journal of Computational Bi-

olo gy, 26(12):1394–1408, Decem b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0179;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0179 .

W ang:2021:EPP

[WZL

+

21] Nian W ang, Min Zeng, Yiming Li, F ang xiang W u, and Min

Li. Essen tial protein prediction based on no de2v ec and X G-

Bo ost. Journal of Computational Biolo gy, 28(7):687–700, July

2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0543; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0543 .

W u:2010:KSA

[WZW10] Gang W u, Ying Zhang, and Yimin W ei. Krylo v subspace algo-

rithms for computing GeneRank for the analysis of microarra y

data mining. Journal of Computational Biolo gy, 17(4):631–646,

April 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0004; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0004 .

W ei:2015:DP A

[WZW15] Zhexue W ei, Daming Zh u, and Lusheng W ang. A dynamic

programming algorithm for (1,2)-exemplar breakp oin t dis-

tance. Journal of Computational Biolo gy, 22(7):666–676, July

2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0200; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0200 .

W ang:2001:PPN

[WZZ01] Lusheng W ang, Kaizhong Zhang, and Louxin Zhang. P er-

fect ph ylogenetic net w orks with recom bination. Journal of

Computational Biolo gy, 8(1):69–78, F ebruary 2001. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652701300099119; https://www.liebertpub.com/

doi/pdf/10.1089/106652701300099119 .

W exler:2007:SAM

[WZZU07] Ydo W exler, Cha y a Zilb erstein, and Mic hal Ziv-Uk elson.

A study of accessible motifs and RNA folding complex-

it y . Journal of Computational Biolo gy, 14(6):856–872, July

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R020; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R020 .

Xie:2015:DGP

[XAB

+

15] Bingqing Xie, Gady Agam, Sandh y a Balasubramanian, Jin b o

Xu, T. Conrad Gilliam, Natalia Maltsev, and Daniela B¨ ornigen.

Disease gene prioritization using net w ork and feature. Jour-

nal of Computational Biolo gy, 22(4):313–323, April 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0001; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0001.

Xu:2006:OMS

[XBLM06] Jin b o Xu, Daniel Bro wn, Ming Li, and Bin Ma. Optimizing

m ultiple spaced seeds for homology searc h. Journal of Com-

putational Biolo gy, 13(7):1355–1368, Septem b er 2006. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1355; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1355 .

Xiang:2024:DDL

[X GD24] Xiao y ang Xiang, Jiaxuan Gao, and Y anrui Ding. DeepPPThermo:

a deep learning framew ork for predicting protein thermosta-

bilit y com bining protein-lev el and amino acid-lev el features.

Journal of Computational Biolo gy, 31(2):147–160, F ebruary

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0097; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0097 .

Xu:2007:P AP

[XJB07] Jin b o Xu, F eng Jiao, and Bonnie Berger. A parameterized al-

gorithm for protein structure alignmen t. Journal of Computa-

tional Biolo gy, 14(5):564–577, June 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.R003;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

R003 .

Xia:2022:STS

[XJL

+

22] Yixiao Xia, Minc hao Jiang, Yizhang Luo, Guan w en F eng,

Gangy ong Jia, Hua Zhang, Pu W ang, and Ruiquan Ge. Succ-

SPred2.0: a t w o-step mo del to predict succin ylation sites

based on m ultifeature fusion and selection algorithm. Jour-

nal of Computational Biolo gy, 29(10):1085–1094, Octob er

2022. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0109; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0109 .

Xing:2007:BHI

[XJS07] Eric P

. Xing, Mic hael I. Jordan, and Ro ded Sharan. Ba y esian

haplot yp e inference via the Diric hlet pro cess. Journal of Compu-

tational Biolo gy, 14(3):267–284, April 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0102;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0102 .

Xu:2021:AFP

[XJZ

+

21] Qiao ji Xu, Lingling Jin, Y ue Zhang, Xiaomeng Zhang, Ch un-

fang Zheng, James H. Leeb ens-mac k, and Da vid Sank off. An-

cestral flo w ering plan t c hromosomes and gene orders based on

generalized adjacencies and c hromosomal gene co-o ccurrences.

Journal of Computational Biolo gy, 28(11):1156–1179, No v em-

b er 2021. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2021.0340; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2021.0340 .

Xie:2005:BMM

[XK05] Jun Xie and Nak-Ky eong Kim. Ba y esian mo dels and Mark o v

c hain Mon te Carlo metho ds for protein motifs with the sec-

ondary c haracteristics. Journal of Computational Biolo gy,

12(7):952–970, Septem b er 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.952;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.952 .

Xu:2018:PPP

[XL18] Y ang Xu and Xiao-Ch un Luo. PyP ath w a y: Python pac k age for

biological net w ork analysis and visualization. Journal of Compu-

tational Biolo gy, 25(5):499–504, Ma y 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0199;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0199 .

Xu:2020:PEP

[XLLS20] Ch unling Xu, Hua yi Lu, F uqiang Li, and Guanfang Su.

Protein expression profile on differen tiation of b one mar-

ro w Mesenc h ymal stem cells in to retinal ganglion-lik e cells.

Journal of Computational Biolo gy, 27(8):1329–1336, August

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0024; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0024.

Xu:2013:PDC

[XLZ13] Dong Xu, Hua Li, and Y ang Zhang. Protein depth calcula-

tion and the use for impro ving accuracy of protein fold recog-

nition. Journal of Computational Biolo gy, 20(10):805–816, Oc-

tob er 2013. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2013.0071; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2013.0071 .

Xia:2018:MSP

[XLZ

+

18a] Ruofan Xia, Y u Lin, Jun Zhou, Bing F eng, and Jijun

T ang. A median solv er and ph ylogenetic inference based on

double-cut-and-join sorting. Journal of Computational Biol-

o gy, 25(3):302–312, Marc h 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0157;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0157 .

Xiao:2018:OMB

[XLZ

+

18b] Xiuc h un Xiao, Bing Liu, Jing Zhang, Xueli Xiao, and Yi P an.

An optimized metho d for Ba y esian connectivit y c hange p oin t

mo del. Journal of Computational Biolo gy, 25(3):337–347, Marc h

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0154; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0154 .

Xia:2024:BCP

[XLZ

+

24] Juan Xia, Y uxia Li, Haotian Zh u, F eiy ang Xue, F eng Shi, and

Nana Li. A Ba y esian c hange p oin t mo del for dynamic alter-

nativ e transcription start site usage during cellular differen ti-

ation. Journal of Computational Biolo gy, 31(5):445–457, Ma y

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0174; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0174 .

Xu:1996:IA C

[XMU96] Ying Xu, Ric hard J. Mural, and Edw ard C. Ub erbac her.

An iterativ e algorithm for correcting sequencing errors in

DNA co ding regions. Journal of Computational Biolo gy,

3(3):333–344, Jan uary 1996. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1996.3.333;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1996.

3.333 .

Xu:2020:D AM

[XMWZ20] Y angc h un Xu, Y an Mu, Ling W ang, and Xuan Zhang. Detailed

analysis of molecular mec hanisms in primary and metastatic

melanoma. Journal of Computational Biolo gy, 27(1):9–19, Jan-

uary 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0197; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0197 .

Xie:2007:RBE

[XS07] W ei Xie and Nik olaos V. Sahinidis. A reduction-based ex-

act algorithm for the con tact map o v erlap problem. Jour-

nal of Computational Biolo gy, 14(5):637–654, June 2007.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.R007; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.R007 .

Xu:2022:TTF

[XSH

+

22] Siw ei Xu, Mario Sk arica, Ah y eon Hw ang, Yi Dai, Cheyu

Lee, Matthew J. Girgen ti, and Jing Zhang. T ransla-

tor: a T r ans fer Learning approac h to facilitate single-cell

A T A C-Seq data analysis fro m R eference dataset. Jour-

nal of Computational Biolo gy, 29(7):619–633, July 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0596; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0596 .

Xia:2008:RAA

[XSS08] Ai Xia, Maria V. Sharakho v a, and Igor V. Sharakho v. Re-

constructing ancestral autosomal arrangemen ts in the A nophe-

les gambiae complex. Journal of Computational Biolo gy,

15(8):965–980, Octob er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0076;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0076.

Y u:2011:CDM

[Y A11] Yi-Kuo Y u and Stephen F. Altsc h ul. The complexit y of

the Diric hlet mo del for m ultiple alignmen t data. Jour-

nal of Computational Biolo gy, 18(8):925–939, August 2011.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2011.0039; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2011.0039 .

Y ang:2009:PCH

[Y an09] Zheng Rong Y ang. Predict collagen h ydro xyproline sites us-

ing supp ort v ector mac hines. Journal of Computational Bi-

olo gy, 16(5):691–702, Ma y 2009. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0167;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0167 .

Y ourdkhani:2021:PIP

[Y AR21] Samaneh Y ourdkhani, Elizab eth S. Allman, and John A.

Rho des. P arameter iden tifiabilit y for a profile mixture

mo del of protein ev olution. Journal of Computational Biol-

o gy, 28(6):570–586, June 2021. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2020.0315;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2020.

0315 .

Y eo:2004:MEM

[YB04] Gene Y eo and Christopher B. Burge. Maxim um en trop y mo d-

eling of short sequence motifs with applications to RNA splic-

ing signals. Journal of Computational Biolo gy, 11(2–3):377–394,

Marc h 2004. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic).

Y e:2019:OMM

[YBF19] Y an Y e, Ch unde Bao, and W ei F an. Ov erexpression of miR-

101 Ma y target DUSP1 to promote the cartilage degrada-

tion in rheumatoid arthritis. Journal of Computational Bi-

olo gy, 26(10):1067–1079, Octob er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0021;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0021 .

Y ang:2018:CTL

[YCCL18] Cheng-Hong Y ang, Yi-Cheng Chiang, Li-Y eh Ch uang, and Y u-

Da Lin. A CpGCluster-T eac hing–Learning-Based optimiza-

tion for prediction of CpG islands in the h uman genome.

Journal of Computational Biolo gy, 25(2):158–169, F ebruary

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0178; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0178 .

Y ang:2016:RRI

[YCP16] Sh uo Y ang, Shai Carmi, and Itsik P e’er. Rapidly register-

ing iden tit y-b y-descen t across ancestral recom bination graphs.

Journal of Computational Biolo gy, 23(6):495–507, June 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0016; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0016 .

Y ang:2021:IAL

[YcXyW

+

21] Jie Y ang, Qing c h un Xu, Zhen yu W ang, Xun Lu, Liu kui

P an, Jun W u, and Chen W ang. In tegrated analysis of an

lncRNA-asso ciated ceRNA net w ork rev eals p oten tial biomark-

ers for hepato cellular carcinoma. Journal of Computational

Biolo gy, 28(3):330–344, Marc h 2021. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0250;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0250 .

Y ang:2020:IKB

[YDG

+

20] Bao Y ang, Keqin Dong, P eiyuan Guo, P eng Guo, Guo Jie,

Guanh ua Zhang, and Tiank e Li. Iden tification of k ey biomark-

ers and p oten tial molecular mec hanisms in oral squamous cell

carcinoma b y bioinformatics analysis. Journal of Computa-

tional Biolo gy, 27(1):40–54, Jan uary 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0211;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0211.

Y ork:2002:BEN

[YDN02] Thomas L. Y ork, Ric hard Durrett, and Rasm us Nielsen.

Ba y esian estimation of the n um b er of in v ersions in the his-

tory of t w o c hromosomes. Journal of Computational Biol-

o gy, 9(6):805–818, Decem b er 2002. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/10665270260518281; https:

//www.liebertpub.com/doi/pdf/10.1089/10665270260518281 .

Y ang:2012:SPE

[YDN12] Xin yi Y ang, Jennifer E. Den t, and Christine Nardini. An

S -System P arameter Estimation Metho d (SPEM) for bio-

logical net w orks. Journal of Computational Biolo gy, 19

(2):175–187, F ebruary 2012. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0269;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0269 .

Y anik oglu:2002:MEC

[YE02] Berrin Y anik oglu and Burak Erman. Minim um energy con-

figurations of the 2-dimensional HP-Mo del of proteins b y self-

organizing net w orks. Journal of Computational Biolo gy, 9

(4):613–620, August 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760277345;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760277345 .

Y ancop oulos:2009:DPF

[YF09] Sophia Y ancop oulos and Ric hard F riedb erg. DCJ path for-

m ulation for genome transformations whic h include insertions,

deletions, and duplications. Journal of Computational Bi-

olo gy, 16(10):1311–1338, Octob er 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0092;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0092 .

Y e:2007:HMM

[YFBK07] Xiao duan Y e, Alan M. F riedman, and Chris Bailey-Kellogg.

Hyp ergraph mo del of m ulti-residue in teractions in proteins:

Sequen tially-constrained partitioning algorithms for optimiza-

tion of site-directed protein recom bination. Journal of Compu-

tational Biolo gy, 14(6):777–790, July 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.R016;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

R016 .

Yin:2021:IPH

[YfZX

+

21] Y ang Yin, Y ang fan Zou, Y u Xiao, Tian xi W ang, Y a ni W ang,

Zhi c heng Dong, Y u h u Huo, Bo c hen Y ao, Ling bing

Meng, and Sh uang xia Du. Iden tification of p oten tial h ub

genes of atherosclerosis through bioinformatic analysis. Jour-

nal of Computational Biolo gy, 28(1):60–78, Jan uary 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0334; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0334 .

Y ang:2005:GCU

[YGP05] Alb ert C.-C. Y ang, Ary L. Goldb erger, and C.-K. P eng.

Genomic classification using an information-based similarit y

index: Application to the SARS corona virus. Journal of

Computational Biolo gy, 12(8):1103–1116, Octob er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1103; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1103 .

Y u:2001:SSP

[YH01] Yi-Kuo Y u and T erence Hw a. Statistical significance of prob-

abilistic sequence alignmen t and related lo cal hidden Mark o v

mo dels. Journal of Computational Biolo gy, 8(3):249–282, June

2001. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/10665270152530845; https://www.liebertpub.

com/doi/pdf/10.1089/10665270152530845 .

Y ang:2003:SMA

[YHB

+

03] Y aning Y ang, Josephine Hoh, Clemens Broger, Martin Neeb,

Joanne Edington, Klaus Lindpain tner, and Jurg Ott. Sta-

tistical metho ds for analyzing microarra y feature data with

replications. Journal of Computational Biolo gy, 10(2):

157–169, April 2003. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652703321825946;

https://www.liebertpub.com/doi/pdf/10.1089/106652703321825946 .

Y ang:2005:EED

[YHC05] Ch u-W en Y ang, Chin-F u Hsiao, and Chen-Kung Chou. Ev al-

uation of exp erimen tal designs for t w o-color cDNA microar-

ra ys. Journal of Computational Biolo gy, 12(9):1202–1220,

No v em b er 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2005.12.1202; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2005.12.1202 .

Y ang:2019:TDE

[YHC19] Sihai Y ang, Xianh ua Han, and Y en w ei Chen. Three-dimensional

em bry onic image segmen tation and registration based on shap e

index and ellipsoid-fitting metho d. Journal of Computational

Biolo gy, 26(2):128–142, F ebruary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0165;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0165 .

Y ang:2015:SHC

[YHEP15] W en-Y un Y ang, F arhad Hormozdiari, Eleazar Eskin, and Bog-

dan P asaniuc. A spatial haplot yp e cop ying mo del with ap-

plications to genot yp e imputation. Journal of Computa-

tional Biolo gy, 22(5):451–462, Ma y 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0151;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0151 .

Y ang:2017:P AM

[YHT

+

17] Sihai Y ang, Xianh ua Han, Y uk ak o T ohsato, Ko ji Ky o da, Sh uic hi

Onami, Ikuk o Nishik a w a, and Y en w ei Chen. Phenot yp e analy-

sis metho d for iden tification of gene functions in v olv ed in asym-

metric division of Caenorhab ditis ele gans . Journal of Compu-

tational Biolo gy, 24(5):436–446, Ma y 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0210;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0210.

Y an:2018:ICT

[YHW18] Xiaoping Y an, Y u Huang, and Jiabin W u. Iden tify cross

talk b et w een circadian rh ythm and coronary heart disease b y

m ultiple correlation analysis. Journal of Computational Biol-

o gy, 25(12):1312–1327, Decem b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0254;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0254 .

Y ang:2017:DHH

[YI17] Do o Y ang and Ily a Ioshikhes. Dr osophila H2A and H2A.Z

n ucleosome sequences rev eal differen t n ucleosome p osition-

ing sequence patterns. Journal of Computational Biol-

o gy, 24(4):289–298, April 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0173;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0173 .

Y eang:2004:PNM

[YIJ04] Chen-Hsiang Y eang, T rey Idek er, and T ommi Jaakk ola. Ph ys-

ical net w ork mo dels. Journal of Computational Biolo gy, 11(2–

3):243–262, Marc h 2004. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Yin:2019:EDD

[Yin19] Changc h uan Yin. Enco ding and deco ding DNA sequences b y

in teger c haos game represen tation. Journal of Computational

Biolo gy, 26(2):143–151, F ebruary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0173;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0173 .

Y e:2004:AMP

[YJ04] Jieping Y e and Ra vi Janardan. Appro ximate m ultiple protein

structure alignmen t using the sum-of-pairs distance. Journal of

Computational Biolo gy, 11(5):986–1000, Octob er 2004. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2004.

11.986; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2004.11.986.

Y eang:2006:MCF

[YJ06] Chen-Hsiang Y eang and T ommi Jaakk ola. Mo deling the com-

binatorial functions of m ultiple transcription factors. Journal

of Computational Biolo gy, 13(2):463–480, Marc h 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.463; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.463 .

Y ousefian-Jazi:2018:SIF

[YJC18] Ali Y ousefian-Jazi and Jin w o ok Choi. Sequen tial in tegration of

fuzzy clustering and exp ectation maximization for transcription

factor binding site iden tification. Journal of Computational Bi-

olo gy, 25(11):1247–1256, No v em b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0230;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0230 .

Y ordano v:2023:RES

[YjDG

+

23] Bo y an Y ordano v, Sara jane Dunn, Colin Gra vill, Himansh u

Arora, Hillel Kugler, and Christoph M. Win tersteiger. The

reasoning engine: a satisfiabilit y mo dulo theories-based frame-

w ork for reasoning ab out discrete biological mo dels. Jour-

nal of Computational Biolo gy, 30(9):1046–1058, Septem b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0117; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0117 .

Y u:2008:SVT

[YJEP08] Ch un-Nam John Y u, Thorsten Joac hims, Ron Elb er, and

Jarosla w Pillardy

. Supp ort v ector training of protein align-

men t mo dels. Journal of Computational Biolo gy, 15(7):

867–880, Septem b er 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0152;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0152 .

Y ona:2005:URH

[YK05] Golan Y ona and Klara Kedem. The URMS-RMS h y-

brid algorithm for fast and sensitiv e lo cal protein struc-

Y ang:2019:MMC

[YR G

+

19] Y anshen Y ang, Jeffrey A. Rob ertson, Zhen Guo, Jak e Mar-

tinez, Christ y Coghlan, and Len w o o d S. Heath. MCA T:

Motif com bining and asso ciation to ol. Journal of Computa-

tional Biolo gy, 26(1):1–15, Jan uary 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0113;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0113 .

Y u:1999:PSS

[YS99] Lih ua Y u and T emple F. Smith. P ositional statistical signifi-

cance in sequence alignmen t. Journal of Computational Biol-

o gy, 6(2):253–259, Jan uary 1999. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1999.6.253;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1999.

6.253 .

Y ang:2007:PMG

[YS07] Qingwu Y ang and Sing-Hoi Sze. P ath matc hing and graph

matc hing in biological net w orks. Journal of Computational

Biolo gy, 14(1):56–67, Jan uary 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2006.0076;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2006.

0076 .

Y ang:2010:NPV

[YS10] Zhen yu Y ang and Da vid Sank off. Natural parameter v alues

for generalized gene adjacency

. Journal of Computational Bi-

olo gy, 17(9):1113–1128, Septem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0099;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0099 .

Y oha y:2019:EEM

[YS19] Ben Y oha y and Sagi Snir. Extending the ev olv abilit y mo del

to the prok ary otic w orld: Sim ulations and results on real

data. Journal of Computational Biolo gy, 26(8):794–805, Au-

gust 2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2018.0189; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2018.0189 .

Y amamoto:2023:PPS

[YS23] Akito Y amamoto and T etsuo Shibuy a. Priv acy-preserving sta-

tistical analysis of genomic data using compressiv e mec ha-

nism with Haar w a v elet transform. Journal of Computational

Biolo gy, 30(2):176–188, F ebruary 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0246;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0246 .

Y ada v:2015:TPR

[YSC15] Sunita Y ada v, D. Sw ati, and Hariharan Chandrasekharan.

Thiamine p yrophosphate rib oswitc h in some represen tativ e

plan t sp ecies: a bioinformatics study

. Journal of Computa-

tional Biolo gy, 22(1):1–9, Jan uary 2015. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0169;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0169 .

Y ano v er:2008:MLE

[YSFW08] Chen Y ano v er, Ora Sc h ueler-F urman, and Y air W eiss. Mini-

mizing and learning energy functions for side-c hain prediction.

Journal of Computational Biolo gy, 15(7):899–911, Septem b er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0158; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0158 .

Y o oseph:2022:V AB

[YT22] Shibu Y o oseph and Sahar T a v ak oli. V ariational appro ximation-

based mo del selection for microbial net w ork inference. Jour-

nal of Computational Biolo gy, 29(7):724–737, July 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0595; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0595 .

Y anev:2017:PFP

[YTMY17] Nicola Y anev, Meto di T ra yk o v, P eter Milano v, and Borisla v

Y uruk o v. Protein folding prediction in a cubic lattice in

h ydrophobic-p olar mo del. Journal of Computational Biol-

o gy, 24(5):412–421, Ma y 2017. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0181;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0181 .

Yi:2012:SPF

[YTS12] Gangman Yi, Mic hael R. Thon, and Sing-Hoi Sze. Sup er-

vised protein family classification and new family construc-

tion. Journal of Computational Biolo gy, 19(8):957–967, Au-

gust 2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0044; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0044 .

Y u:2024:MCF

[Y u24] Y un William Y u. On minimizers and con v olutional filters:

Theoretical connections and applications to genome analy-

sis. Journal of Computational Biolo gy, 31(5):381–395, Ma y

2024. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2024.0483; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2024.0483 .

Y uan:2009:TRH

[Y ua09] Guo-Cheng Y uan. T argeted recruitmen t of histone mo difi-

cations in h umans predicted b y genomic sequences. Jour-

nal of Computational Biolo gy, 16(2):341–355, F ebruary 2009.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2008.18TT; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2008.18TT .

Y ang:2021:F AA

[YW21] W en Y ang and Lusheng W ang. F ast and accurate al-

gorithms for mapping and aligning long reads. Jour-

nal of Computational Biolo gy, 28(8):789–803, August 2021.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2020.0603; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2020.0603.

W ang:2006:EIA

[yW CF06] Lu y ong W ang, Dorin Comaniciu, and Daniel F asulo. Exploit-

ing in teractions among p olymorphisms con tributing to com-

plex disease traits with b o osted generativ e mo deling. Journal

of Computational Biolo gy, 13(10):1673–1684, Decem b er 2006.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2006.13.1673; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.13.1673 .

Y u:2011:AMB

[YWN11] Y un Y u, T andy W arno w, and Lua y Nakhleh. Algorithms for

MDC-Based m ulti-lo cus ph ylogen y inference: Bey ond ro oted

binary gene trees on single alleles. Journal of Computational Bi-

olo gy, 18(11):1543–1559, No v em b er 2011. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0174;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0174 .

Y an:2019:BND

[YWZ

+

19] Chao-Kun Y an, W en-Xiu W ang, Ge Zhang, Jian-Lin W ang, and

Ash utosh P atel. BiR WDD A: a no v el drug rep ositioning metho d

based on m ultisimilarit y fusion. Journal of Computational Bi-

olo gy, 26(11):1230–1242, No v em b er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0063;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0063 .

Yin:2005:F CC

[YY05] Changc h uan Yin and Stephen S.-T. Y au. A F ourier c haracter-

istic of co ding sequences: Origins and a non-F ourier appro x-

imation. Journal of Computational Biolo gy, 12(9):1153–1165,

No v em b er 2005. CODEN JCOBEM. ISSN 1066-5277 (prin t),

1557-8666 (electronic). URL https://www.liebertpub.

com/doi/abs/10.1089/cmb.2005.12.1153; https://www.

liebertpub.com/doi/pdf/10.1089/cmb.2005.12.1153 .

Y ang:2018:DRR

[YY18] Ming Y ang and Louis Z. Y ang. Determining a reasonable range

of relativ e n umerical tolerance v alues for sim ulating determinis-

tic mo dels of bio c hemical reactions. Journal of Computational

Biolo gy, 25(12):1361–1364, Decem b er 2018. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0026;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0026 .

Y ang:2019:MBO

[YY19] Louis Z. Y ang and Ming Y ang. Mo deling biological oscillations:

In tegration of short reaction pauses in to a stationary mo del of

a negativ e feedbac k lo op generates sustained long oscillations.

Journal of Computational Biolo gy, 26(10):1050–1066, Octob er

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0017; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0017 .

Y e:2010:CAD

[YY A10] Xugang Y e, Yi-Kuo Y u, and Stephen F. Altsc h ul. Com-

p ositional adjustmen t of Diric hlet mixture priors. Jour-

nal of Computational Biolo gy, 17(12):1607–1620, Decem b er

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0117; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0117 .

Y e:2011:IDM

[YY A11] Xugang Y e, Yi-Kuo Y u, and Stephen F. Altsc h ul. On the in-

ference of Diric hlet mixture priors for protein sequence com-

parison. Journal of Computational Biolo gy, 18(8):941–954, Au-

gust 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0040; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0040 .

Y ang:2019:RLN

[YYJ19] Y ush uang Y ang, W ei Y ang, and Ling Jin. The role of

long non-co ding RNA prostate cancer-asso ciated transcript 1

in prostate cancer. Journal of Computational Biolo gy, 26

(9):975–984, Septem b er 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0240;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0240.

Y e:2019:STS

[YYL19] Y usong Y e, Zh uo qin Y ang, and Jinzhi Lei. Sto c hastic telom-

ere shortening and the route to limitless replicativ e p oten-

tial. Journal of Computational Biolo gy, 26(4):350–363, April

2019. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2018.0234; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2018.0234 .

Y e:2020:DMH

[YYL20] Y usong Y e, Zh uo qin Y ang, and Jinzhi Lei. DNA meth yla-

tion heterogeneit y induced b y collab orations b et w een enhancers.

Journal of Computational Biolo gy, 27(12):1668–1677, Decem-

b er 2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2019.0413; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2019.0413 .

Y an:2023:MSG

[YYM

+

23] Chao c hao Y an, Jin yu Y ang, Heh uan Ma, Sheng W ang, and

Junzhou Huang. Molecule sequence generation with rebal-

anced v ariational auto enco der loss. Journal of Computa-

tional Biolo gy, 30(1):82–94, Jan uary 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0063;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0063 .

Yin:2014:NMC

[YYW14] Changc h uan Yin, Xuemeng E. Yin, and Jiasong W ang. A

no v el metho d for comparativ e analysis of DNA sequences b y

Raman ujan-F ourier transform. Journal of Computational Bi-

olo gy, 21(12):867–879, Decem b er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0120;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0120 .

Y eo:2009:ITF

[YYY

+

09] Zhen Xuan Y eo, Ho c k Ch uan Y eo, Joan Keng Suan Y eo, Ai Li

Y eo, Y e Li, and Neil D. Clark e. Inferring transcription factor tar-

gets from gene expression c hanges and predicted promoter o ccu-

pancy

. Journal of Computational Biolo gy, 16(2):357–368, F ebru-

ary 2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.19TT; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.19TT .

Y ang:2010:IGC

[YYZ

+

10] Qingwu Y ang, Gangman Yi, F engh ui Zhang, Mic hael R.

Thon, and Sing-Hoi Sze. Iden tifying gene clusters within lo-

calized regions in m ultiple genomes. Journal of Computa-

tional Biolo gy, 17(5):657–668, Ma y 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0116;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0116 .

Y ang:2023:NAS

[YYZ23] Xiao c hen Y ang, Zhan w en Y ang, and Chiping Zhang. Nu-

merical analysis of split-step bac kw ard Euler metho d with

truncated Wiener pro cess for a sto c hastic susceptible-infected-

susceptible mo del. Journal of Computational Biolo gy, 30

(10):1098–1111, Octob er 2023. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2022.0462;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2022.

0462 .

Y ang:2008:RPS

[YZ08] Jialiang Y ang and Louxin Zhang. Run probabilities of seed-

lik e patterns and iden tifying go o d transition seeds. Jour-

nal of Computational Biolo gy, 15(10):1295–1313, Decem b er

2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2007.0209; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2007.0209 .

Y ang:2017:MGR

[YZ17] Lianping Y ang and W eilin Zhang. A m ultiresolution graphi-

cal represen tation for similarit y relationship and m ultiresolu-

tion clustering for biological sequences. Journal of Computa-

tional Biolo gy, 24(4):299–310, April 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0030;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0030.

Zhao:2005:CA Q

[ZF05] Sheng Zhao and Russell D. F ernald. Comprehensiv e algorithm

for quan titativ e real-time p olymerase c hain reaction. Jour-

nal of Computational Biolo gy, 12(8):1047–1064, Octob er 2005.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1047; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1047 .

Zhou:2007:DSS

[ZF07] Leming Zhou and Liliana Florea. Designing sensitiv e and sp e-

cific spaced seeds for cross-sp ecies mRNA-to-Genome align-

men t. Journal of Computational Biolo gy, 14(2):113–130, Marc h

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0130; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0130 .

Zhao:2008:F A W

[ZF AS08] Zhiyu Zhao, Bin F u, F rancisco J. Alanis, and Christo-

pher M. Summa. F eedbac k algorithm and W eb-serv er for

protein structure alignmen t. Journal of Computational Bi-

olo gy, 15(5):505–524, June 2008. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2008.0075;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2008.

0075 .

Zheng:2009:AJO

[ZFBK09] W ei Zheng, Alan M. F riedman, and Chris Bailey-Kellogg.

Algorithms for join t optimization of stabilit y and div er-

sit y in planning com binatorial libraries of c himeric proteins.

Journal of Computational Biolo gy, 16(8):1151–1168, August

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0090; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0090 .

Zien:2003:MHM

[ZFZL03] Alexander Zien, Juliane Fluc k, Ralf Zimmer, and Thomas

Lengauer. Microarra ys: Ho w man y do y ou need? Journal of

Computational Biolo gy, 10(3–4):653–667, June 2003. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Zheng:2010:PFS

[ZGBK10] W ei Zheng, Karl E. Grisw old, and Chris Bailey-Kellogg. Pro-

tein fragmen t sw apping: a metho d for asymmetric, selec-

tiv e site-directed recom bination. Journal of Computational

Biolo gy, 17(3):459–475, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0189;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0189 .

Zak o v:2011:RPI

[ZGEZu11] Sha y Zak o v, Y oa v Goldb erg, Mic hael Elhadad, and Mic hal

Ziv-uk elson. Ric h parameterization impro v es RNA struc-

ture prediction. Journal of Computational Biolo gy, 18(11):

1525–1542, No v em b er 2011. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2011.0184;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2011.

0184 .

Zagordi:2010:DSG

[ZGRB10] Osv aldo Zagordi, Luk as Geyrhofer, V olk er Roth, and Nik o

Beeren wink el. Deep sequencing of a genetically heterogeneous

sample: Lo cal haplot yp e reconstruction and read error correc-

tion. Journal of Computational Biolo gy, 17(3):417–428, Marc h

2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0164; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0164 .

Zaharias:2022:RED

[ZGW22] P aul Zaharias, Martin Grosshauser, and T andy W arno w. Re-

ev aluating deep neural net w orks for ph ylogen y estimation:

The issue of taxon sampling. Journal of Computational Bi-

olo gy, 29(1):74–89, Jan uary 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0383;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0383 .

Zh u:2007:BHM

[ZH07] Dongxiao Zh u and Alfred O. Hero I I I. Ba y esian hierarc hi-

cal mo del for large-scale co v ariance matrix estimation. Jour-

nal of Computational Biolo gy, 14(10):1311–1326, Decem b er

2007. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2006.0151; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2006.0151 .

Zh u:2014:ASB

[ZH14] P eican Zh u and Jie Han. Async hronous sto c hastic Bo olean

net w orks as gene net w ork mo dels. Journal of Computational

Biolo gy, 21(10):771–783, Octob er 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2014.0057;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2014.

0057 .

Zhang:1994:EEP

[Zha94] Zheng Zhang. An exp onen tial example for a partial di-

gest mapping algorithm. Journal of Computational Biol-

o gy, 1(3):235–239, Jan uary 1994. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1994.1.235;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1994.

1.235 .

Zhang:1997:MMS

[Zha97] Louxin Zhang. On a Mirkin–Muc hnik–Smith conjecture for com-

paring molecular ph ylogenies. Journal of Computational Biol-

o gy, 4(2):177–187, Jan uary 1997. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.177;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.177 .

Zhang:2002:AIC

[Zha02] Jian Zhang. Analysis of information con ten t for biolog-

ical sequences. Journal of Computational Biolo gy, 9(3):

487–503, June 2002. CODEN JCOBEM. ISSN 1066-

5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652702760138583;

https://www.liebertpub.com/doi/pdf/10.1089/106652702760138583 .

Zhang:2016:TBP

[Zha16] Louxin Zhang. On tree-based ph ylogenetic net w orks. Jour-

nal of Computational Biolo gy, 23(7):553–565, July 2016.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0228; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0228 .

Zhou:2010:WMF

[Zho10] Qing Zhou. On w eigh t matrix and free energy mo dels for

sequence motif detection. Journal of Computational Biol-

o gy, 17(12):1621–1638, Decem b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0142;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0142 .

Zhou:2017:EPR

[Zho17] Jie Zhou. Effect of protein rep etitiv eness on protein–protein

in teraction prediction results using supp ort v ector mac hines.

Journal of Computational Biolo gy, 24(2):183–192, F ebruary

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0233; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0233 .

Zh u:2005:HTS

[ZHQS05] Dongxiao Zh u, Alfred O. Hero, Zhaoh ui S. Qin, and Anand

Sw aro op. High throughput screening of co-expressed gene

pairs with con trolled false disco v ery rate (FDR) and min-

im um acceptable strength (MAS). Journal of Compu-

tational Biolo gy, 12(7):1029–1045, Septem b er 2005. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/cmb.2005.12.1029; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2005.12.1029 .

Zhao:2005:FSD

[ZHS05] Xiao yue Zhao, Haiy an Huang, and T erence P

. Sp eed. Find-

ing short DNA motifs using p erm uted Mark o v mo dels. Journal

of Computational Biolo gy, 12(6):894–906, July 2005. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2005.

12.894; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2005.12.894.

Zh u:2007:PLS

[Zh u07] Binhai Zh u. Protein lo cal structure alignmen t under the

discrete F r ´ ec het distance. Journal of Computational Biol-

o gy, 14(10):1343–1351, Decem b er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0156;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0156 .

Zhang:2020:AAK

[ZHY

+

20] T ongc h uan Zhang, Guo dong Hu, Y uedong Y ang, Jih ua W ang,

and Y ao qi Zhou. All-atom kno wledge-based p oten tial for

RNA structure discrimination based on the distance-scaled fi-

nite ideal-gas reference state. Journal of Computational Bi-

olo gy, 27(6):856–867, June 2020. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0251;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0251 .

Zhao:2016:GTM

[ZHZ

+

16] Sh ufang Zhao, Yic hao He, Xinlu Zhang, W en Xu, W eili

W u, and Suogang Gao. Group testing with m ultiple in-

hibitor sets and error-toleran t and its deco ding algorithms.

Journal of Computational Biolo gy, 23(10):821–829, Octob er

2016. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2014.0202; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2014.0202 .

Zhang:2012:VVE

[ZK C12] Jing Zhang, C.-C. Ja y Kuo, and Liang Chen. VERSE:

a v arying effect regression for splicing elemen ts disco v ery .

Journal of Computational Biolo gy, 19(6):855–865, June 2012.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0063; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0063 .

Zhai:2010:PDE

[ZKL

+

10] Zhiyuan Zhai, Shih-Y en Ku, Yih ui Luan, Gesine Reinert,

Mic hael S. W aterman, and F engzh u Sun. The p o w er of detect-

ing enric hed patterns: an HMM approac h. Journal of Computa-

tional Biolo gy, 17(4):581–592, April 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0218;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0218 .

Zheng:2021:LDS

[ZKM21] Hongyu Zheng, Carl Kingsford, and Guillaume Mar¸ cais. Lo w er

densit y selection sc hemes via small univ ersal hitting sets with

short remaining path length. Journal of Computational Biolo gy,

28(4):395–409, April 2021. CODEN JCOBEM. ISSN 1066-5277

(prin t), 1557-8666 (electronic).

Zheng:2014:JI I

[ZKT14] Chaozhi Zheng, Mary K. Kuhner, and Elizab eth A. Thomp-

son. Join t inference of iden tit y b y descen t along m ultiple

c hromosomes from p opulation samples. Journal of Computa-

tional Biolo gy, 21(3):185–200, Marc h 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0140;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0140 .

Zeil:2017:CAM

[ZKWH17] Stephanie Zeil, Julio Ko v acs, Willy W riggers, and Jing He.

Comparing an atomic mo del or structure to a corresp onding

cry o-electron microscop y image at the cen tral axis of a he-

lix. Journal of Computational Biolo gy, 24(1):52–67, Jan uary

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2016.0145; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2016.0145 .

Zhao:2001:RIU

[ZL01] Hongyu Zhao and F eng Liang. On relationship inference us-

ing gamete iden tit y b y descen t data. Journal of Computational

Biolo gy, 8(2):191–200, April 2001. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652701300312940;

https://www.liebertpub.com/doi/pdf/10.1089/106652701300312940 .

Zhang:2009:GTT

[ZL09] Melvin Zhang and Hon W ai Leong. Gene team tree: a hi-

erarc hical represen tation of gene teams for all gap lengths.

Journal of Computational Biolo gy, 16(10):1383–1398, Octob er

2009. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0093; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0093 .

Zh u:2022:IAM

[ZL22] Mengqiu Zh u and Yinglei Lai. Impro v emen ts ac hiev ed b y

m ultiple imputation for single-cell RNA-Seq data in clus-

tering analysis and differen tial expression analysis. Jour-

nal of Computational Biolo gy, 29(7):634–649, July 2022.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0597; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0597 .

Zhang:2020:IHG

[ZLB

+

20] Rup eng Zhang, Leifeng Lv, W enrui Ban, Xiao qian Dang,

and Chen Zhang. Iden tification of h ub genes in Duc henne

m uscular dystroph y: Evidence from bioinformatic analy-

sis. Journal of Computational Biolo gy, 27(1):1–8, Jan uary

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0167; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0167 .

Zhang:2020:ISM

[ZLL

+

20] Sh usen Zhang, Y uan yuan Lu, Zhongxin Liu, Xiaop eng Li,

Zhih ua W ang, and Zhigang Cai. Iden tification six metab olic

genes as p oten tial biomark ers for lung adeno carcinoma. Jour-

nal of Computational Biolo gy, 27(10):1532–1543, Octob er

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0454; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0454 .

Zh u:2022:DRS

[ZLL

+

22] Xiaosh u Zh u, Jian Li, Y ongc hang Lin, Liquan Zhao, Jianxin

W ang, and Xiao qing P eng. Dimensionalit y reduction of single-

cell RNA sequencing data b y com bining en trop y and de-

noising AutoEnco der. Journal of Computational Biolo gy, 29

(10):1074–1084, Octob er 2022. CODEN JCOBEM. ISSN

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2022.0264; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2022.0264 .

Zornig:2015:RSI

[Z¨ or15] P eter Z¨ ornig. Reduced-size in teger linear programming mo dels

for string selection problems: Application to the farthest string

problem. Journal of Computational Biolo gy, 22(8):729–742, Au-

gust 2015. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2014.0265; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2014.0265 .

Zhao:2010:EEE

[ZPB

+

10] Xiaohong Zhao, Lance E. P almer, Randall Bolanos, Cristian

Mircean, Dan F asulo, and Ga yle M. Witten b erg. ED AR:

an efficien t error detection and remo v al algorithm for next

generation sequencing data. Journal of Computational Biol-

o gy, 17(11):1549–1560, No v em b er 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2010.0127;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2010.

0127 .

Zeng:2018:GW A

[ZPC

+

18] Lu Zeng, Stephen M. P ederson, Danfeng Cao, Zhip eng Qu,

Zhiqiang Hu, Da vid L. Adelson, and Chao c h un W ei. Genome-

wide analysis of the asso ciation of transp osable elemen ts with

gene regulation suggests that A lu elemen ts ha v e the largest

o v erall regulatory impact. Journal of Computational Biol-

o gy, 25(6):551–562, June 2018. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0228;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0228 .

Zhao:2010:PCM

[ZPD

+

10] F eng Zhao, Jian P eng, Jo e Debartolo, Karl F. F reed, T o-

bin R. Sosnic k, and Jin b o Xu. A probabilistic and con tin-

uous mo del of protein conformational space for template-free

mo deling. Journal of Computational Biolo gy, 17(6):783–798,

June 2010. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2009.0235; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2009.0235 .

Zh u:2023:GCM

[ZPD

+

23] Xiaosh u Zh u, Liyuan P ang, Xiao jun Ding, W ei Lan, Sh uang

Meng, and Xiao qing P eng. A gene correlation measuremen t

metho d for spatial transcriptome data based on partitioning and

distribution. Journal of Computational Biolo gy, 30(8):877–888,

August 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2023.0108; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2023.0108 .

Zhang:1997:ADS

[ZPM97] Zheng Zhang, William R. P earson, and W ebb Miller. Aligning

a DNA sequence with a protein sequence. Journal of Computa-

tional Biolo gy, 4(3):339–349, Jan uary 1997. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.1997.4.339;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.1997.

4.339 .

Zhang:2010:CGA

[ZPX

+

10] Xiang Zhang, F eng P an, Y uying Xie, F ei Zou, and W ei W ang.

COE: a general approac h for efficien t genome-wide t w o-lo cus

epistasis test in disease asso ciation study

. Journal of Computa-

tional Biolo gy, 17(3):401–415, Marc h 2010. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0155;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0155 .

Zhao:2020:HEF

[ZQZ20] T eng Zhao, Kun Qian, and Yi Zhang. High expression of F GF5

is an indep enden t prognostic factor for p o or o v erall surviv al and

relapse-free surviv al in lung adeno carcinoma. Journal of Compu-

tational Biolo gy, 27(6):948–957, June 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0241;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0241.

Zaitlen:2008:SIA

[ZR GHJ08] Noah Zaitlen, Man uel Rey es-Gomez, Da vid Hec k erman, and

Neb o jsa Jo jic. Shift-in v arian t adaptiv e double threading: Learn-

ing MHC I I–P eptide binding. Journal of Computational Bi-

olo gy, 15(7):927–942, Septem b er 2008. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0183;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0183 .

Zhang:1994:CMA

[ZRHM94] Zheng Zhang, Bala ji Ragha v ac hari, Ross C. Hardison, and

W ebb Miller. Chaining m ultiple-alignmen t blo c ks. Journal of

Computational Biolo gy, 1(3):217–226, Jan uary 1994. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.1994.

1.217; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.1994.1.217 .

Zhang:2020:BNB

[ZRNA20] Lixia Zhang, Leonardo O. Ro drigues, Niv en R. Narain, and Vi-

atc hesla v R. Akmaev. bAIcis : a no v el Ba y esian net w ork struc-

tural learning algorithm and its comprehensiv e p erformance

ev aluation against op en-source soft w are. Journal of Compu-

tational Biolo gy, 27(5):698–708, Ma y 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0210;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0210 .

Zhai:2012:NCP

[ZRS

+

12] Zhiyuan Zhai, Gesine Reinert, Kai Song, Mic hael S. W a-

terman, Yih ui Luan, and F engzh u Sun. Normal and com-

p ound P oisson appro ximations for pattern o ccurrences in NGS

reads. Journal of Computational Biolo gy, 19(6):839–854, June

2012. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2012.0029; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2012.0029 .

Zeng:2011:BAD

[ZRZD11] Jian y ang Zeng, Kyle E. Rob erts, P ei Zhou, and Bruce Ran-

dall Donald. A Ba y esian approac h for determining protein

side-c hain rotamer conformations using unassigned NOE data.

Journal of Computational Biolo gy, 18(11):1661–1679, No v em-

b er 2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2011.0172; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2011.0172 .

Zhao:2011:MFD

[ZS11] Xiao y an Zhao and Sing-Hoi Sze. Motif finding in DNA sequences

based on skipping nonconserv ed p ositions in bac kground Mark o v

c hains. Journal of Computational Biolo gy, 18(5):759–770, Ma y

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2010.0197; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2010.0197 .

Zh uk o v a:2014:KBG

[ZS14] Anna Zh uk o v a and Da vid James Sherman. Kno wledge-based

generalization of metab olic mo dels. Journal of Computa-

tional Biolo gy, 21(7):534–547, July 2014. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2013.0143;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2013.

0143 .

Zeira:2017:SCJ

[ZS17] Ron Zeira and Ron Shamir. Sorting b y cuts, joins, and

whole c hromosome duplications. Journal of Computational

Biolo gy, 24(2):127–137, F ebruary 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2016.0045;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2016.

0045 .

Zaman:2023:VVR

[ZSB

+

23] Sumaira Zaman, Sam uel Sledzieski, Bonnie Berger, Yi-

Chieh W u, and Mukul S. Bansal. virDTL: Viral recom-

bination analysis through ph ylogenetic reconciliation and

its application to sarb eco viruses and SARS-CoV-2. Jour-

nal of Computational Biolo gy, 30(1):3–20, Jan uary 2023.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2021.0507; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2021.0507.

Zhang:2009:EHR

[ZSV

+

09] Y u Zhang, Giltae Song, T om´ a ˇ s Vina ˇ r, Eric D. Green, Adam Sie-

p el, and W ebb Miller. Ev olutionary history reconstruction for

mammalian complex gene clusters. Journal of Computational

Biolo gy, 16(8):1051–1070, August 2009. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0040;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0040 .

Zhang:2000:GAA

[ZSWM00] Zheng Zhang, Scott Sc h w artz, Luk as W agner, and W ebb Miller.

A greedy algorithm for aligning DNA sequences. Journal of

Computational Biolo gy, 7(1–2):203–214, F ebruary 2000. CO-

DEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Zhao:2022:SR U

[ZTD

+

22] Minglu Zhao, Ning T ang, Ann y a L. Dahmani, Yixin Zh u,

F ederico Rossano, and T ao Gao. Sharing rew ards under-

mines co ordinated h un ting. Journal of Computational Biol-

o gy, 29(9):1022–1030, Septem b er 2022. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0549;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0549 .

Zw olak:2005:PEM

[ZTW05] Jason W. Zw olak, John J. T yson, and La yne T. W at-

son. P arameter estimation for a mathematical mo del of

the cell cycle in frog eggs. Journal of Computational Biol-

o gy, 12(1):48–63, F ebruary 2005. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://

www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.48;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.48 .

Ziv-Uk elson:2010:F AS

[ZUGVWS10] Mic hal Ziv-Uk elson, Irit Gat-Viks, Ydo W exler, and Ron

Shamir. A faster algorithm for sim ultaneous alignmen t and

folding of RNA. Journal of Computational Biolo gy, 17

(8):1051–1065, August 2010. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2009.0197;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2009.

0197 .

Zhang:2003:EP A

[ZW03] Y u Zhang and Mic hael S. W aterman. An Eulerian path ap-

proac h to global m ultiple alignmen t for DNA sequences. Jour-

nal of Computational Biolo gy, 10(6):803–819, Decem b er 2003.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (elec-

tronic). URL https://www.liebertpub.com/doi/abs/10.

1089/106652703322756096; https://www.liebertpub.com/

doi/pdf/10.1089/106652703322756096 .

Zhang:2007:NCC

[ZW07] Liqing Zhang and La yne T. W atson. Note on the computation

of critical effectiv e p opulation sizes. Journal of Computational

Biolo gy, 14(7):950–960, Septem b er 2007. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2007.0007;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2007.

0007 .

Zab oro wski:2019:BEM

[ZW19] Rafa l Zab oro wski and Bartek Wilczy ´ nski. BPscore: an ef-

fectiv e metric for meaningful comparisons of structural c hro-

mosome segmen tations. Journal of Computational Biol-

o gy, 26(4):305–314, April 2019. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2018.0162;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2018.

0162 .

Zhang:2023:AD W

[ZW23] Shilong Zhang and Sufang W ang. A T A C-DEA: a W eb-based

A T A C-Seq data differen tial p eak and annotation analysis ap-

plication. Journal of Computational Biolo gy, 30(3):337–345,

Marc h 2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2022.0033; https://www.liebertpub.

com/doi/reader/10.1089/cmb.2022.0033 .

Zhou:2004:GCB

[ZWD

+

04] Xiaob o Zhou, Xiao dong W ang, Edw ard R. Doughert y , Daniel

Russ, and Edw ard Suh. Gene clustering based on cluster-

wide m utual information. Journal of Computational Biol-

o gy, 11(1):147–161, Jan uary 2004. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https://www.

liebertpub.com/doi/abs/10.1089/106652704773416939;

https://www.liebertpub.com/doi/pdf/10.1089/106652704773416939 .

Zhao:2018:DPE

[ZWJ18] Jian Zhao, Jiasong W ang, and Hongmei Jiang. Detecting p erio d-

icities in euk ary otic genomes b y Raman ujan F ourier transform.

Journal of Computational Biolo gy, 25(9):963–975, Septem b er

2018. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0252; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0252 .

Zhao:2020:CND

[ZWK

+

20] Jingw ei Zhao, Le W ang, Daliang Kong, Guozhang Hu, and

Bo W ei. Construction of no v el DNA meth ylation-based prognos-

tic mo del to predict surviv al in glioblastoma. Journal of Compu-

tational Biolo gy, 27(5):718–728, Ma y 2020. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0125;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0125 .

Zhang:2019:IA G

[ZW Q19] Y udong Zhang, W enxiang W u, and Hao Qu. In tegrated analysis

of the gene expression c hanges during colorectal cancer pro-

gression b y bioinformatic metho ds. Journal of Computational

Biolo gy, 26(10):1168–1176, Octob er 2019. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0056;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0056 .

Zhang:2005:BNI

[ZWSF05] Dabao Zhang, Martin T. W ells, Christine D. Smart, and

William E. F ry . Ba y esian normalization and iden tification

for differen tial gene expression data. Journal of Computa-

tional Biolo gy, 12(4):391–406, Ma y 2005. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2005.12.391;

                                                                         https://www.liebertpub.com/doi/pdf/10.1089/cmb.2005.

12.391.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2019.0495;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2019.

0495 .

Zhang:2011:PIB

[ZZHL11] Sh u-Bo Zhang, Song-Y u Zhou, Jian-Guo He, and Jian-Huang

Lai. Ph ylogen y inference based on sp ectral graph cluster-

ing. Journal of Computational Biolo gy, 18(4):627–637, April

2011. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0028; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0028 .

Zien:2000:SIA

[ZZL00] Alexander Zien, Ralf Zimmer, and Thomas Lengauer. A sim-

ple iterativ e approac h to parameter optimization. Journal of

Computational Biolo gy, 7(3–4):483–501, August 2000. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic).

Zhou:2017:GRN

[ZZL

+

17] Y an Zhou, Bao xue Zhang, Gaorong Li, Tiejun T ong, and Xi-

ang W an. GD-RD

A: a new regularized discriminan t analy-

sis for high-dimensional data. Journal of Computational Bi-

olo gy, 24(11):1099–1111, No v em b er 2017. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2017.0029;

https://www.liebertpub.com/doi/pdf/10.1089/cmb.2017.

0029 .

Zhang:2022:ULB

[ZZL22] Emily Zhang, Jia jia Zhao, and Nancy Lync h. An upp er and

lo w er b ound for the con v ergence time of house-h un ting in

T emnothor ax an t colonies. Journal of Computational Biol-

o gy, 29(4):344–357, April 2022. CODEN JCOBEM. ISSN

1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2021.0364;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2021.

0364 .

Zhang:2023:PPI

[ZZL23a] Chihao Zhang, Shih ua Zhang, and Jingyi Jessica Li. A

Python pac k age itca for information-theoretic classification

accuracy: a criterion that guides data-driv en com bination of

am biguous outcome lab els in m ulticlass classification. Jour-

nal of Computational Biolo gy, 30(11):1246–1249, No v em b er

2023. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2023.0191; https://www.liebertpub.com/

doi/reader/10.1089/cmb.2023.0191 .

Zhou:2023:PCI

[ZZL

+

23b] P eixuan Zhou, Yijia Zhang, Zeqian Li, Kuo P ang, and Di Zhao.

Protein complex iden tification based on heterogeneous pro-

tein information net w ork. Journal of Computational Biol-

o gy, 30(9):985–998, Septem b er 2023. CODEN JCOBEM.

ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL https:/

/www.liebertpub.com/doi/abs/10.1089/cmb.2023.0081;

https://www.liebertpub.com/doi/reader/10.1089/cmb.2023.

0081 .

Zhang:2010:PIV

[ZZN10] Xinan Zhang, Yingdong Zhao, and Avidan U. Neumann.

P artial imm unit y and v accination for influenza. Journal

of Computational Biolo gy, 17(12):1689–1696, Decem b er 2010.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2009.0003; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2009.0003 .

Zhou:2015:DD A

[ZZNM15] Ping Zhou, Ning Zhang, Ruth Nussino v, and Buy ong Ma.

Defining the domain arrangemen t of the mammalian target

of Rapam ycin complex comp onen t Rictor protein. Journal

of Computational Biolo gy, 22(9):876–886, Septem b er 2015.

CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2015.0103; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2015.0103 .

Zheng:2008:D W G

[ZZS08] Ch unfang Zheng, Qian Zh u, and Da vid Sank off. Descen-

dan ts of whole genome duplication within gene order ph y-

logen y . Journal of Computational Biolo gy, 15(8):947–964, Oc-

tob er 2008. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-

8666 (electronic). URL https://www.liebertpub.com/doi/

abs/10.1089/cmb.2008.0118; https://www.liebertpub.

com/doi/pdf/10.1089/cmb.2008.0118 .

Zeira:2017:L T A

[ZZS17] Ron Zeira, Meira v Zeha vi, and Ron Shamir. A linear-time al-

gorithm for the cop y n um b er transformation problem. Jour-

nal of Computational Biolo gy, 24(12):1179–1194, Decem b er

2017. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2017.0060; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2017.0060 .

Zilb erstein:2006:HT A

[ZZUPY06] Cha y a Ben-Zak en Zilb erstein, Mic hal Ziv-Uk elson, Ron Y. Pin-

ter, and Zohar Y akhini. A high-throughput approac h for as-

so ciating MicroRNAs with their activit y conditions. Journal

of Computational Biolo gy, 13(2):245–266, Marc h 2006. CODEN

JCOBEM. ISSN 1066-5277 (prin t), 1557-8666 (electronic). URL

https://www.liebertpub.com/doi/abs/10.1089/cmb.2006.

13.245; https://www.liebertpub.com/doi/pdf/10.1089/

cmb.2006.13.245 .

Zoller:2020:NPI

[ZZZU20] Roni Zoller, Meira v Zeha vi, and Mic hal Ziv-Uk elson. A

new paradigm for iden tifying reconciliation-scenario alter-

ing m utations conferring en vironmen tal adaptation. Jour-

nal of Computational Biolo gy, 27(11):1561–1580, No v em b er

2020. CODEN JCOBEM. ISSN 1066-5277 (prin t), 1557-8666

(electronic). URL https://www.liebertpub.com/doi/abs/

10.1089/cmb.2019.0472; https://www.liebertpub.com/

doi/pdf/10.1089/cmb.2019.0472.