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Title word cross-reference

((1, 2)) [BJ13]. (∗, 2) [KO15]. (1.5 + ε)
[CWZL08]. (L, d) [CW11, DBR07, Tan14]. +
[ZSH21]. 1 [APPG18]. 1.375 [EH06]. 1β1β
[LCH19]. 2 [BLR15, GKS+22, HZL19, KD15,
LN21, LBQ+13, SSF18, YLW+24]. 2+
[LCOMG14]. 3 [ACSR21, ARP+16,
BWRF12, CWT+19, CSW+23, CHC+21,
CBF+18, GHZ+22, GPF+20, GH15, GJSB23,
GKS+22, HS15, KL19, KSMT19, LQV+13,
LHQ+18, NPK+07, RG16, RWH+10, Str11,
SSF18, TB23, VMD+08, YLH+15, YCZ+18].
4 [KHI+21, LBQ+13, MCRC17]. 13

[AAG+18]. 2 [LQJ+23, LWL+20]. 3

[PM20, YLY+12]. 6 [FLHG24]. 7 [MZLL22].
0 [GM22]. ATP [BMH+16]. α
[GCGCP+23, MRB12]. β [AAE11, BMH+16,

CNS+22b, DNS19, YXS16]. `1 [CMR19]. `2
[JXN+16]. F 2 [BCS11]. G [LBQ+13]. K
[CZ20, ARZ+14, PFJ+19, SC22a, WXY+23,
ATX21, AC12, AFJ12, HC14a, IM14,
LMZ14, PSC20, QZZ21b, RLRP23]. Lp
[LLT10]. λ [SPA17]. M [ZWZ16]. µ
[CPRC24]. N
[LZGZ14, MRK18, SLL+19, KNTB18].
O(m logm) [SSS+15]. O(N2) [BHS+04].
O(n lg n) [WLY14]. Ω(n2/ log n) [BE08]. P
[VTGC16, UKV18]. q [CZX19]. R
[MTNH17, Pol13]. S [SP11].

-Activation [LCH19]. -Approximation
[CWZL08, EH06, HZL19]. -ATPase
[BCFCC13]. -Barrel [YXS16]. -bounded
[KO15]. -Bulges [CNS+22b]. -Cell
[BMH+16]. -Content [RKDR10]. -D
[APPG18, LN21, NPK+07]. -Exemplar

1



2

[BJ13]. -Gram [CZX19]. -grams [LZGZ14].
-Helix [MRB12]. -Information [AC12].
-Labels [MRK18]. -Linked [SLL+19].
-Matrix-Based [ZWZ16]. -means [IM14].
-Median [UKV18]. -mer
[HC14a, LMZ14, CZ20, PFJ+19]. -Mers
[CMR19, RLRP23, SC22a].
-Methyladenine [FLHG24]. -Mismatch
[ATX21]. -motif [Tan14, CW11]. -Omic
[Ano12a, NVL22]. -Peptide [KNTB18].
-Quadruplexes [LBQ+13].
-Representation [CPRC24]. -Separated
[Pol13]. -Sheet [AAE11, DNS19]. -shortest
[ARZ+14]. -time [SSS+15]. -Transform
[SP11]. -Values [VTGC16].

/K [BCFCC13].

1 [AFAAW+11, DCM20, HHL+20, LNY05b,
MMB+13, RB16, SYKS15, Vis18]. 10th
[HBG16]. 11th [HBG17]. 12th
[HBG18, ZC14]. 13th [HC15, HBG19]. 14th
[BLP18, HBG20]. 15th [HBG21, WLC18].
16th [HHA22, YSC19]. 17th [ZPC+21]. 19
[ACJ24, CDBR21, CDAL22, CZL+22,
DZMB22, HC24, LLMZ23, LXC+24,
LZZ+24b, LTX21, PSA21, WKSP21,
ZJW+22].

2 [CHZ+21, JGKP21, LNY05a, PCY+19,
PZS+20, SDP+21, SCU+24, YJS+24]. 2.0
[TAL+15]. 2.5D [KHI+21]. 2012
[HCQ14, dSK13]. 2013 [AS15, LW15, SA15].
2014 [BPW17, Cat17, ZC15]. 2015
[Kim18, MJ18, TH18]. 2016 [BLP18]. 2018
[YGFC20]. 2019 [Ma22, XLX+21, YTC21].
2019-nCoV [XLX+21]. 2019nCoVAS
[XLX+21]. 2020 [YQWC22]. 2021
[YQBC22]. 2022 [YPGC24]. 20th [LYC24].
25th [STHA15]. 29th [ZLZ20]. 2L [ZCL21].
2SNP [BZ08].

3’ [MSH+11]. 3-in-1 [ACP22]. 3b
[LGN+19]. 3C [WGW+24]. 3C-Like

[WGW+24]. 3gClust [HCN+19]. 3ST
[HS08].

4 [CSZ+19].

5-Methylcytosine [NTL+22]. 5-Step
[AHK+21]. 50 [YKG+21].

7th [GJH19].

9 [LFZ+19].

AADB [LLJ+23]. Ab-Initio
[HZZY16, FXZS22]. ABC [GGM21].
Abdomen [QZZ+21a]. Abduction [BD19].
Aberrant [LKL+23]. Aberrations
[NVSH18, XL16, XLWL15]. Abilities
[BSR+21]. Ability [TC13]. Abnormal
[GCC+22]. Abnormalities [BCC+23].
Abnormality [WKZ+24, YKG+21].
Absent [ANR+23]. Absorbing [Gon13].
Abstract [HZZY16, WRH+09].
Abundance [JZW17, QTZ15]. ac4C
[LLX+24, LLX+24]. Acc [MMFD14].
Acc-Motif [MMFD14]. Accelerated
[CZX19, CCN22, GDWK+15, MPP+20,
MMFD14]. Accelerating
[AKLJ17, CWLZ14, GPScF15, HOS+12a,
HOS+12b, LSMW11, IM14]. Acceleration
[FVLN15]. Accelerator
[DSVMM18, WGL+21]. Accelerators
[NTR16]. Access
[Ano13e, CMSE+15, LBL+10].
Accessibility [GA23, JLJC24].
Accessment [NLW+24]. According
[AHK+21]. Account [MSH+11].
accumulation [LCOMG14]. Accuracies
[AM12, AM15]. Accuracy [BM13, KWL07,
LNR+09, MNW+04, TW10, Xu05].
Accurate
[ALC22, CMS12, CH11, CCE19, DDZ+21,
GGP08, JLJC24, KG20, KCY+24, LZW+22,
LLL+21a, MTM+15, NSZK15, NGZ+22,
SSS+11, SHJL10, WS12, WCX07, WCL11,
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XWC15, DST+15b, SYV14, SLW15].
Accurately [LLCC21, YSGZ20, XG14].
Acetylcytidine [LLX+24]. aCGH
[ZYW+13]. Acid [AHK+21, HLG10,
JDHL20, Kar12a, NLGG12, BDD18]. Acids
[LYL+17, NCJ24, TZWZ23, YH13]. ACM
[AS15, Ano12b, Cat17, Gus04b, KS13, Ma22,
SPK19, Tit16]. ACM-BCB
[AS15, Cat17, Ma22]. Acquisition
[ZLC+21]. across
[EW04, LTwG+11, MMH15]. ACT [LS10].
Activation [LCH19, RKZ16, SZGZ21].
Active [CHW21, GPF+20, HHSC13,
LMZ+20, LPH+21, NSMH19, NFM+12,
OLZ11, WHKK07]. Activities
[AFAAW+11, WZJS23]. Activity
[LDGY21, LGN+19, SYKS15]. Actors
[ZZKW18]. Actually [RRTB12]. Acute
[BMSZ22, DSM23]. AD [HYR+19].
AD-Related [HYR+19]. AdaBoost
[LGYW21]. Adaptation
[JSS+18, ZJW+22, RHH16]. Adapting
[YGJZ23]. Adaption [ZXJ+23]. Adaptive
[AKS13, BIDS23, DLM12, DLG+24,
JZYL24, LDM18, MJPP20, NTCO07,
PSIM17, PAAG07, SY09, SSS13a, SJS19,
TC16, WFY21, XLZ+15, YWK+07,
YCY+15, ZCG+18, ZWZZ22, XXM+16].
adaptively [YlCW+15]. Additional
[WMS09]. Address [CIZ+22].
Adenocarcinoma [YLC+23]. Adhesin
[GAR+09]. Adhesin-Like [GAR+09].
Adjacencies [LJZZ13, LLT+19, ZACS09].
Adjacency [CKL+23, QSJ+20]. Adjacent
[WM19a, YH13]. Adjoint
[FKLS07, MGS17]. Adjuvants [LLJ+23].
ADmeth [PZC+23]. Admixture [TBRS13].
Ads [ZSZ+22]. Advanced
[Che13, HEE+18, LQWP21, XJZS21, ZL19].
Advances [HSS18, QZA+23]. Adversarial
[BYZ+23, MTR+22, XWP+24, YLS23,
ZBL+23, ZHX+24]. adverse [XLC+15].
Advising [DK17]. Aerial [ZD17].
AFExNet [MTR+22]. Affective [HLSR18].

Affinity [Ale22, AM12, EMDH11, NNLT22,
PLTG22, WOYL17, ZWSX12, ZDY+23,
ZZW+24, AM15, CWZW15, DKS+15].
Affymetrix [LUdSCH10, MSH+11].
African [FMA+20]. AFSBN [WWF+21].
After [BYS+22]. Against
[AM22b, LKK+23, SDP+21, KKC16]. Age
[FS13b, GCC+22, LZL+22]. Ageing
[FFT16, WDX+15]. Ageing-Related
[FFT16]. Agents [NSMH19]. aggregate
[SLS+14]. Aggregation [APPG18, BRF17,
GSC17, PLD+23, SMB12, SPMB13,
WCX+22, Yan22, YOKI09, ZLZZ23]. Aging
[NM22, TC13, YFCM17, FZM15].
Aging-related [NM22]. Agnostic
[AALD17, NQNT23]. Agreement [BN06,
GB10, RBdlVMPG16, SCPS12, WS21].
AGTR2 [CHZ+21]. AI [YJJW21].
AI-Enhanced [YJJW21]. Aided
[gCLL+10, MVS+13, XTO+24]. AIEpred
[ZZP+21a]. Airflow [RSCX18]. Airway
[RSCX18]. AkaneRE [SYM+10]. Albumin
[RTA+16]. Algebraic
[FM13, LW13b, ZXB11]. Algorithm
[ALR+13, ATX21, AALD17, BPM21,
BHS+04, BPV+11, Bi09, BKLS18, BS08,
BHP19, CIZ+22, CZZ+23a, CFOS06, CC09,
CAW+19, CHC+21, CHH+22, CSE+21,
CKL+23, CBF+18, CWZL08, DM22, DT11,
EH06, FWXZ19, FM12, FMD18, GZFT15,
GSC+18, GBSB21, GD22, GAGM11, GK08,
GPMH16, Gra04, GZXH21, GZYL22,
HBM19, HWPE17, HBC+11, HHYH07,
HLSR18, HDS+18, HLH11, HvIKS11,
JZW+22, JZL+24, KCD+12, KWP+23,
KSMT19, LHL+19a, LLHW22, LTaS13,
LCLL10, LLHF15, LLH+17, LTL+19, LL22,
LXWL22, LSL+22a, LLZ+20a, LX21, LLW10,
LWZ12, LJZZ13, LKD23, LT07, LGYW21,
LWS+20, MWL+12, MGXS15, MTSCO10,
MTH22, MPS18, MCD+11, MGC19, MLZ17,
MB16, MM17, NRV22, NTCO07, NP13,
NPD+17, ORCJ13, OMWX09, OP11,
PAL+12, PLCW17, PWY+21, PK13, PBJ12,



4

QZLL24, RMV12, RSJK13, SDS18, SREK19,
SAE+20, SS04, SIM12, SSS20a, SV16, SR10,
TYDZ23, TZP17, UJ09, UWLH15].
Algorithm
[UAH16, VJRPNVJG24, WLCP11,
WKLL12, WWLL16, Wan16, WS21, WDH08,
WLC11, WMS09, XHQ+18, XCR21,
XWC15, XYLL23, YWK+07, YCYC12,
YXYC13, YLC+23, YC08, ZWL+12,
ZZZC17, ZZH18a, ZWM+20, ZWLZ21,
ZXZ+21, ZGW+24, ZFZL22, ZLJT17, ZW13,
AMBK14, CFIS+15, DST+15b, FWY+15,
GRDV14, GM14, GÁVRRL15, HLW15,
ARZ+14, Nye14, PWZW15, PWC+15,
RHH16, SHK14, SSKH15, STT+14, SSS+15,
XXM+16, YHV+15, ZSY+14].
Algorithm-Based [DM22]. Algorithmic
[LQV+13]. Algorithmics [BvBF+11].
Algorithms [AAKB22, AKS13, ASI+11,
AAE11, BEW09, BAK06, BBK+07, BG17,
BM13, CMR19, CEFBS06, CW09b, CW11,
CW12, Che13, CAN+08, DBR07, GH08b,
HK12, HCLS11, HYW08, HKM+18, JRSS18,
Jia10, KB19, LNC+05, LCC+11, MJZY22,
MO04, Mai09, MSP+19, MVVR19,
MVVR20, MVVR23, MWSM12, NS19,
NSNA19, PG18, PH10a, POS+18, Pol13,
RZMC17, RAA10, SK08, Shi10, SHUP19,
SLH+06a, SVE21, SDB+07, TS18,
TRKRC13, WL11, Wan12, WL19, WBE13,
WCLY12, XZG+18, YLCC13, YDM+08,
ZD12, ZZ18, vIKKS08, vIJJ+20, PSK+16,
Tan14, ZHL+14, MVVR21b, MVVR21a].
Align [JZL+24]. Alignable [PS11].
Aligned [LSTW+17, ZZW+22]. Aligner
[EMK18]. Aligning
[GTL+21, WL14, YlCW+15]. Alignment
[AH11, Alt23, ANR+23, AKLJ17, AGMP09,
BTTR11, BAK06, BKAV23, CWC04,
COW20, CSE+21, CGPW06, DBZ12, DK17,
DK13, DBN18, ECK16, FGKH11, FMD18,
GPMH16, HT09, HGM18, HB11, IGM+07,
JZW17, AKD17, KG20, KK08, LNR+09,
LPR+08, MWL+12, MGK08, MTH22, MS21,

MKH11, MGC19, MGKG17, NP13, NSZK15,
PHX+08, Pol11, Pol12, Pol13, QZZ21b,
RCM+19, RGN+09, SH11b, SLH+06a,
SSFW12, TRKRC13, TDK13b, TED+12,
TDA+09, TTWR13, VM18, WS08,
WLMW+11, WHKK07, WAK13, WB11,
WCLY12, Xu05, YLC+23, YLL+06, YH13,
ZSW23, ZLS+21, ZLLS17, ZGB+12, CV14,
FZM15, FSL+15, MG14, PSK+15, SHS15,
SCC+15, SPWF14, XXM+16].
Alignment-Based [CSE+21].
Alignment-Free [ANR+23, BKAV23,
MS21, QZZ21b, YH13, CV14]. Alignments
[BDD+10, HVG04, HPL+13, PT09].
All-Mapper [CZX19]. Allele
[BBSP08, DLM12]. Allelic [NT24].
Allowing [AGMP09]. almost [WLY14].
along [AGMP09]. Alphabet [SJNS19].
Alphabet-Friendly [SJNS19].
Alphabetical [FMD18]. alphabets
[YHV+15]. Alter [JLW17]. Alteration
[MW21]. Altering [Zha18]. Alternating
[HYL+19]. Alternations [XLW20].
Alternative [NHTD17]. Alternatively
[RLRH18]. Always [BBCP07]. Alzheimer
[AKH+23, GT24, JHZL19, LWT+18, MT24,
NLW+24, PZC+23, RNAR+24, SSK+20,
WLA+13, ZDX+24]. Alzheimer#x0027
[GCC+22]. AMAS [TC16]. Ambiguities
[ZZS07]. Ambiguity [GzS11]. American
[FMA+20]. Amino
[AHK+21, HLG10, JDHL20, Kar12a,
LYL+17, NLGG12, TZWZ23, YH13].
Amnioserosa [DABV17]. Among
[GCC+22, LZS23, PZWC20]. AMP [GM22].
Amphipathic [FXZS22]. Amphiphilic
[JMCY23]. Amyotrophic [MGP+22].
Analog [Pre04]. Analog-Spectrum
[Pre04]. Analyses
[ATA+17, KPP19, SSD19, WYY+13].
Analysis [AAAM+24, ACC+13, AAT20,
APKP18, iAOSS16, AKS20, BB11, BRS18,
BGS+12, BCY+22, BRB21, BKLS18,
BSLR05, BCFCC13, CP13, CC21, CDBR21,
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CXW+13, CBM+20, CZCL23, Che10, CS24,
CBK20, CWZ08, CZM+18, CMC+12, Dal16,
DSHM08, DADF+10, DKDD10, DLY+21,
DSVMM18, DKY21, DPW12, FZWS17,
FM12, FWY19, FVP+20, GPZ20, GGH+13,
GCZ18, GF10, Gos11, GPC+20, GM16,
HCN+19, Han10, HB05, HYC12, HSTW06,
HLDZ17, HLL18b, HLGS21, HXX21, IL18,
IYA12, JDCC12, JL10, JFR+19, JCF13,
JZL13, JS23b, KPK+17, KMSY20, KB20,
KCY+24, KNTB18, KKP22, KSB12,
KKPP22, KSK+18, LCTS08, LEAK11,
LFK16, LTM+12, LL11, LKY+11, LLX+11,
LWW+21, LXWL22, LLK+22, LLX+23,
cLWA07, LJL+15, LTLL23, LHG+16,
LPH+13, LXG+16, LLH18, LW19b, LTL+07,
LLY+23, MWZY17, MZLL22, MO04,
MTNH17, Mam05, MLFM22, MPP+20,
MT12b, MC07, MS21, MSS+13a]. Analysis
[MM24, MGS17, MWD11, MBF+13,
MBB+17, NU06, NA11, NCL+23, NO09,
NNM+12b, OG11, PLMV12, PIPC18, Pau18,
POS+18, POJ+22, QZA+23, RRD+23,
RdMCBC13, RAM17, Roc11, RWH+10,
RPBP18, SDA+06, SKS+19, SDCW11,
SZL+20, SKD+07, TZH07, TRKRC13,
TFTY23, TWZW16, UBP+19, UKV18,
VMZM17, WZA07, WMWA12, WYHD17,
WHXS17, WWL19, WFY+19, WZC+21,
WQLL23, WP08, WHKK07, WWC18,
XLX+21, XHY+18, YWW+24, YCCY20,
YLXJ04, YM20, YLL+06, YB08, ZMST18,
ZL24, ZZ13, ZZN15, ZWZ16, ZZZW19,
ZWHC19, ZFH+21, ZZGL24, ZC11, ZK16,
ZZS07, ZWW17, ZYW+13, ZGDH16,
ZCWW19, ZM22, dCAR11, GTDK15,
GMCB14, KG15, LHN+14, LYH+16,
LLCZ15, LP15, LLH+14, MEOL14, OFC+14,
RTWR15, WZ14, WZC+15, YTLL15,
YCY+15, ZMP+14, ZWC15]. analytic
[BCLC15]. Analytical
[HLM+13, KBBD+17, SK21, LCOMG14].
Analytics [GYW+24, LGL24, YHW+21,
ZLWF24, GFG16]. Analyze

[HRAGS+23, LBL+10]. Analyzer
[GPC+20]. Analyzing [ABS15, BMCY22,
BHMA06, CMS22, CHW+18, CKL+23,
GZXH21, GHL05, JS23a, SCSS05, SC11,
TV11, UWZ+24, WDL+17, PSK+16].
ANCA [CSE+21]. Ancestor [MTH22].
Ancestor-Descendant [MTH22].
Ancestral
[ACPR10, GZFT15, LCSW18, MRS09,
NLHL17, SLH06b, WKE11, HZZT14].
Ancient [LCSW18, SW09]. Anesthesia
[BCY+22]. Angles [FSX19, GA23].
Annealing [BA18, TW10]. Annotated
[KT07, SPD24]. Annotation
[AALD17, CC11, DGV+17, JLJC24,
LJK+12, LLYS21, ZXZ20, ZCL21, CM15,
DC15, KY22, SLW15]. Annotations
[AMGC16, ABVD12, CYJ+19, CM16,
CPM18, DKDD10, GSK13, HXXJ18, IQA18,
LBM+18, LZH18, LLZ+13, MCC16, WB17,
YFWZ18, ZSZ+21, ZWL+23, CXS15,
YRD+14b]. Annual
[Ano04a, Ano05a, Ano06b, Ano08a, Ano09b,
Ano10b, Tit13, XTL12a]. Anomalous
[DRS12, DR14]. ANOVA [EAS12]. Answer
[WYL07]. Answering [BYZ+23, DYL+23].
Ant [LGZ+17, ORCJ13, XSL+21, GRDV14].
ANTENNA [WLCX18]. Anti [GM22,
KMS+21, MWZY17, NSMH19, PSIM17,
RBB+19, SFK+24, WLCX18, ZZP+21a,
ZLZW22, dSPFF21, BHW+14, WFD15].
Anti-Breast [RBB+19]. Anti-Cancer
[NSMH19, PSIM17, WLCX18, BHW+14].
Anti-Coronavirus [KMS+21].
Anti-EGFR [MWZY17].
Anti-Hypertensive [ZLZW22].
Anti-Inflammatory [ZZP+21a].
Anti-Longevity [dSPFF21, WFD15].
Anti-microbial [GM22]. Anti-MRSA
[SFK+24]. Antibiotic [MWD11, YFY+22].
Antibiotic-Resistant [MWD11].
Antibiotics [LLJ+23]. Antibody [ZWL11].
Antibody-Specified [ZWL11].
Antiepileptic [RBB+19]. Antifreeze
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[KNTB18]. Antigenic [QQD+21]. Antilope
[AKR12]. Antimicrobial
[FWY19, JKN+12, SYKBG24, VKS17].
Antituberculosis [FDZ+24]. Antiviral
[GXJ+24]. Any [LPH18]. AP [TDZ+19].
Apex [TRKRC13]. Apocrine [SMPS20].
APP [WZC+15]. Applicability
[ARS17, HB05, KK12]. Application
[ASP20, ACP22, BRF17, BMSZ22, BD19,
BRB21, BSST08, BHP19, CW11, Che12,
CLZ+18, CDAL22, Che10, CZJ17, CCN22,
CCF+24, DCM20, DZMB22, DLY+21, ED15,
FKLS07, GF10, GBB+11, HSS18, JKC23,
JGW+21, KCD+12, KHO+20, KM20,
LFS06, LLZC12, LX21, LLW10, LLK+21,
MMBC22, NFM+12, OHK+21, PAL+12,
PSN+15, RGI13, RB16, Roc11, SdOD+12,
STD20, SPMB13, SND22, UKV18, VBG+18,
WM19a, WFY+19, WLA+13, WWL+17,
XPH12, XLZ+15, YLXS17, YGY+19,
ZZM17, dCAR11, dSPFF21, Mir14,
WDX+15, ZMP+14]. Applications
[Ano08c, BMT17, BPRZ11, CLS22, CNS22a,
CLSW23, CZ24, CZ12, DLRW18, DS21,
FZNZ23, GCJ+21, HMZ17, LHLY11,
LSB+11, dHMPFdM23, MPZ08, MPSZ09,
MWZ13, MSZ19b, MNPZ10, MMG+22,
MGP+23, MHKR12, OMWX09, Pol13,
QKÖ18, QL09, RXAH+23, SZZ+19,
SRM+24, Sen19, SHJL10, TS18, WNT+17,
WLWN17, WW22, ZDN+23, ZYW+21,
ZS19, ZLWF24, BCLC15, CEG14, GPScF15,
SVM14, TDD14, MPZ07]. Applied
[GRD+21, GRH08, IGM+07, VMZM17].
Applying [ADTAQ16, ATA+17, PIPC18].
Appreciation [Gus07a, Gus07b, Xu14b].
Approach
[AAP06, AJD+12, AKS13, AM22b, AC12,
AHT+18, AKR12, ACSR21, AN21, ASI+11,
BSS+22, BA18, BRB21, BSR+21,
BHHMCL16, BCVS19, BCL13b, CNO+23,
CCA12, CSW11, CW09a, CGW+16,
CKWY12, CWZ08, CGC24, CAN+08,
CHK17, DBN18, FJJ11, FYZ+19, GRK23,

GAH22, GAH+21, Gon13, GGM21, GET13,
GDM12, GG11, HZW+17, HM13, HLHAJ20,
HVG04, HMK+07, HSZ+23, IGA18, IC23,
ISK18, JMA17, JLK+21, JZW17, KCD+12,
KHO+20, KB20, KCP18, KLC24, KSS15,
LQV+13, LRR08, LTM+13, LH10, LFZ+19,
LPH+21, LZX+21, LDZL23, LMZL17,
LGB15, LHC18, LWY+21, MRB12, MP22,
MPF12, MKG20, MSJP19, Mam05, MSB19,
ME19a, MMS24, MMB+13, MNND13,
MVS+13, MPY18, MGKG17, MRB+24,
MGS17, MWLS18, NSC17, NNLT22, NO09,
OC13, PLH22, PB19, PSPM20, PVB+12,
PR12, RKDR11, RFBTD22, RTD23, RV06,
SP11, SVZ09, SSS+11]. Approach [SBW15,
SKS+19, SLX+18, SZD+23, SH11b, SAS+23,
SYKM17, SW09, SLL+19, TWW+20, TZ16,
TSIA24, TDZ+19, TBGL10, TBRS11,
TTWR13, TC13, UKC+23, VRK12,
VMZM17, WYY+13, WLL+09, WSX11,
WWL+17, XSL+21, XLP+21, XDZ+23,
YYLL22, YHZ+19, YLL+06, ZWZ16,
ZwGC17, ZWHC19, ZHG20, ZS18, ZAZ11,
ZZH18b, BHW+14, CZWT15, CA14,
GZGX14, GJPSV14, KD15, LLCZ15,
LZGZ14, MG14, MM14a, MM14b, PSK+15,
SDAA+14, SLW15, SEC15, TYL+16].
Approaches
[Ano05b, BM08, BH06, GCJ+21, GM16,
HEE+18, AKD17, LP21, MCDD12, NTL+22,
RZF07, SWSA21, YB08, ZSZ+22].
Approaching [QSJ+20]. Approximate
[ÅSWH22, ASK+23, ACPR10, HC14a,
RFB20, ADTAQ16]. Approximated
[PPFG20]. Approximating [BPV+11].
Approximation [BS08, CP13, CC09,
CW09b, CHNW20, CWZL08, EH06, FL18,
HZL19, HBC+11, Jia10, LJZZ13, Mne09,
NPBD16, SND22, ZSY+14].
Approximations [RBdJ11]. APT
[KKP+21]. Aptamers [LH20]. AR-UNet
[ZLB24]. Arabidopsis [HRAGS+23,
MCRC17, MVW+13, TRKRC13, WWL19].
Arbitrary [BG13, Jia10].
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Arbitrary-Shaped [BG13]. Architectural
[STD20]. Architecture
[GXJ+24, LZY+22, MSS19a, SRM+24,
SYL19, WCXL18, ZZH19, ZZBH20, ZG19].
Architectures [ACJP23, KP12]. Areas
[TGK13]. Argument [Ozy12, SSZ+23].
ARHap [Maz22]. Arithmetic [MHKR12].
Ark [HBC+11]. Array
[CW09a, LHS16, PS15]. Arrays
[HKS11, LEAK11, MSH+11, SK08].
Arrhythmia
[ARM+19, GAX+23, ZCWW19]. Art
[SW17]. Artery [MLFM22]. Article [LS10].
Articles [DLT10, HLV+10, HCQ14].
Artificial
[ACJ24, LYW20, LvH24, MMC+23,
PLC+20, RRD+23, SSS20a, WWF+21].
ARTMAP [AFAAW+11, XAW07].
ASAPP [STD20]. ASFold [QZL+22].
ASFold-DNN [QZL+22]. Asia
[HC15, LYC24, STHA15, WLC18, YSC19,
ZPC+21, ZC14]. ASIP [XLZ+15]. Aspect
[BAO+23, RTD23]. Aspects [dNG17].
Aspergillus [OMAdG+12]. ASSA
[MPSY18]. ASSA-PBN [MPSY18]. assay
[GBTL14]. Assembled [LHKL17].
Assembler [GK19]. Assemblies [GAJ+18].
Assembling [RG16]. Assembly [CLVT+20,
CMC+12, FS13b, GRS+13, GCY+21, HG16,
LLH+17, LLL+20, LLL+21b, PS11, PGF18,
RLR20, TGP+15, WL22, XSS17, ZFZ+20,
ZFZL22, ZKP+07, PV16]. Assessing
[ARK20, PT09, SMSZ17, ST23].
Assessment
[AM12, CLVT+20, DBK18, GAJ+18,
JDHL20, KWL07, VRHB23, XLX+21,
XLP+21, AIS+16, AM15, MG14, XLC+15].
Assignment [AAG+18, CCA12, CZF+05,
LW13a, WL07, ZKP+07]. Assignments
[KKP22, MSG18]. Assisted
[JQGY21, MP22, PCDP18, SFK+24].
Assisting [CCF+24]. Associate
[Ano04b, Gus04a, Gus06a, Gus07a, Gus07b,
Sag09b, Wil04a]. Associated

[AAAM+24, BSS+22, BIBD21, CLST+13,
DZH16, GWW+22, GTTR+17, GZYL22,
KSN+12, KCP18, LHHL19, LDZL23,
LDL+17, PSIM17, QLZ16, SAE+20,
XYYZ20, XW16, ZHZ+20, ZJZ+24, GJK15].
Associating [LLL+23, NAHT+20].
Association [AMGC16, BDD18, Bha23,
CLH+15, DMK22, FMA+20, JWG+22,
JYW+24, KB20, LLC+24, LRR08, LTP22,
LZW20, LZX+21, LLZC12, LNW20,
LJN+23, MZLL22, Maz22, MM24, MCM22,
NJMF19, PLD+23, PNP+18, PAAG07,
QZJ+23, QKÖ18, RGI13, SZL+20, TGGF10,
Tsa12, VTGC16, WYY+13, WLP23,
WCX+22, XZG+23, YL12, ZZCD19, ZCL22,
ZDN+23, ZYW+21, ZS19, LYH+16,
NCMCAR15, WSTL+15, XLC+15].
Associations [AAF+13, BOSF24, BKKG19,
CLL+21, CZW+23b, FKZ+24, GZC+17,
HYR+19, HJD24, LWL+18, LWXX22,
LWY+23, LXS+24, LZHZ17, LWZ+21c,
LKD23, LLZ+23, LLZ+22, LW24, MWSM12,
PCD+23, SXW+24, SVE21, WLCX18,
WXY+23, WHL+24, YWN+19, YDW+20,
YDW+21, YD24, YAB13, YZC+23,
YKWK18, YYY+22, YWL+24, ZLF+21b,
ZLG+21, ZYJ+23, ZS18, ZYZ+23].
Associative [KNS+05]. Assortative
[PPZ12]. Assumption
[BCVS19, OZWA21, TM11]. Assurance
[PvRV+20]. ASTRAL [SRM18].
Asymmetric [FPPR11, MTH22].
Asymptotic [DR16, ZWZ16].
Asynchronous
[GAH22, LW13b, ZWL15, ZWG+21].
Asynchronous-Random [ZWG+21].
Asynchrony [MPQY19]. ATC [ZDN+23].
Atlas [JZL13]. ATPase [BCFCC13]. ATT
[CZZ+23b]. attachment [PWZW15].
Attack [DMJ+18, YCX+21]. Attacks
[HYL+20]. Attention
[Ale22, AHC+21, BZWD22, CYWW22,
DZD+23, DPS22, GJSB23, GAX+23,
HLSR18, HLX+21, KDRP24, LXL+21,
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LWL+22, LSW+23, LYZ+24, LJC+22,
LZC+23, LCL+23, LW24, RTD23, SZHH22,
TB23, WCDM23, WSL+24, XZL+24, YJ22,
ZHL+24, ZDY+23, ZYYX23].
Attention-Based [AHC+21, DPS22].
Attention-Guided [LXL+21, TB23].
AttentionDTA [ZDY+23]. Attentive
[JJZ+22]. Attractor
[AKMT12, GAH22, MPQY19]. Attractors
[CPL+23, DT11, FMRS18, KH14].
Attribute [ACWW05, ACWW07, HC13].
Attributed [HWM22, LZM22, ZLY+13].
Augmentation [DYL+23, LQJ+23,
MWH+23, WSJ21, WYF+23]. Augmented
[ZWHC19]. aureus [AKNB07].
Authentication [CZB+16]. Autism
[SVdSS+18]. Auto
[CGL+23a, LHH19, YZL23, CMS12].
Auto-Encoder [YZL23]. Auto-Filling
[LHH19]. AutoDock [HOS+12a, HOS+12b].
Autoencoder [CZL+22, FZM20, FKZ+24,
JKC23, JWG+22, MTR+22, SN24].
Autoencoders [ZZW+24]. Automata
[HBRU13, MHKR12, RA16]. Automated
[ACJP23, BM20, CZL+22, DGV+17,
GAR+09, GLG10, JS23b, KKP+21, LFZ+19,
MLFM22, RKDR10, STD20, SGP+20,
UBP+19, XSL+21]. Automatic
[CPQ08, DADF+10, LSW+23, LZY+22,
MA12, Ozy12, RV06, SYZ+13, SZCX19,
SXL+14, WWY+24, YSC13, YB08, ZCR+17,
ZZH+24, LZGZ14]. Automaton [KHP12].
AutoMSR [CGL+23a]. autophagy
[MFS+15]. autophagy-related [MFS+15].
autoregressive [JHXP15]. Avenue
[ABS17]. Average [HYW08]. Aware
[DGJ+24, GJSB23, JSM+22, MGS+21,
SRXZ24, UWLH15, WKZ+24, ZCL22].
Awareness [ZWL11]. aWCluster
[POJ+22].

B [WWC18, LLW+11, XHY+18, ZWL11,
ZHL+14]. B-Cell
[XHY+18, ZWL11, ZHL+14]. Bacillus

[NPBD16, SSDN12]. Backbone
[FSX19, HSTW06]. Bacteria
[CZJ17, Cza18, MBP+18, MLZ17, MWD11].
Bacterial [IGM+07, Kar12b, LZX+19,
LHL+19b, LSL22b, NLGG12, NLW+18,
RRD+23, SKK14]. Bacteriophage
[LWL+21]. Bacteriophage-Host
[LWL+21]. Bad [Wan16]. Bag [ZWHH21].
Bag-Based [ZWHH21]. Balanced
[BGHM09, BM13, YLC20]. Balancing
[KZ10]. Bandwidth [ZACS09]. Barcode
[WZZ+18]. Barcodes [YLCC13].
Barcoding [MRK18, YWCC22]. Barking
[LNR+09]. Barrel [YXS16]. Barriers
[BCD+21]. Basal [SMPS20]. Base
[WOYL17, ZKP+07]. Base-Assignment
[ZKP+07]. Basecalled [MRK18].
Basecalling [cLWA07]. Based
[AAF+13, AAKB22, ALC22, AOSN+18,
ALR+13, AKH+23, AM22b, ASK+23,
APRS11, AWW18, AHC+21, Ano12a,
AAT20, AM12, BBW18, BYZ+23, BM17,
BEW09, BDP11, BZ07, BMM06, BSS+22,
BZWD22, BD19, BFM13, BAK06, BB24,
BU17, BHS21, BEQD19, BCVS19, BGHM09,
BM13, BIBD21, BM20, BHP19, CZW+23a,
CZZ+23a, CLVT+20, CSZT19, CCA12,
CDBR21, CCYW12, CDB+16, CH11,
CLW13, CXW+13, CGZ15, CHZ+16,
CWCJ21, CLL+21, CYL+21, CDAL22,
CZZ+23b, CLYR23, CGL+23b, CSW+23,
CWP+23, Che16, CZX19, CLS19, CM16,
CSE+21, CDKT09, CKL+23, CCC+22,
DLT10, DDZ+21, Dal16, DTA+23, DSM23,
DBZ12, DM22, DYZC22, DQZ+23, DZ11,
DLG+24, DBTB09, DLL+24, DT11, DPS22,
DPW12, EAS12, EMK18, EBP24, ED15,
FWXZ19, FSP23, FSNF21, FHDU22, FJJ11,
FYZ+19, FKZ+24, FL18, FVLN15, FLM+16,
FLAM15, FPC20, FDZ+24, GLL+18,
GWW+22, GTX+23, GRS+13]. Based
[GXSZ17, GRD+21, GBSB21, GK19, GAH22,
GAGM11, Gos11, GSC17, GCJ+21, GMAS22,
GZC+17, GTL+24, GM16, HYW+17,
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HOS+12a, HOS+12b, HHSC13, HWPE17,
HLY+16, HG16, HLDZ17, HLZ+17, HLSR18,
HLL18b, HHC+24, HC07, HLX+21, HSZ+23,
ICZ+24, IGM+07, IL18, ISK18, JJH12,
JGBR15, JvI18, JMA17, JLYZ16, JWG+22,
JYW+24, JZF+21, JMCY23, JXN+16,
JLH16, JLK+21, JCG+22, JZW+22,
JWW+24, JHZL19, KWP+23, KCCC15,
KSLW23, KKPP22, KSS15, LWL+18,
LLC+24, LTM+13, LN21, LR20, LPH18,
LLH23, LTaS13, LYW20, LLX+11, LLC+13,
LLHF15, LLX+16, LDM18, LTL+19,
LWL+21, LZX+21, LXWL22, LWY+23,
LXS+24, LZZ24a, LLL+20, LRM12, LZ18b,
LZX+19, LHZ+19, LZY+22, LKL+23,
LLZ+13, LXG+16, LZZ+16, LGZ+17,
LHQ+18, LLH18, LCGW19, LHH19,
LZQ+20, LLZ+20b, LQY+20, LWZ+21c,
LWZ+21b, LZW+23a, LLL+23, LKD23,
LDL+17, LWS+20, LWY+21, LLY+23,
MGL+12, MWZY17, MHTJ22, MMC+23,
MGSP22, MGS+21, MPF12, MGK08,
MMBC22, MLFM22, MNLF+22, MCD+11].
Based
[MKH11, MBJ19, MPA15, MLZ17, MGKG17,
MDD18, MCM22, MB16, MJ23, MM17,
NLGG12, NSC17, NP13, NSZK15, NTL+22,
NPD+17, NWZ+20, NGZ+22, NHTD17,
NLW+18, PRP21, PSR+24, PCL+22, PSS09,
PL17, PTH+18, PZH20, PWY+21, POJ+22,
PSN+15, QRT+23, QL16, QD12, QLZZ22,
QLZ16, QDZ+21, QZL+22, QZLL24, QTZ15,
QWC+16, RGI13, RC11, RFBTD22, RTD23,
RAA20, RV13, RTC23, RGZ+23, SN24,
SP11, SLCZ22, SRM+24, SGC07, SNK+22,
STD20, SMB12, SN12, SMPS20, SY09, ST05,
SZHH22, SNC+16, SSZ+23, SPD24, SIK20,
SPW20, STY+23, SBM15, SYKM17, SCM19,
SWX+19, SLCL22, SSFW12, SDTK19,
SJWW23, SSF18, TGLP16, TAAP11, TS18,
TZ16, TDY+18, TSIA24, TGGF10, TZY11,
TBRS13, TTWR13, TW10, VRJ+10,
WZA07, WLWP12, WCMZ15, WLG+16,
WWLL16, WGX+17, WZZ+18, WCQ+19,

WSJ21, WFY21, WHW21, WZC+21,
WW22, WDL+22, WLWJ22, WCDM23,
WYF+23, WQLL23, WWL+23a]. Based
[WWY+24, WSL+24, WLL+24, WYS+24,
WXS+19, WYL07, WMS09, WDS+12,
WZ13a, WGK16, WWC18, WW19, WCX+22,
XLW20, XZG+23, XCR21, XWC15, XZG+18,
XLP+21, XXW+23, XYLL23, XWP+24,
YSC13, YWN+19, YDW+20, YDW+21,
YDZ+22, YM11, YXYC13, YZC+23,
YXL+23, YM20, YLL+06, YLY+12, YP13,
YH13, YSW+17, YG19, YRL+20, YLZW21,
YPL+23, YZH+23, YZG+17, YLBX21,
YYX+21, ZDL+19, ZL24, ZWSX12, ZDL12,
ZWZ16, ZwGC17, ZD17, ZXLZ18a,
ZXLZ18b, ZCG+18, ZLXL19, ZZF+19,
ZKW19, ZSZ+21, ZLG+21, ZXZ+21,
ZWHH21, ZCT22, ZZQ22, ZYX+23,
ZZZ+23, ZJ23, ZXW+23, ZJZ+24, ZLD+24,
ZGW+24, ZG19, ZDY+23, ZYJ+23, ZDZ+23,
ZDN+23, ZZN+11a, ZZN+11b, ZYW+21,
ZS18, ZLL21, ZPW+21, ZYZ+23, ZWY+10,
ZAZ+22, ZKLZ24, ZWZZ22, dDD18,
AMBK14, AAG+18, BM14, CWLZ14, DS14,
DPL+14, DWZ+15, DKS+15, FHRG14,
GZGX14, GRDV14, GJPSV14, GH15,
GÁVRRL15, HVD18, HRHP16, HPH+15,
HLW15, Jam15, KCZ+15, KH14, KFHK14].
based
[LHN+14, LLW+15, LZGZ14, LLZ+20a,
LXZ+15, LLYS21, MSS19a, MBS15,
MCH+15, MG14, MM14b, PWC+15, RHK14,
SQZA14, SDAA+14, SSKH15, STT+14,
TWZP14, TAL+15, VPB15, WLL+20, XG14,
YTLL15, YCY+14, YLH+15, ZZ15,
ZWM+20, ZWL+14b, ZZ14, LFF18].
Based-Approach [MPF12]. Baselines
[HLY+22]. Bases [PCGS05]. basic [BF14].
Basis [DM09]. Batch
[LLCC21, SPA17, ZBL+23]. Bayes
[KB20, SSP+17, WDS+12, YZG+24].
Bayesian [ÅSWH22, AM22a, AV17, AAE11,
BDBH15, BEQD19, CSK+11, CMMZ20,
CGPW06, Dal16, ED14, GGM21, GZC+17,
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IBN19, KQD21, KM20, LCZN16, cLWA07,
LW13a, LWZ+21c, LLK+21, PAL+12,
PKM22, PWT10, RTWR15, SGK12,
TIA+11, TTWR13, WWF+21, XWQ+24,
XZY+14, YYLL22, ZPW+19, ZCT22,
ZKL18, ZM22, pD20]. BCB
[AS15, Cat17, KS13, Ma22]. BCIs
[GCJ+21]. Be [AHT+18, Wil11]. Bead
[CSZT19]. Bead-Chain [CSZT19]. Bee
[SSS20a, GRDV14]. Behavior
[BMH+16, Cza18, DABV17, FL18, HXX21,
QD12, WBP+12]. Behaviors [Pha23]. BEL
[MHTJ22]. Belarus [SKS+19]. Belief
[RSK23, GBLZ14]. Benchmark [LN17].
Benchmarks [MWZ+20]. Benign
[ZLXL19]. Bernoulli [XSL+21]. BERT
[CDAL22]. Best [GSX+18, SGHS23]. Beta
[CPQ08, DGRC15]. Beta-Binders [CPQ08].
beta-structural [DGRC15]. Better
[iAOSS16, BCVS19, CHNW20, NZR11].
Between
[BKKG19, CLL+21, CLH+15, SMPS20,
SYZ+13, ZD21, AAF+13, ABVD12,
CCCY20, DM09, DBK18, HXXJ18, HM15,
IQA18, KNS+05, LTM+13, LKLB14,
MZS+16, PH10b, SSP+05, Tah18, Wil12].
Between-Class [SYZ+13]. Betweenness
[BLS12]. Beyond [CV14]. Bi
[BA18, LLBL20, UKV18, YDW+20,
YFWZ18, DDZ+21]. Bi-convex [WB17].
Bi-Level [LLBL20, UKV18].
Bi-LSTM-CRF [DDZ+21]. Bi-Objective
[BA18, UKV18]. Bi-Random
[YDW+20, YFWZ18]. Biaffine [DGJ+24].
Bias [RKDR10, RKDR11]. Biased
[CNO+23, MSS13b, CWZW15]. BIBM
[LW15, TH18, YS17]. BIC [XWQ+24].
BIC-LP [XWQ+24]. Bicliques
[LLW10, MMB+13, LLL16a]. BiClusO
[KHO+20]. bicluster [GM14]. Biclustering
[CWZ08, CKL+23, FSNF21, HM15,
KHO+20, MO04, MTSCO10, MSB19,
MMB+13, MB16, TBKH05, AMBK14].
Biclustering-Based [FSNF21].

biclusterings [HC14b]. Biclusters
[HTLL12, YNBM05]. Bidirectional [Bha23,
BZWD22, CC07, KHI+21, PSA21, TR07].
Bifurcating [CBM+20]. Big [AAB22,
GYW+24, LGL24, WYWX16, YHW+21,
ZLWF24, JZCZ15, LHS16, WLC+15].
BigMPI4py [AAB22]. Bijective [GE18].
Bilinear [HLM+13]. Billera [WYH17].
Binarization [HMW+12]. Binary
[BG12, CCCY20, CKL+23, DTA+23,
HYW+17, KB17, KB19, PK13, SGHS23,
WLA+13, YNBM05, YOKI09]. Binders
[CPQ08]. Binding [Ale22, AM12, BZWD22,
BCD+21, CHZ+16, EMDH11, GLF+23,
GLW12, GZWD23, HZTP12, HLZ+17,
IDD13, JGKP21, LN21, LSTW+17, LPH18,
LFF18, LJC+22, LZW+23a, MGL+12,
MGXS15, MWZY17, MMS24, PLF12,
PIPC18, PLTG22, RTA+16, SDH20a,
SDH20b, SZHH22, SLRQ19, WSL+24,
WP08, WLL13, WPL15, WLPW16, WZ13a,
ZCG+18, ZZH19, ZZBH20, ZCL21, ZYH+21,
ZWHH21, ZSH21, ZZW+22, ZXW+23,
ZDY+23, ZZW+24, ZXW+24, ZLX+20,
ZZDY13, AM15, DKS+15, LHWL15,
PSK+15, STT+14, WSTL+15, DH23].
Bindings [HBRU13]. Binning
[LHKL17, LZGZ14]. Binomial [PNP+18].
Bio [GBTL14, HLLO19, SLX+18, TS17].
Bio-Curation [HLLO19]. Bio-driven
[GBTL14]. Bio-Images [SLX+18].
Bio-Inspired [TS17]. Biochemical
[AV17, GD22, HM13, QV17, SH11a,
SMSZ17, UWLH15, VSR+06]. biochips
[AIS+16]. BioCode [Sef22]. bioconductor
[VPB15]. BioCreative [Ano09c, gCLL+10,
CLM10, LS10, LMK+10, RSK+10].
BioExtract [LBL+10]. Biofilms [RRD+23].
Biogeography [GGJ+06]. Bioimage
[LZQ+20, NBGL19]. Bioimage-Based
[LZQ+20]. Bioinformatic
[HVD18, SVG+24]. Bioinformatical
[AHT+18]. Bioinformatics [AAAM+24,
Ano09c, BPRZ11, BBH12, CLS22, CNS22a,
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CLSW23, CZ24, Cas06, Cas07, Che12, CN12,
CZ12, Che13, CLR10, FJJ18, GH08b,
GJH19, HKK07, HMZ17, HC15, IYA12,
KPP19, KWP+23, Kim18, LYC24, LNY05b,
LNY05a, LC10, dHMPFdM23, MPZ07,
MPZ08, MPSZ09, MWZ13, MSZ19b,
MNPZ10, MJ18, OMWX09, SA15, SPK19,
SJNS19, TS18, WYWX16, WDL+17,
WLC18, WH11, YSC19, ZPC+21, ZC14,
ZL19, CEG14, GPScF15, MNA14, TDD14,
Ano05b, Ano12b, Gus04b, RZF07, Tit16].
BioISO [CCF+24]. BIOKDD
[LC10, YGFC20, YTC21, YQWC22,
YQBC22, YPGC24]. BIOKDD2013
[PR14]. BioLMiner [CLM10]. Biologic
[CL15]. Biological
[AAF+13, ASP20, ATA+17, ACCT20,
AFJ12, AFAAW+11, ABVD12, BDS12,
BVS+22, BvBF+11, BMZM15, BWRF12,
CMR19, CMS12, CNM11, DTA+23,
DFTC12, DBN18, DKY21, ED15, FPPR11,
GLS+16, GPMH16, GLG10, GHL05, GM16,
HB05, HYZ16, JRN+18, KL11c, Kuk13,
LBM+18, LLH+07, LN13, LWZ12, LLZ+20b,
LNW20, MO04, MJPP20, MBGP12,
MNND13, MSS+19b, MVS+13, MB16, MJ23,
NM22, NAHT+20, NNM+12a, NNM+12b,
PFJ+19, Pau18, PR18, PLCW17, PZWC20,
PCK19, PPZ12, RYK+19, RA16, SFB+08,
SdOD+12, Sef22, SDN+11, SJZ19, SZL+20,
STS21, TV11, TDK13a, TDK13b, VBB18,
WLWN17, WDL+17, WHW21, WCZ+23,
Wig15, ZLF+21a, ZWZS16, ZKW19,
ZGZ+20, ZSC+10, ZTY22, ED14, GTDK15,
Gu16, HM15, HPH+15, HKLN14, Jam15,
MZL15, WZC+15, ZSY+14]. Biologically
[BB11, KP12, MTR+22, SMK+12, TNQ08].
Biology [ALWG18, Ano05b, Ano09c,
Ano12b, BLP18, BU17, Cas06, Cas07,
CSW11, CN12, FS12, FS13a, FJJ18, GCZ18,
GTTR+17, GAH+21, GJH19, Gus04b, GZ22,
HKK07, HSS18, Jam13, JFN11, MLFM22,
MVVR19, MVVR20, MVVR23, Maz12,
MCD+11, RZF07, SPK19, SYL19, SGH12,

TS18, Tit16, TC13, VRHB23, WYWX16,
WH11, WCXL18, Zha16, ZS19, KG15,
TWZ+14, MVVR21b, MVVR21a].
Biology-Based [MLFM22]. Biomarker
[ALQ17, BMSZ22, BYS+22, CBM+20,
HLL+22, HSZ+23, IC23, KGF+14, LLT10,
MSB19, MLZ18, PSIM17, PS19, TP18,
WDS+12, XZX+24, ZZLH23, pD20,
OFC+14]. Biomarkers [Bha23, DHCW18,
GCC+22, LLR+23, SQZA14].
Biomathematical [GCGCP+23].
Biomechanical [JGBR15]. Biomedical
[ACJ24, BYZ+23, BYW+23, BMHS13,
CDAL22, DDZ+21, DZW24, DYL+23,
DGJ+24, ELH24, GZB23, HLL+18a, HW07,
HDS+18, JLH16, JZZ+21, KLCH22,
LHLY11, LLQ+16, LLQ20, LJ20, LXZ+23,
LTwG+11, LNC+05, LQY+20, MWH+23,
MMG+22, MCC16, NCL+23, NAHT+20,
OLZ11, Ozy12, QKÖ18, RGB+21, SLCZ22,
SSZ+23, WCMZ15, WB17, WGX+17,
XLL+18, XLL19, YRL+20, ZYC+22,
ZBL+23, ZLWF24, ADTAQ16, GFG16,
JZCZ15, MKARB16, Vog15]. biomedicine
[YN14]. Biomolecular
[Bi09, Gon13, GBB+11, HW07, LBL+10,
RMV12, RJNN18, YB08, YCY+13].
Biomolecule [SMB12]. Biopathways
[PAL+12]. Biophysical [MVS+13, SCM19].
Biopolymer [SLH+06a]. Biopsy [CYL+21].
Bioreductive [KHP12]. Biosequences
[SK12]. Bipartite [KPK+17, PCK19, ZS18].
Birth [FMA+20]. Bistability [AKS20].
bistable [WLY15]. Bit [MCM22].
BitMapper2 [CZX19]. Black [NQNT23].
BLAM6A [XZL+24]. BLAM6A-Merge
[XZL+24]. Blanket [RC11]. bLARS [SV16].
BLAST [CWC04, CW07]. BLASTP
[LSMW11]. Blebs [GBTW16]. Blending
[AHK+21]. Block [GD22, HZL19, KPK+17,
LJZ+24, LYZ+24, LNW20, TGLP16, ZJ23].
Block-Interchange [LJZ+24].
Block-Interchanges [HZL19]. Blockchain
[ACJ24]. Blocking [Bon07]. Blood
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[BYS+22, GRD+21, GSC17, ZZH+24].
BLOSUM [SCC+15]. BlSSSA} [GD22].
BLSTM [LJ20]. BLSTM-CRF [LJ20].
BM [XZY+14]. BM-SNP [XZY+14].
BMExpert [WCMZ15]. Boltzmann
[TAI+19]. Bone [PLMV12, LLRZ15].
Boolean [AKMT12, AKS20, BHS+04,
BD19, CPL+23, CMQ+16, CCN22, DT11,
GAH22, HAH13, HMW+12, KLC24, KH14,
LT17, LLL16b, MSP+19, MPP+20,
MPSY18, MPQY19, MDM13, PSPM20,
PH10b, SRLR14, SPP21, TLSA18, VRK12,
ZWL14a, ZWL15, ZZM17, ZK16, Zou13].
Boost [DZD+23]. Boosted [YMW+12].
Boosting [CMSE+15, HLZ+17, LZX20,
MGSP22, SKS22, WYY+13, YL12].
Bootstrap [CBZ18]. Borderline [NZM22].
Borderline-SMOTE [NZM22]. Both
[HC13, NSAH19, YLWS21]. Botulinum
[MWLS18]. Bound
[BFK17, CHC+21, MKS+17]. Boundaries
[SCM19]. Boundary
[DGJ+24, Gon13, YPL+23].
Boundary-Aware [DGJ+24]. Bounded
[MZLL22, YCCY20, KO15]. Boundedness
[HC19]. Bounding [NSNA19]. Bounds
[BB04, HSlSM11, Lab06]. Bovine
[ZWDR20]. Bowel [WCMB19].
BowMapCL [NTR16]. Bowtie [FVLN15].
Box [NQNT23]. BpMatch [FM12]. Brain
[CGL+23b, DGY05, DLY+21, GCJ+21,
JZL13, JY21, JGW+21, JHZL19, KCY+24,
KM20, LKL+23, LQWP21, MBB+17,
NPK+07, RNAR+24, WQLL23, WCW+24,
XJZS21, YZS+24, YCZ+18, ZFH+21,
ZHG20]. Brain-Computer
[GCJ+21, LQWP21, XJZS21].
Brain-Machine [XJZS21]. Brain-Wide
[ZHG20]. Branch
[CBM+20, CHC+21, KMSY20].
Branch-and-Bound [CHC+21].
Branching [GGM21, ZZI+21]. BRANE
[PCDP18]. Brazilian [SA15]. break
[PS15, SSML15]. break-induced [SSML15].

break-points [PS15]. Breakpoint
[CC09, FM11, Gru11, JZSZ12, ZW13].
Breakpoint-Like [FM11]. Breast
[AZHR22, BHMA06, BIBD21, CJH+21,
CHL21, CCC+22, FZM20, LZS23, Mah10,
MNLF+22, MTR+22, PvRV+20, PZH20,
RBB+19, SKS22, SMRP15, SMPS20,
SAK+21, SDTK19, SWL19, WZS+22,
YLCC13, YKG+21, YCCM12, YGY+19].
brief [KSM14]. BRMCF [DTA+23].
Brownian [Dem12, KL11c]. Browsing
[GTTR+17]. BRPCA [MZLL22]. Bruijn
[AP07, GFG+21, PNA20, PGF18, YZZ+24].
BRWMDA [YDW+20]. BSB [dSK13].
Bubbles [ZL15]. Budding [CAW+19].
Budgeted [MPKvH09]. Builder [VSR+06].
Building [CKWY12, GJSB23, MEOL14,
NCMCAR15, NLHL17, VBG+18]. Bulges
[CNS+22b]. Bulk [GTX+23, XSS17]. Burial
[LHWL15]. Burrows
[KK19, KVX12, LHS16, NTR16, TED+12].
Burrows-Wheeler [KVX12]. Byte
[KKI20]. Byte-Pair [KKI20].

C [AAG+18, CSZ+19, HEE+18, LHKL17,
LLL+23, MP19, SKD+07]. C-detected
[AAG+18]. C-Means [LHKL17, SKD+07].
Ca [LCOMG14]. Cache [CLR10].
Cache-Oblivious [CLR10]. CAD
[WKZ+24]. Caenorhabditis [Pha23].
Calcium [JLW17, PTM+19, ZHG20].
Calculating
[MKKS20, Vis18, WM19b, SYV14].
Calculation [GDM18]. Calibration
[LLK+22]. Call [Ano05b, Ano08c, Ano09c,
Ano12a, Ano13d, Ano13b, Ano13c]. Callers
[LLL+23]. Calling
[BBSP08, LKW+19, XZY+14]. CAMIL
[RLR20]. CAMS [SHK14]. Can
[AHT+18, Wil11]. Canceller [AKS13].
Cancer [ALC22, AZHR22, AAAM+24,
BRS18, BHMA06, Bha23, BD19, BIBD21,
CZW+23a, CMS22, CJH+21, CZDZ22,
CD08, CCC+22, DSZ+06, DZH16, DG19,
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FYZ+19, FZM20, GLX+22, GXSZ17,
GMSD11, GZXH21, GYW+24, GBJ08,
GBB+11, Han10, HGC+20, HL21, HWM22,
HSZ+23, JKNE21, JLK+21, KCP19,
KDS+20, KSN+12, KCP18, KKK19, LLH23,
LDM18, LWZ+21a, LTT+22, LLK+21,
LDYZ22, LZS23, LGYW21, LHC18, LLY+23,
MWZY17, MP22, Mah10, MPF12, MSB19,
MNLF+22, MSS+13a, MTR+22, MBP+19,
NSMH19, OHK+21, OG11, PSS09, PSIM17,
PLH22, PvRV+20, PI09, PB19, PS19, PM20,
PZH20, PWY+21, POJ+22, QZA+23,
RBB+19, RHAK13, RYK+19, SSS+11,
SAE+20, SMRP15, SSV+19, SMPS20, SJS19,
ST05, SAK+21, SPW20, SPW22, SZLL11,
SDTK19, SWL19, UBP+19, UKV18,
VDS+20, WCX07, WLCX18, WQY18,
WLHY19, WZS+22, WDL+22, WWM+24,
WDS+12, WGK16, WW19, XHQ+18,
XLL+20, XTO+24, XAW07, XPH20].
Cancer [XZX+24, YLCC13, YZP+21,
YLC+23, YCCY20, YLY+12, YCCM12,
YGY+19, YOKI09, ZHSS07, ZLH+17, ZZ18,
ZLXL19, ZW19, ZLD+24, ZJ22, ZY20, ZS19,
BHW+14, JR14, KPB14, LLCZ15, LWM14,
MFS+15, Mir14, SRLR14, TWZ+14,
XLWL15, YCY+15]. Cancer-Associated
[AAAM+24, KCP18]. Cancer-Related
[PZH20, RYK+19]. Cancers
[LGW20, LZM22, LWL+20, ZMP+14].
Candidate [HYR+19, ZZRPZ19].
Candidates [SVG+24, YJ22]. Canonical
[DLY+21, MM24]. Capabilities
[BLP+12, MM14a]. Capsid [XSS17].
Capsule [PZH20, SDH20a, ZYH+21].
Capture [LW18]. Capturing [DI15].
Carbon [RBdJ11, MZS+16]. Carcinoma
[AAT20, BSS+22, CSSS16, DCHW17,
JSM+22, LLR+23, SKS22, YSW+17].
Cardiac [LKY+11, MBF+13].
Cardiomyocytes [WBP+12].
Cardiovascular [AHC+21]. Cards
[PCGS05]. Cargo [WCLY20]. Carlo
[ADTAQ16, AKV16, BPM21, Bi09, GJY+14,

GCC+22]. CAS [CYJ+19]. Cascade
[HGC+20, KHI+21]. Cascaded
[CC07, RNAR+24]. Cascading [LRE+22].
Case [CSSS16, GSC17, IYA12, OMAdG+12,
SCCDK09, ZWW17, ZMT14]. cases [KO15].
Categorical [CHW21]. Categories
[RV13, Tah18]. Categorization
[BMHS13, LS10]. Caterpillar
[DR16, Ros13]. Caterpillar-Like
[DR16, Ros13]. caudatum [iAOSS16].
Causal
[BD19, JBgLS19, LHL+19a, LLL15, LHC18,
XZX+24, YM20, YNN+18, ZYX+23].
Causality [ARK20, HLL18b]. Caused
[ZLL+20]. Cavbase [KFHK14]. CAVER
[PSK+16]. CaverDock [FVP+20]. Cavities
[SCM19]. CCA [GLW12]. CCFS
[CWCJ21]. CCH [LL19]. CD [ANR+23].
CD-MAWS [ANR+23]. cDNA
[BDP11, BZ10, GK08, HC16, JS23b, NU06,
RGCB05, RV06, SBW15, SYZ+13, TZY11].
CDPath [YYG+21]. CDS [SSS13a]. CDT
[WKZ+24]. CDT-CAD [WKZ+24].
CEDER [WS12]. Celiac [LWW+21]. Cell
[AKA+22, BMH+16, BRF17, BU17, BM20,
BCFCC13, CSSS16, CLZ+18, CAW+19,
CBM+20, CJH+21, DCHW17, DLG+24,
DABV17, FSNF21, FKLS07, GGH+13,
GRD+21, GBTW16, GKS+22, HCA+10,
HGC+20, JKNE21, JGBR15, JKC23,
JLJC24, KBND19, KBM21, KHI+21,
LLR+23, LWZ+21a, LLX+23, LLCC21,
LLL+21b, LHQ+18, LZW23b, LP21,
MMC+23, NVL22, NGZ+22, NFM+12,
PN17, SCU+24, SYL19, SCM19, TRKRC13,
UWZ+24, WCLY20, WWY+24, WWC18,
XHY+18, XLZW22, XSL+21, XLP+21,
YOGY11, YBGB10, ZL24, ZZM17, ZZ20,
ZCL22, ZWL11, ZWW17, ZDX+24,
GBTL14, MFS+15, WZ14, ZHL+14].
Cell-Based [SCM19]. Cell-Centered
[SYL19]. Cell-Cycle [BRF17]. Cell-Free
[CLZ+18]. Cell-Penetrating
[AKA+22, WCLY20]. Cell-Type [LLX+23].
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Cells [CHZ+21, DADF+10, GRD+21,
Gou06, HKT+18, HI24, LLQW21, PPFG20,
RRD+23, SDA+06, TAI+19, WLMZ22,
BLR15, LCOMG14]. CellTracker
[HKT+18]. Cellular [AVD+12, GPC+20,
HBRU13, HLLO19, KHP12, LZL+19].
Censored [CKWY12]. Census [DSZ+06].
Center [BO12, ZLXL19]. Centered
[SYL19]. Centers [RKZ16]. Centrality
[LLNW17, YM20, TWZP14]. ceRNA
[LLR+23]. Cervical
[DZH16, JLK+21, PM20, WCDM23]. CFS
[HLSR18]. CGH [CW09a, PS15]. CGIDLA
[XYYZ20]. Chain
[AKS20, CSZT19, GJY+14, KCZ+15,
LTaS13, LBL12b, MPY18, SMB12, Vis18,
WZ13b, YXS16, ZZP+21a, GBLZ14, LTaS13].
Chain-RNA [LTaS13]. Chain-Shaped
[AKS20]. Chains [LN21, RGVP24].
Challenge [gCLL+10, CLM10, LS10].
Challenges [QZA+23, SXW+24]. Change
[CW09a, LHWL15, SKK14]. Changes
[ATA+17, CCBR+21, KKI20, RB16].
Channel [BMH+16, BMT17, GBS11,
JLW17, LLZ+23, WBP+12]. Channels
[KL11c]. Chaos [CYTY13, MEOL14].
Characteristic [WLG+16, WLA+13].
Characteristics
[KSN+12, WWL19, ZLS+19].
Characterization
[BM12, DRS12, HEF17, LSB+11, RSP08].
Characterize [NHH+17]. Characterizing
[OZWA21, TDK13a, LKLB14]. Characters
[BFK17]. checker [EES14]. Checking
[BBK+12, BCFCC13, PBFB22, RdMCBC13].
Chemical [AFMS19, CKRS21, DTA+23,
HLM+13, KY19, LR20, MS11, NSNA19,
SCCDK09, YSC13, YZG+24, ZZY+22,
ZYN+19, ZAZ+22]. Chemical-Chemical
[KY19]. Chemical-Disease [ZYN+19].
Chemical-Induced [ZZY+22].
Cheminformatic [RBdlVMPG16].
Cheminformatics [SHJL10]. Chemotaxis
[iAOSS16]. Cherry [LTLTS23]. Chest

[LLMZ23, LXC+24, WSJ21, WKZ+24,
ZJW+22]. Chief [Alu21, Ano08c, Ano12b,
Xu13, Xu14a, Xu15, Zha17]. Child
[CRV09, FS18]. Chimeric [ZLC+21].
ChimST [ZLC+21]. China
[FJJ18, GJH19, ZLXL19]. Chinese
[DLL+24, ZBY+21, ZLZZ23]. Chip [LHH13,
LHH13, NRV22, ZWHH21, ZGDH16].
ChIP-Chip [LHH13]. ChIP-Seq
[NRV22, ZGDH16, ZWHH21]. chirality
[MZS+16]. Chloroplast [BP22]. Chordal
[GG11, MJ23]. Chou [AHK+21, NLGG12].
Chromatin [CSZT19, CSZ+19, JLJC24,
KSMT19, LW18, MP19, SZGZ21].
Chromosomal [KSMT19]. Chromosome
[HLY+22, LW18, LZY+22].
Chromosome-Wide [LW18].
Chromosomes [BWS05, FM13].
ChromStruct [CSZ+19]. Chronic
[HEE+18, OW20, ZLZZ23, ZHD+21].
CIMICE [RGVP24]. CIPHER [ZCL22].
CIPHER-SC [ZCL22]. CIR [LZY+22].
CIR-Net [LZY+22]. Circadian [WLMZ22].
Circrna
[LJN+23, LLC+24, LZW+23a, WXY+23,
LW24, QZJ+23, SRXZ24, WHL+24].
Circrna-Disease [LJN+23, LLC+24,
WXY+23, LW24, WHL+24].
circRNA-MiRNA [QZJ+23]. Circuit
[JZS+18, Kar12b, WHW21, ZLL+20, CL14].
Circuits [BBN18, CL15, ZLH12]. Circular
[BRF17, CZJ17, DS21, GBD17, HCMB18,
MPKvH09, PB12b]. cis
[AJYT+15, GGZZ14, YMT+14].
cis-regulatory [GGZZ14]. cis-trans
[YMT+14]. CISA [WL07]. Citation
[KAHK+10]. Class
[Bha23, DPS+13, HYW+17, LX21, LXG+16,
LJC+22, Mat07, MCHT17, PI09, SYZ+13,
SYKM17, SSF18, YLC20, YLY+12, ZOZ10].
Class-Imbalance [SYKM17].
Class-Information-Based [LXG+16].
ClassAMP [JKN+12]. Classes
[BWC17, DKS+15]. Classical [VMZM17].
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Classification
[ACJP23, AKH+23, ASK+23, AV12,
ACWW05, ACWW07, BWC17, BVCD24,
BLP+12, BWS05, BEQD19, BHHMCL16,
Bon07, CCBR+21, CLZ+18, CWCJ21,
CJH+21, CHL21, CDAL22, CHH+22,
CDKT09, CSS11, Dal16, DZA+06, DSM23,
DPA+17, DGJ+24, ED15, FMA+20, FLJS20,
FWA10, GHZ+22, GRD+21, GMSD11,
GAR+09, HF12, HLL+22, ISK18, JY21,
JKN+12, KBNHD18, KBND19, KAHK+10,
KK12, Kuk13, LYK07, LH10, LN13, LXL+21,
LLMZ23, LLL+20, LHZ+19, LZX20, LZY+22,
LWT+18, LTW+22, LGYW21, LCTW24,
MNR09, MNLF+22, NLW+24, NBGL19,
OLZ11, OG11, Ozy12, PSA21, PTH+18,
PYL+21, PWY+21, Pha23, dSRCT+11,
SBOA23, SKS22, SSS+11, SSV+19, ST05,
SAK+21, SHJL10, SGP+20, SC22a, SSF18,
WCX07, WZJH12, WCDM23, WCW+24,
WLL+24, WL22, WDS+12, WLA+13,
WW19, XHQ+18, XNYC21, XZC07,
XAW07, XPH20, XXW+23, YWCC22,
YLXJ04, YRD+13, YKG+21, YLWS21,
ZLZ06, ZHSS07, ZwGC17, ZYW17].
Classification
[ZZP+21b, ZZN+11a, ZCWW19, ZBFK10,
wTCAK+20, ED14, GRDV14, LXZ+15,
MBS15, RHK14, YRD+14a]. Classifier
[AV17, BDP11, GZR+18, GZN21, HBH12,
HC16, IYA12, MGSP22, PI09, SSP+17,
SBM15, WGX+17, ZZP+21a, ZZP+21b,
ZWHH21]. Classifiers [DPS+13, FFT16,
LW13a, dHMPFdM23, NLGG12, QBPEL12,
SKS22, WB17, YOKI09]. Classify
[ST23, ZHG20]. Classifying
[AC12, CSSS16, CR14, FZM20, LRM08,
SLX+18, YN14]. Clearance [SZCX19].
Cleavage [HHL+20, WGW+24]. Climbing
[RV06]. Clinical [BKP+19, BDP11,
CKWY12, GTL+24, HXXJ18, HYC12,
HLY+22, LHH19, LTRW19, LGL24, MLZ18,
MBP+19, MCHT17, PvRV+20, QRT+23,
RTPM+19, RD24, ZY20]. cliques [ZZ15].

Clock [BZ07, CL15]. Clone [Kur13].
Closed [PPM+13, PLC+20]. Closed-Loop
[PPM+13, PLC+20]. Closely [MYCW12].
Closest [CMR19, CW11]. Cloud [LFF18,
NCL+23, SNK+22, VPB15, WLC+15].
Cloud-Based [SNK+22].
Cloud-Edge-Terminal [NCL+23]. Clouds
[FGKH11, Qiu14]. CLSTM [KHI+21].
Clust [PCDP18]. Cluster [GAH+21,
HCN+19, LFK16, LCLL10, LHY+11, MA12,
MRB+24, NPD+17, PCDP18, SKD+07,
YLC+23, YCY+13, WZC+15, YLC+23].
Cluster-Assisted [PCDP18]. Clustered
[SVE21]. Clustering
[ASP20, ACWW05, ACWW07, BVS+22,
BMSZ22, BBH12, CMS12, CHWY19, CLS19,
DGH+06, DS21, DLG+24, DWSB11,
GAH+21, GLW12, GLG10, HC18, HWM22,
JCF13, JMA17, JGW+21, KNS+05, KK12,
KZ10, LHTT11, LSTW+17, LBL12a,
LLHF15, LHCL20, LLX+23, LCW+18,
LWG+18, LNW20, LZW23b, LT07, MSQ18,
MHHJ20, MP13, MW20, MA12, MDMR+22,
NSZK15, NPD+17, OMWX09, ÖBT21,
POJ+22, RLR20, RWH+10, SVZ09, SY09,
SND22, SKD+07, SMK+12, SGK12, TK05,
UKV18, VKM07, VMC22, VF09, WNT+17,
WZA07, WLCP11, WLWP12, WLZ+19,
WFY+19, WDL+22, WWY+24, WCZ+23,
WOYL17, WZHM23, XHQ+18, XLP+21,
YYG+21, YZP+21, YLY+12, YP13,
YCY+13, YPL+23, ZL24, ZHJ17, ZYW17,
ZZLH23, ZJ22, CFIS+15, FN14, IM14,
LLC+15, LAI+14, MG14, Mir14, RB14,
SHK14, SDAA+14, WL14, YCY+14,
YCY+15, YLY+12]. Clustering-Based
[CLS19, YLY+12, MG14, SDAA+14].
Clusterings [Mah10, WZR+22]. Clusters
[BG13, DSCM20, GDM18, KSvI12, LW18,
RdlCGW09, RYK+19, SW09, ZACS09,
HKLN14, WDX+15]. ClusterViz
[WZC+15]. CMM [LZZ+24b]. CMR
[WYF+23]. CMSB [BLP18]. CMStalker
[LMPT15]. CNAPE [MW21]. CNN
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[GLF+23, HXX21, KHI+21, LN21, LXC+24,
LZZ+24b, TB23, ZLL21]. CNN-LSTM
[GLF+23]. CNN-MLP [LZZ+24b].
CNN-RNN [ZLL21]. CnNet [MMS24].
CNNGRN [GTX+23]. CNNs
[HGC+20, LLW+22]. CNV IFTV
[YYX+21]. CNVs [YYX+21]. Co [BMR21,
CHWY19, DZH16, GZFT15, GDM18,
LPH+21, LSZ+23, MB20, MWLS18, SPW22,
TM11, WW22, WOYL17, XLL+20, XZG+18,
YLC+23, ZL24, ZZLH23, ZWDR20].
Co-Clustering [CHWY19].
Co-Clustering-Based [ZL24].
Co-Complex [WOYL17]. Co-evolution
[TM11]. Co-Evolutionary
[GZFT15, XZG+18]. Co-Expression
[DZH16, GDM18, LPH+21, MB20, MWLS18,
WW22, XLL+20, YLC+23, ZZLH23].
Co-Methylation [MB20]. Co-Modules
[SPW22]. Co-Morbid [BMR21].
Co-Occurrence [LSZ+23, ZWDR20].
Coalescence [DOK+21, GPE17, LLHW22,
TR13, Zha11, GE14, GE15]. Coalescent
[DR16, Ros13, TBRS13, Wu10].
Coalescent-Based [TBRS13]. Coarse
[CGLF12, LQV+13, MDPR18, WLYZ+09].
Coarse-Grain [LQV+13]. Coarse-Grained
[CGLF12]. Coclustering
[CD08, JZL13, PR12]. Code [BvdGK+11,
CSZ+19, Tho16, UJ09, ZDN+23]. Codes
[HXXJ18, TSM14]. Coding [CLL+21,
LFZ+19, LHHL19, MK16, MCCZC08,
dSRCT+11, VTMG22, XZG+23, ZWXL20].
Codon [CS24, HEK18, MNR09, SGC07].
CodonU [CS24]. Coefficient
[Alt23, WLWP12, WDL+17].
Coevolutionary [HC17, NLW+18].
Coevolving [HHL+20]. Coexpressed
[PWT10, TZY11, KSM14]. Coexpression
[BB11, BLR08, RB16, YC08, ZZN15,
WDX+15]. CoGI [XZG15]. Cognitive
[EBP24, YLWS21, ZYW17, ZWS+18].
Coherent [YNBM05]. cohesive [ZMC+14].
Coil [WWL+23a]. coli [iAOSS16, RBdJ11].

Collaborated [PCY+19, PZS+20].
Collaboration [ANR11, JJH12].
Collaborative
[ELH24, LX21, LWY+21, NCL+23,
WXWL20, XZG+23, YCX+21, ZLH+20].
Collected [LLJ+23, ZYF+18]. Collections
[SIK20, Mat15]. Collective
[Cza18, LDL+17]. CollHaps [TBGL10].
Collisions [MBJ19]. Colon
[LLK+21, RHAK13, RHK14]. Colony
[LGZ+17, ORCJ13, SSS20a, XSL+21]. Color
[TZY11]. Colorectal
[AAT20, KKK19, LLY+23, PB19]. Colored
[AP07, BRB21, RSJK13, WLY15]. Combat
[ZD17]. Combination
[AV17, BRS18, CLYR23, DPS+13, VDS+20].
Combinational [CL15]. Combinations
[LLJ+23, DWZ+15]. Combinatorial
[BM08, HS08, JL10, LRR08, LMPT15,
LHZ+19, PAAG07, VGBK19, YHY13].
Combinatorics [HCMB18]. Combined
[AHT+18, CGC24, LSY+20, MGXS15,
PNP+18, SZLL11, WL07, WWLL16,
ZWHH21]. COMBING [BVS+22].
Combining
[ARP+16, CWZ08, DCHW17, GKPS11,
HLZ+17, HLL+22, KS18, KMG+05,
LWT+18, LL19, LGYW21, LLZ+22, NZM22,
SFMS18, TOYHZ19, VF09, VTGC16, WS12,
WYHZ20, WXY+23, YSGZ20, ZLZ+19,
ZYN+19, ZLX+20, BDBH15].
Comembership [HRdR09]. Comment
[FLW12]. Common [BVD+07, CPL+23,
DST07, KL19, LJZZ13, MQOH21, MIC+07,
PS11, ST19, Wan12, NYOL15].
Communicable [AHN23].
Communication [GBS11].
communications [PV16].
communications-inspired [PV16].
Communities [PCK19, ZSZ+22].
Community
[GLL+18, LZ18b, MGP+23, ZD21].
Comorbidities [CDBR21]. Comorbidity
[HZW+17, JBgLS19]. Compact
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[DM22, SGR+17]. Compaction [PNA20].
Compactly [DM09]. Companion [Ano12a].
Comparative [AM12, BCVS19, DS19,
JCF13, KAP+12, LTaS13, LW18, LNC+05,
NNM+12b, ZZS07, AM15, BMM14, BF14].
Compared [FMRS18]. Comparing
[ACSR21, BCF+07, CW07, LP21, QV17,
SS06a, VJRPNVJG24, VASG10, HC14b].
Comparison [AS05, BKAV23, BM12,
CRV09, CLRV11, CPRC24, CCYW12,
DZA+06, DPW12, FFT16, FPPR11,
GRS+13, HEE+18, HYZ16, LKW+19,
LPH+13, LLL+23, MKH11, QZZ21b, Roc11,
SMPS20, SMK+12, WCZ+23, WLPW16,
XZS+21, YH13, ZZ20, CV14]. Comparisons
[BAK06, LFF18]. Compatibility
[BLS12, SS06b]. Compatible [BN06].
Competence [NPBD16, SSDN12].
complement [TSM14]. Complementarity
[ADPH11, ADPH13, DM09, PBhL+11].
Complementary [TNQ08]. Completion
[BKKG19, BMR21, CHW21, GWW+22,
LHCL20, LWL+22, MCM22, YDW+21].
Complex [BWRF12, DMJ+18, GLS+16,
GRK23, GBB+11, HK20, HC18, HC19,
HC13, HRdR09, LLNW17, LXWL22,
LZZ24a, LTLL23, MTNH17, MVS+13, PG06,
SVdSS+18, SJZ19, TGD+16, TP18,
WLHY19, WOYL17, WW19, XL16, ZLY+13,
DWZ+15, TYL+16]. Complexes
[FJJ11, HK20, HZL+20, HYL+19, KSK+18,
LLH+07, LMZ+20, OYDZ15, YSGZ20,
YB08, ZDL12, CWZW15, PWZW15, XG14,
ZZ15, ZWL+14b]. Complexity
[BN06, BCF+07, BS10b, BLS12, CEFBS06,
HKM+18, KB17, LLW10, PH10b, Pol12,
RZMC17, TZP17]. Complicated
[HWPE17]. Component
[BKLS18, BSLR05, CXW+13, CZCL23,
DSHM08, Gos11, GPC+20, Han10, HLGS21,
JDCC12, KKP22, LWW+21, LXG+16,
MZLL22, SDCW11, dCAR11, LLH+14].
Component-Based [Gos11]. Components
[Wan16]. Composable [CKRS21].

Composite [KLC24, LMPT15, MSS19a].
Composition
[AHK+21, CCYW12, HHC+24, KAL+17,
LLTC19, NLGG12, RST10]. Compositions
[KNTB18]. Compound
[CZW+18, HSF+23, LQW+23, QLZZ22,
TZWZ23, ZYC+22, ZYYX23].
Compound-Protein [CZW+18, HSF+23,
LQW+23, TZWZ23, ZYC+22, ZYYX23].
Compounds [SFK+24, ZAZ+22].
Comprehensible [FWA10].
Comprehension [DLL+24].
Comprehensive
[GSK13, JDHL20, QZD+22, SGH12,
WWBZ19, YZG+19, YOGY11]. Compress
[GDM12]. Compressed
[CW07, GRS+13, MDM13]. Compressing
[XZG15]. Compression [CGLF12,
CWLS15, CLS19, How13, KT07, KBSCZ12,
LN17, SN24, WL13a, WHWP12, Mat15].
Computation [ÅSWH22, CKRS21,
CHNW20, KK19, SSK+20, TWG+12,
WWM+24, Wu10, GFG16]. Computational
[AJD+12, ANR11, ATA+17, ALWG18,
Ano05b, Ano09c, Ano12b, BLP18, BBSP08,
BRZ+17, BSR+21, BCF+07, BMZM15,
Cas06, Cas07, CN12, DLO+23, DTA+23,
DBN18, FS12, FS13a, GCZ18, GLL+18,
GRD+21, GAH+21, GCJ+21, GCC+22,
Gus04b, HKK07, HSS18, Jam13, JJH12,
KZW+18, LHH13, LHL+19b, LHY+11,
LWL+19, MTNH17, MVVR19, MVVR20,
MVVR21b, MVVR21a, MVVR23, MBP+18,
Maz12, MCM22, NSAH19, PLMV12, PM20,
PH10b, QQD+21, QZD+22, QZA+23, RZF07,
RG16, RCBB19, SK21, SK08, SBW15,
SVG+24, SPK19, SHG+23, SXW+24, SYL19,
SZGZ21, SWX+19, TS18, Tit16, WYWX16,
WKSP21, WWT+20, YZC+23, YB08,
ZDL+19, ZZ20, ZYC+22, ZSZ+22, MM14a].
Computations
[ZXB11, ZSC+10, MKARB16]. Computed
[ZZH+24]. Computer [GCJ+21, LQWP21,
MVS+13, XJZS21, XTO+24].
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Computer-Aided [MVS+13, XTO+24].
Computerized [XPH20]. Computers
[TIA+11]. Computing
[APPG18, BGS+12, BS07, BS09, BWRF12,
BBH12, DB14, GLS+16, GZB23, GDWK+15,
GSB+13, GJS11, HZR+19, HM13, HBG16,
HBG17, HBG18, HBG19, HBG20, HBG21,
HHA22, ME19a, MKS+17, MDH11, MJ23,
OP11, PK13, RP13, RLRP23, SNM08,
TLSA18, TS17, UAH16, WS08, WYWX16,
WL19, WS21, WSB21, CFIS+15, GPScF15].
Computing-Deep [GZB23].
Concentrations [MKKS20]. Concept
[TWZW16]. Concepts [BMT17].
Conceptual [PSR+24]. Concerning
[BvdGK+11]. Concise [Son06].
Concurrent [MTM+15]. Concussion
[WNT+17]. Condition
[Gon13, MSQ18, RB16, Son06].
Condition-Specific [MSQ18]. Conditional
[BLR08, JZZ+21, LDM18, WWL+17,
XYLL23, GGZZ14, LWG+14].
Conditioning [DBTB09].
Conditioning-Based [DBTB09].
Conditions [YLW+24]. Conference
[BLP18, FJJ18, GJH19, HBG16, HBG17,
HBG18, HBG19, HBG20, HBG21, HHA22,
Kim18, MJ18, SPK19, STHA15, ZLZ20,
ESW14, HC15, LYC24, WLC18, YSC19,
ZPC+21, ZC14]. Conferences [Kim18].
Confidence [CWCJ21, MC07, PA22].
Confidence-Based [CWCJ21].
Configurations [SLH06b]. Conflict [BB04].
Confocal [MCRC17, BLR15].
Conformation [BIDS23, LW18, YDM+08].
Conformational [CCBR+21, HZZY16,
LSB+11, RJNN18, ZZY+17].
Conformations
[LHTT11, LBL12b, ZLZ+24]. Confounding
[RKDR10]. Conjugation [HS08].
Connected
[BvBF+11, LSW+23, QZL+22, HKLN14].
Connections [NRV09]. Connectivity
[BMK11, BCY+22, CGL+23b, MB20,

MBB+17, PBV+20, WL07, ZSD08, YLH+15].
Conquer [LL22, OC13, SR10, KD15].
Consensus [ASI+11, CLC+17, JSA08,
JRSS18, KWL07, Mah10, PAS+11, SPMB13,
TGM+21, TBRS11, WSX11, WHS04,
WCL11, WWC18, YLY+12, ZWSX12,
ZZP+21b, YMT+14, YCY+15].
Conservation [DST07, MGL+12, ZXW+23].
Conserved
[BMM06, CDKT09, CAN+08, HK12].
Considerations [WAG19]. Consistency
[BGHM09, SR06, XYLL23, ZHX+24].
Consistent [BYW+23, CSW+23, MMH15,
MR10, PG06, STB+20]. Consolidation
[DLM12]. Constant [TZP17].
Constant-Time [TZP17]. Constitutive
[SDA+06]. Constrain [CIZ+22].
Constrained
[FHH+11, GHL05, HLGS21, LSM+21,
NWW19, QD12, TWG+12, ARZ+14].
Constrained-INC [LSM+21]. Constraint
[LCW+18, Pol12, SHUP19, TAAP11].
Constraint-Based [TAAP11]. Constraints
[ACP10, HYW08, TRBK09, WTM23,
YHCS19, ZmCXS17, ZJ22, vBdRD+11,
TSM14]. Construct [SHUP19, WP08].
Constructed [Wil11]. Constructing
[BEQD19, BWRF12, DH04, GHL05,
HLL+22, LLH23, LLR+23, LZL+19,
NWZ+20, SNM12, VRK12, WL11, WLY14,
WZZ+18, YXZD21, vIKK+09, Nye14].
Construction [AZHR22, AAH+18, CSE+21,
GFG+21, HSZ+23, JZZ+21, KBSCZ12,
LCEMO18, LNC+19, MPA15, OC13,
SPL+23, WW22, WCL11, YLW+24,
ZPW+19, ED14, LHS16, MW16].
Constructive [CH11, LH20]. Contact
[CGPW06, DFM+11, Gra04, VMD+08,
KD15]. Contact-Map [Gra04].
ContactLib [CZZ+23b]. ContactLib-ATT
[CZZ+23b]. Contacts [KL19, KSMT19].
Contagion [FSD+11]. Containing
[CCN22, FSL+15]. Content
[CAN+08, DBK18, GTTR+17, RKDR10,
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SLS+14, TSM14]. contents [WLL+20].
Context
[FLW12, NAHT+20, SLRQ19, WKZ+24,
ZZCY10, ZCL22, ZWL11, ZYN+19, FZM15].
Context-Aware [WKZ+24, ZCL22].
Context-Awareness [ZWL11].
Contextual [DBTB09, FSP23]. Contig
[LTL+19, MS10]. Contigs
[LHKL17, LCSW18, WLL+20]. Contiguous
[ZWZS16]. Continuous
[ALQ17, CKRS21, CHW+18, CWZ08, JLH16,
JFN11, LPH+21, RPBP18, SH11a, ZZW+24].
Continuous-State [CHW+18].
Continuous-Time [SH11a]. Contour
[HLX+21, LK11]. Contrast
[FYZ+19, SLCL22]. Contrast-Enhanced
[FYZ+19]. Contrastive
[CZW+23b, HJD24, JRN+18, WWL+23a].
Contribution [JSM+22]. Contributors
[PKRD12]. Control
[BD19, BHS21, FKB19, GCB+18, HZL+20,
HC24, HD24, IBN19, JKNE21, JZS+18,
LT17, LJ20, LLL16b, PPM+13, PLC+20,
PSPM20, QD12, SJS19, ZMST18, ZZM17].
Controllability [CWG+18, TGD+16,
WWL19, ZMST18, LP15, SRLR14].
Controlled [BMHS13, AKS13]. Controller
[iAOSS16, KSP22, SJWW23]. Controllers
[iAOSS16]. Controlling [ANR11, KSP22,
SPA17, TWG+12, TGK13, Zha18].
Controls [HYL+20]. Conventional
[AM12, AM15]. Convergence
[BPM21, GJY+14]. Convergent [RGVP24].
Converter [YWW+18]. Convex
[BFK17, HZZY16, JDCC12, SND22,
WCQ+19, ZGDH16, WB17].
Convex-Relaxed [ZGDH16]. Convolution
[JMCY23, LQJ+23, LJN+23, LCL+23,
STY+23, YD24, ZCL22]. Convolutional
[ÅSWH22, BAO22, CLYR23, DMK22,
GTX+23, HXS+21, JY21, KLCH22, KBM21,
LTP22, LLQ20, LYZ+24, LWZ+21b, LKD23,
LLYS21, NNNL22, ÖBT21, PCD+23,
RHZ+24, SN24, SKS22, SDH20b, SRXZ24,

TFTY23, WYHZ20, WZS+22, WCW+24,
WYS+24, ZZH19, ZZBH20, ZCL21,
ZXW+23, ZZZ+24, ZPW+21]. Cooperative
[CCL+24, GZFT15, XZG+18, YYG+21,
ZLJT17]. Cooperativity [JBP08].
Coordinate [WWLL16]. Coordinates
[FSB+11]. Cophenetic [ME19b].
Cophylogenetic [WHBM15].
Cophylogeny [USMS19]. Coprocessor
[MPA15]. Copula [HLL18b, ZFH+21].
Copula-Based [HLL18b]. Copy
[BHMA06, CW09a, CGC24, MW21,
NVSH18, OZWA21, SDCW11, TWW+20,
WHXS17, XL16, XLW20, YCCM12,
YLBX21, ZANN20, ZmCXS17, ZRK19,
dNG17, LWM14, MMSH14, SB16].
Copy-Neutral [OZWA21]. Copy-Number
[YCCM12, SB16]. CORAL [MGS+21].
Core
[DADF+10, LHL+19a, YFCM17, PWZW15].
core-attachment [PWZW15]. Coreceptor
[LSMF08]. Cores [LSTW+17, WSTL+15].
Coreset [UWZ+24]. Corner [SSD+16].
CoronaPep [KMS+21]. Coronary
[FLJS20, MWH+23, MLFM22].
Coronavirus
[KMS+21, WGW+24, XHY+18, ZPW+21].
Correct [JZW17]. Correcting [ZKP+07].
Correction
[ACWW07, BDD18, LCEMO18, LTL+19,
LLBL20, SLGK17, WLL+20, ZXLZ18a].
Correlated [BIBD21, BVN+11, DFM+11,
HKT+18, JM12]. Correlation
[BHP19, DLY+21, IQA18, LLC+13, MGL+12,
MM24, NU06, PLH22, SSP+05, SLX+18,
TGGF10, WZJH12, ZCR+17, AMBK14].
Correlation-Guided [SLX+18].
Correlations
[DMJ+18, GLW12, LLH23, TWZW16].
Correntropy [XZG+23]. Correspondence
[KY22, YHYY12]. Cortical
[TWG+12, ZWS+18]. Cosine [ANR+23].
COSPEDTree [BM15]. Cost [CWCJ21,
GET21, HC24, KBBD+17, LLHW22, TR13,
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WCC+18, WZ13a, ZwGC17, GE14].
Cost-Based [ZwGC17]. Cost-Effective
[CWCJ21]. Cost-Sensitive
[WCC+18, WZ13a]. Costs
[GE18, dSMDB17]. Cotemporal [JFN11].
Count [KQD21, PNP+18]. Counterfactual
[NQNT23]. Counting [BO12, GKS+22,
SREK19, SLH06b, ZOMC24]. Coupled
[HPL+13, JCG+22, WLG+21]. couplet
[BM15]. Coupling
[SZCX19, TRBK08, ZHL+14]. Course
[EAS12, IVA11, OMAdG+12, CZWT15].
Courses [SCSS05]. CoV
[CHZ+21, JGKP21, SDP+21, SCU+24,
YJS+24, YLW+24]. Covariance [Smi09].
Covarion [AR09]. Cover
[DNS19, HMK+07]. Coverage [AOSN+18,
GGP08, GBSB21, ZANN20, HKLN14].
Coverage-Based [AOSN+18]. Covering
[BNV+13, HYY11, RCM+19]. COVID
[ACJ24, CDBR21, CDAL22, CZL+22,
DZMB22, HC24, LLMZ23, LXC+24,
LZZ+24b, LTX21, PSA21, WKSP21,
ZJW+22]. COVID-19 [ACJ24, CDBR21,
CDAL22, CZL+22, DZMB22, HC24,
LLMZ23, LXC+24, LZZ+24b, LTX21,
PSA21, WKSP21, ZJW+22]. Cox
[HL21, RKZ16]. CpG [SKD+07, XYYZ20].
CPGL [ZYYX23]. CPI [QLZZ22].
CPInformer [HSF+23]. CPU
[CCL+24, PCY+19, ZWcF17]. CPU-GPU
[CCL+24]. CRBSP [LZW+23a]. CRCF
[FWW+22]. Creating [VSR+06].
Credibility [MG19]. Credible [JWZ+20].
CRF [DDZ+21, LJ20]. Criss [LSW+23].
Criss-Cross [LSW+23]. Criteria
[LLC+13, WWC18, ZSD08]. Criterion
[CLVT+20, GZG17]. Critical
[MMH15, YLW+24]. Cross
[AMGC16, HKS11, JGW+21, KDRP24,
LSW+23, LPH+13, PBhL+11, SLRQ19,
WCDM23, WYF+23, WGK16, WWL+23b,
XNYC21, YGJZ23, ZWG+21, PS15].
Cross-Attention [WCDM23].

Cross-Context [SLRQ19]. Cross-Domain
[JGW+21, XNYC21]. Cross-Entropy
[PBhL+11, PS15]. Cross-Hybridization
[HKS11]. Cross-Laboratory [LPH+13].
Cross-Modal [KDRP24]. Cross-Modality
[WYF+23]. Cross-Ontology [AMGC16].
Cross-Sectional [WGK16]. Cross-Species
[WWL+23b, YGJZ23, ZWG+21]. Crossing
[Gra04]. CrossPredGO [KDRP24]. cruzi
[GAR+09]. Cryo [BRZ+17, CLL+24,
GHZ+22, LDS+07, ARZ+14, ZCR+17].
Cryo-Electron [GHZ+22]. Cryo-EM
[BRZ+17, CLL+24, LDS+07, ARZ+14,
ZCR+17]. CryoEM [ALR+13].
Cryptographic [JHW+19].
Cryptographically [BKLS18]. Crystal
[DDS+17]. Crystallization [STB+20].
Crystallography [Str11]. CSD [Wil12].
CSS [AKS13]. CT
[CSQ+22, CZL+22, JGW+21, LSW+23,
LLMZ23, QZZ+21a, RHZ+24]. CTLA4
[GCGCP+23]. ctP [LQJ+23]. cuBLASTP
[ZWcF17]. Cuckoo [AKS13]. CUDA
[BBH12, CNM11, LSMW11, ZWLZ21,
ZLS+15]. CUDA-BLASTP [LSMW11].
CUDA-Enabled [LSMW11, ZLS+15].
cumulative [TYA15]. Curatable [HK15].
Curated [GTTR+17, PZC+23]. CURatio
[KMSY20]. Curation
[CDAL22, CCF+24, HLLO19]. Current
[MSS+13a, SW17]. Curvature [MBF+13].
Curves [IGA18, KGK14]. Custom
[MRB+24]. Cut [BFM13, NSNA19, SR06].
Cutting [NSZK15]. cyber [KSA16].
cyberphysical [AIS+16]. Cycle [BRF17,
CAW+19, SSS20a, ZZM17, ZWW17, WZ14].
Cycles [Gru11]. Cyclic [ZLB24, ZHX+24].
Cytogenetic [LYK07]. Cytometry
[PN17, Qiu14]. cytoscape
[NCMCAR15, WZC+15]. cytosolic
[LCOMG14].

D [CHC+21, ACSR21, ABS17, APPG18,
ARP+16, BLR15, BWRF12, CWT+19,
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CSW+23, CBF+18, GHZ+22, GPF+20,
GH15, GJSB23, GKS+22, HS15, KL19,
KSMT19, KHI+21, KD15, LQV+13, LN21,
LHQ+18, LBQ+13, MCRC17, NPK+07,
RG16, RWH+10, Str11, SSF18, TB23,
VMD+08, YLH+15, YCZ+18, ZHD+21].
D-Map [ABS17]. D-pattern [KD15].
D-UNet [ZHD+21]. DAC [Alt23]. DAG
[BM15, TGP+15]. DALI [WAK13]. DALIX
[WAK13]. Damage [ZLL+20]. DAPD
[GJK15]. Data
[AAKB22, AM22a, AKH+23, AGAS18,
AAH+18, AFAAW+11, ABVD12, AN21,
ASI+11, AAB22, ACWW05, ACWW07,
BKP+19, BDD18, BMK11, BTTR11, BDP11,
BZ10, BHMA06, BLP+12, BMHS13, BKLS18,
BHHMCL16, Bon07, BMZM15, BLR08,
CMR19, CCCY20, CMS12, CSSS16, CSZ+19,
CKM+17, CW09a, CHL+12, CHWY19,
CMMZ20, CBM+20, CWCJ21, CZCL23,
Che10, CKWY12, CCE19, CWZ08, CKL+23,
CCC+22, CZM+18, DNR15, DCHW17,
DHCW18, DG19, DMJ+18, DLA+23,
DLG+24, DWSB11, DYL+23, DPS22, EAS12,
EAS13, ELH24, EBP24, FSNF21, FHH+11,
FJJ11, FF24, GZG17, GTX+23, GKPS11,
GXSZ17, GMSD11, GC22, GZR+18,
GJZH17, GZXH21, GYW+24, GTL+24,
GXL24, GBJ08, GLG10, GM16, HYW+17,
HBH12, HYY11, HZW+17, HYL+20,
HYC12, HAH13, HMW+12, How13, HLY+16,
HC16, HW07, HLL18b, HDS+18, HHCY20,
HTLL12, HL21, HWY+23, HSZ+23, HTZ+23,
IGA18, IC23, IMA13, JCF13, JKC23]. Data
[JLJC24, JXN+16, JHX17, JFN11, KCD+12,
KBND19, KQD21, KHO+20, KB20, KNS+05,
KCY+24, KKP22, KKP+21, KMG+05,
KBSCZ12, KZ10, LTM+13, LHH13,
LBM+18, LH10, LLW+11, LN13, LLHF15,
LW18, LKW+19, LQJ+23, LMW+24,
LLCC21, LJL+15, LLZ+20a, LDGY21,
LTLL23, LXG+16, LZHZ17, LW19b,
LYY+19, LLZ+20b, LNW20, LSL22b,
LLL+23, LLL15, LC10, LLA19, LGYW21,

LTRW19, LBL+10, LTX21, LLY+23, LGL24,
LP21, MSZ19a, MHHJ20, MWH+23,
MMC+23, MO04, MTSCO10, dHMPFdM23,
MP13, MP19, MMBC22, MJPP20,
MWZ+20, ML18, MPM11, NRV22, NJMF19,
NNSZ07, NVL22, NCL+23, NZM22,
NSAH19, NNM+12b, OLZ11, OMWX09,
OLS+13, OC13, PKM22, PLC+20, PSS09,
PIPC18, PAS+11, PI09, PR18, PL17,
PZH20, PYL+21, PH10b, PNP+18, PAAG07,
POJ+22, PN17, QV17, QKÖ18, QBPEL12,
RGB+21, RLR20, RCP+18, RTPM+19,
RSK23, RKZ16, RM18, RBdlVMPG16,
RGCB05, RWH+10, SN24, SBOA23]. Data
[SSD19, SMK22, Sef22, SDN+11, Sen19,
SBW15, SC11, SY09, SIM12, ST05, SDCW11,
SND22, STB+20, SWSA21, SMK+12, SK12,
SC22a, SWX+19, SGK12, SWL19, SPL+23,
TWW+20, TZH07, TZ16, TGGF10,
TDZ+19, TZY11, TBRS13, TTWR13, TK05,
TC13, TWZW16, TOYHZ19, TBKH05,
UC10, UKV18, UWZ+24, VMC22, VBG+18,
WZA07, WGP11, WYWX16, WLWN17,
WFY+19, WHF+20, WSJ21, WMW+21,
WZZ+22, WYF+23, WWY+24, WP08,
WAG19, Wil09, WMS09, WDS+12, WGK16,
WZHM23, XHQ+18, XLL+20, XSS17,
XZC07, XAW07, XOYHZ18, XXW+23,
XZX+24, YSC13, YHW+21, YM11,
YWW20, YZP+21, YLXJ04, YC08,
YNWC07, YNBM05, YLL+06, YHB12,
YP13, YCY+13, YWW+18, YYY+22,
YGY+19, YLWS21, YLBX21, YYX+21,
YNN+18, ZZKW18, ZANN20, ZL24,
ZLW+11, ZWSX12, ZDL12, ZXLZ18a,
ZXLZ18b, ZZZW19, ZWHC19, ZZ20, ZXZ20,
ZLC+21, ZFH+21, ZCL22, ZZGL24, ZC11,
Zha16, ZKL18, ZY20, ZYC+22, ZHG20,
ZWD+17, ZYW+13, ZYF+18]. Data
[ZLWF24, ZGDH16, ZGB+12, ZM22,
dCAR11, BMM14, CWZW15, CZWT15,
FN14, GFG16, GMCB14, IM14, JZCZ15,
JR14, KSM14, KGF+14, LLCZ15, LXZ+15,
LHS16, MM14b, OFC+14, PS15, Qiu14,
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SHK14, Vog15, WLC+15, XZY+14, YN14,
YCY+15]. Data-Dependent
[XZC07, ZLC+21]. Data-Driven
[AAKB22, CCE19, HLY+16, HSZ+23,
PLC+20, RGB+21, Sef22, ZHG20, ZM22].
Data-Enabled [YHW+21]. Data-Fusion
[KZ10]. Database
[ANR11, GKPS11, LYK07, LLJ+23,
PZC+23, SDN+11, SPD24, WNT+17,
WQL+16, XPH12, dAc17, OSA+21].
Databases [Ano13b, Ano13c, HW07, Jam17,
LTwG+11, SHG+23, SXW+24, ZSC+10,
Ano13d, XHS15]. Dataset [HLY+22, LN17].
Datasets [CKM+17, FFT16, MB16,
WDL+17, ZZH18a, ZWHH21, BCLC15].
Day [MSH+11]. Day-to-Day [MSH+11].
DB [WQL+16]. DCHap [LL22]. DCNN
[WSJ21]. DDE [ZSY+14]. DDI [TSIA24].
De-Noising [YFCM17]. Deal [GAH+21].
Deciphering [BSS+22]. Decision
[ELH24, RD24, Smi09, TNQ08, YNBM05].
Decisiveness [PBFB22]. declarative
[LV14]. Decoding
[LLK+22, LDGY21, PV16, UJ09].
Decomposition
[BMSZ22, FWXZ19, LLQ+16, LLZ+22,
MJ23, QZJ+23, RGCB05, SK19, SPP21,
WTM23, XL16, XLW20, YWK+07,
ZZN+11b, ZGDH16, LYH+16, SB16].
decompositions [GMCB14]. Decoupling
[LLL16b]. Decoy [MSS13b]. Decoys
[LBL12a]. Decrease [TC13]. Deep
[ALC22, AHN23, ACJP23, AHC+21,
AKA+22, BMCY22, BP22, CZ20, CHL21,
CWP+23, CGW+16, CZL+22, CLL+24,
CCC+22, DN22, DH23, DSCM20, DPS22,
FSX19, FYZ+19, FZM20, FXZS22,
FMA+20, FPC20, GT24, GZB23, GPE17,
GA23, GZWD23, GYW+24, GZ22, HLX+21,
HWY+23, HWZ+23, IC23, JKC23, JLK+21,
JCG+22, JHZL19, KCY+24, KBM21,
LLHW22, LFZ+19, LHCL20, LWZ+21a,
LWL+21, LZW+22, LSZ+23, LLMZ23,
LXS+24, LZQ+20, LWZ+21c, LJN+23,

LZC+23, LLX+24, LGL24, MGSP22, MT24,
MWZ+20, NLXS19, OLS+13, ÖBT21,
PSA21, PLTG22, QRT+23, RFFB+20,
RSK23, RNAR+24, RTC23, SKS22, SSV+19,
SZHH22, SZD+23, SXW+24, SGP+20,
SLCL22, SWL19, ST23, TDZ+24, TR13,
TDZZ24, UKC+23, UBP+19, WCC+18,
WYHZ20, WZZ+22, WZS+22, WQLL23,
WGW+24, WWL+17, WCXL18, XLZW22,
XXW+23, YCX+21, YGJZ23, YZP+21,
YWCC22, YXL+23, YZL23, YYY+22,
YZH+23, YZS+24, ZLH+20, ZLF+21b,
ZLF+21a, Zha11, ZSZ+21, ZZZ+23, ZJ23,
ZLZ+24]. Deep [ZGW+24, ZG19, ZYC+22,
ZDY+23, ZDN+23, ZLWF24, ZLZW22,
wTCAK+20, GE14, GE15, LLCZ15, SEC15].
Deep-Learning [FPC20, PLTG22].
DeepBarcoding [YWCC22]. DeepCLD
[FHDU22]. DeepCPPred [AKA+22].
DeepDRBP [ZCL21]. DeepDRBP-2L
[ZCL21]. DeepDSC [LWZ+21a].
DeepFusionDTA [PLTG22]. DeepIDA
[YYY+22]. DeepIII [WZZ+22]. DeePROG
[DPS22]. DeepSeed [LLQW21].
DeepSeqPanII [LJC+22]. DeepSG2PPI
[ZZZ+23]. DeepSide [UKC+23]. deepSOM
[SYKM17]. Defects [LUdSCH10].
Defensive [HI24]. defines [LHWL15].
Defining [LTLTS23, WS08]. Definitions
[NRV09]. Deformable [WKZ+24, ZLB24].
Deformation [ASJ+07]. degenerate
[CFIS+15]. Degenerative [GTL+24].
Degradation [WMWA12]. Degree
[GF10, SS06a, TWZP14]. deGSM
[GFG+21]. Delay
[EAS13, JSS+18, WLMZ22]. Delayed
[JZS+18, KCCC15, LCZN16, LLL15].
Delays [AGAS18, FZWS17, YLZW21,
ZWZ16, ZWC15]. Deletion [ZLS+21].
Deletions [QLLX10, HZZT14]. Delfos
[PSR+24]. Delivery [MWD11]. Dementia
[ZWS+18]. Demethylation [AAB22].
Dempster [RGI13]. Dendrogram
[NSZK15]. Dengue [DM22]. Denoising
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[DCW+24, JZYL24, NNM+12b, GH15].
Dense [DADF+10, GHZ+22, Wil09,
YNWC07, ZHL+24]. Dense-Core
[DADF+10]. Densely [LSW+23, LLQW21].
Density [BCY+22, GLG10, LXL+21,
MRB12, QRT+23, QL16, SKD+07, XYYZ20,
YBMH24]. Dependence [LGN+19].
Dependences [YP13]. Dependencies
[KNS+05, SZL+20]. Dependency [CL08].
Dependent [AKV16, KKK19, KSB12,
XZC07, ZLC+21, MZS+16, WDX+15].
Depends [LCH19]. Depression
[LKL+23, QRT+23]. Depth
[GAGM11, IMA13, KBBD+17]. Derivative
[KSP22, NVSH18, XSS17]. Derivative-Free
[XSS17]. Derivatives [NSMH19, KPB14].
Derived [HYR+19, JS12, WQL+16].
Deriving [PLH22]. Descendant [MTH22].
Descent [NGY+16]. Describe [RGVP24].
Description [FS18, GAGM11]. Descriptor
[ADPH11, YFYW23, YCZ+18].
Descriptors [ARP+16, HZTP12, KAS21,
WB11, YZG+19]. Design
[AKS13, BPM21, CZZ+23a, Che16, GJZH17,
mHB13, IL18, IYA12, JSS+18, JZS+18,
LHDS18, MDD18, MM17, OMAdG+12,
QZA+23, SK08, SB12, SYKBG24, TRBK09,
VDS+20, WLC11, YCYC12, DYD15,
HPH+15, KH14, MG14, MM14a]. Designer
[BPP+13]. Designing
[CIZ+22, GBSB21, GBB+11, Jam13,
MDM13, NTCO07, SB09, SBY12, THH+19].
Designs [GK08]. desired [HPH+15].
Detect [HK12, YLC20, YWW20, YBGB10,
ZSZ+22, ZYF+18, LLL16a, SSML15].
detected [AAG+18]. Detecting [ALQ17,
ABVD12, AALD17, FSP23, GZYL22,
HLHAJ20, HYL+19, JLYZ16, KSM14,
LZ18b, NNW24, NVSH18, OYDZ15, RH05,
SXW+24, SVE21, TWG+12, TBRS11, UJ09,
WZR+22, YSGZ20, ZXLZ18a, ZXLZ18b,
ZRK19, ZWL+14b, ZJW+22, SSS+15, ZZ15].
Detection [ARM+19, ACP22, AHN23,
ACJP23, ACJ24, AGGM11, AAT20, BBN18,

CW09a, CWL12, DSM23, DADF+10,
FYZ+19, FMD18, GLL+18, GAH22,
GDWK+15, GZN21, GAX+23, GPC+20,
HLL+18a, HGC+20, HTLL12, IGM+07,
IC23, JGKP21, KHI+21, LGW20, LWW+21,
LZM22, LXC+24, LL19, LCGW19, LYY+19,
LZW23b, LGB15, LCB17, LTX21,
MYCW12, MLZ+24, MMBC22, MB20,
MGP+23, MPQY19, NSC17, PCK19,
PFGDCRM22, QDZ+21, QZD+22, RHAK13,
RNAR+24, RHZ+24, RB14, Shi10, SIK20,
SCM19, SLCL22, TWW+20, TP18, WS12,
WWF+21, WHW21, WZS+22, Wer06,
WOYL17, WKZ+24, XGWW19, XDZ+23,
YYLL22, YXL+23, YC08, YXZD21,
YLBX21, YYX+21, ZANN20, ZLW+11,
ZmCXS17, ZLS+21, ZZLH23, ZGW+24,
ZHX+24, dNG17, CBN15, DGRC15,
GBTL14, HWK14, LWM14, MMFD14, PS15,
SB16, SXL+14, Vog15]. Determination
[BRZ+17, BKR11, JS23b, WL07, DST+15b].
Determine [GCC+22]. Determining
[AAF+13, HHC+24, Tah14]. Developing
[SWX+19, XYYZ20, XLX+21].
Development [AM22b, Che12, HSS18,
MMH15, TZH07, YJJW21]. Devices
[GTTR+17, ZSZ23, MKARB16]. DFseq
[YWW20]. DFT [NSMH19]. DFTNet
[CXY+23]. DGANDDI [YLS23]. diabetes
[GJK15]. DiaDeL [ALC22]. Diagnosing
[HC16, WW19, XTO+24]. Diagnosis
[BBN18, CZL+22, GT24, GYW+24,
GTL+24, HSZ+23, HWZ+23, JWW+24,
JHZL19, MT24, MM24, OW20, PTH+18,
QRT+23, WSJ21, YGJZ23, YOKI09,
ZHSS07, ZLL21, GJY+14].
Diagnosis-Specific [MM24]. Diagnostic
[WQLL23]. Diagnostics
[Ano12a, BDP11, YZL+22]. Diagonal
[YHCS19]. Diagrams [YNBM05].
Diameter [HZR+19, HSlSM11, GE15].
Diameters [GPE17, GE18, GET21].
Diazoxide [WLCX18]. dibenzopyrrole
[KPB14]. DICLENS [MA12]. Dictionary
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[KBSCZ12, PYL+21, TDZZ24]. Difference
[CKL+23, JRSS18, ME19a, ME19c, WL19,
DWZ+15]. Differences [vBdRD+11].
Different
[DPS+13, HLL+22, RTC23, ZWL14a].
Differential [CHW+18, CBK20, CZM+18,
HWY+23, LEAK11, LL11, LW19a, LYY+19,
MSS19a, NI07, PZC+23, RCP+18, SdOD+12,
WW22, YWW20, ZZY+17, dJP08, ABS17,
BMM14, HLW15, ZSY+14]. Differentially
[AAP06, EAS12, GXL24, HHSC13, LLCC21,
LXG+16, LWG+18, PS19, SDTK19, WS12,
KSM14]. Differentiating
[JLJC24, MTR+22, ZLXL19].
Differentiation
[CBM+20, NGZ+22, ZRK19]. Difficult
[BBCP07]. Diffused [WWC18]. Diffusion
[Alt23, FZWS17, SHJL10, SWSA21, YD24].
Digest [BBK+07, JR14]. Digestive
[YHW+21]. Digital [CCL+24, LGL24,
WQLL23, ZLWF24, AIS+16]. Dilated
[GHZ+22, LXL+21]. Dimension
[ST05, ZHD+21, YTLL15].
Dimension-Fusion [ZHD+21].
Dimensional [AAKB22, Che10, CHC+05,
DZA+06, GC22, GAX+23, HDS+18, HL21,
LHL+19a, LTaS13, LN13, NPBD16, PL17,
SWL19, VJRPNVJG24, WWLL16,
WRH+09, WWL+17, ZMT13, ZD17,
ZZZW19, ZWLZ21, ZZGL24, ZKL18, BF14,
Qiu14, YN14, ZMC+14]. Dimensionality
[LRM08, YLC20]. DinoKnot [NCJ24].
DipC [WCLY20]. Diploid [KWL07].
Direct [SZL+20]. Directed
[ARS17, PPZ12, Zha18]. Direction
[HYL+19]. Directional [ZS19]. Directions
[SXW+24]. Directly [GJSB23]. Dirichlet
[CGZ15, PRZ+14, RdlCGW09].
Disagreement [MW20]. Disambiguation
[HVD18, HWK14]. Discloses [AAB22].
DiscMLA [ZZH18a]. Discordance [PT09].
Discover [MSZ19a]. Discovering
[AOSN+18, ACP10, BHS+04, KN05,
LSTW+17, LLH+07, LNC+05, MPF12,

NTL+22, OHK+21, RB16, RM18, RA16,
SLCZ22, SC22a, VJRPNVJG24, WHWP12,
WSTL+15, XL16, YSBB22, YJ22, YNBM05].
Discovery [ANR11, ABS17, BMSZ22,
Bha23, Bi09, BD19, BVN+11, CZW+23a,
CLST+13, CHK17, GXSZ17, GCB+18,
Han10, HSZ+23, JL10, KL19, KC11, KZ10,
LDS+07, LHL+19a, LMPT15, LCLL10,
LCW+18, LT07, MYLS24, MLZ18, PWT10,
PZH20, RLV04, RSV+22, SKDA19, SS04,
SGP+20, SLCL22, TP18, UBP+19,
WLCP11, YAB13, YYG+21, YLY+12,
YFY+22, YNN+18, ZDL12, ZZ18, ZZN+11b,
ZMC+14, ZAZ11, pD20, CWDS15, CA14,
FWY+15, JZCZ15, KGF+14, OFC+14].
Discrete [CWZ08, ED15, GPZ20, HGM18,
LCW+18, PTM+19, SH11a, WZ13b].
Discrete-State [SH11a]. Discriminant
[FWY19, MM24, NO09, OG11, PYL+21,
WYHD17, YLXJ04]. Discriminate
[HXS+21, THH+19]. discriminating
[SQZA14]. Discrimination
[AKA+22, KCY+24, KBM21, DI15].
Discriminative
[CGL+23b, GZN21, KC11, hLMBJ11,
LZS23, SC22a, YFYW23, ZZH18a]. Disease
[AHN23, AKH+23, BKKG19, CLL+21,
CZW+23b, DHCW18, DMK22, FKZ+24,
GT24, GWW+22, GRK23, GSC17, GZYL22,
GCC+22, GTL+24, HZW+17, HD24,
JBgLS19, JY21, JYW+24, JZZQ19, JQGY21,
JHZL19, LWL+18, LRR08, LTP22, LWW+21,
LZX+21, LXWL22, LWXX22, LDZL23,
LXS+24, LZHZ17, LWT+18, LWZ+21c,
LJN+23, LLZ+22, LW24, LDL+17, LTRW19,
MZLL22, MS17, MT24, MSB19, MLFM22,
MGP+22, MCM22, NLW+24, NWZ+20,
OW20, PSA21, PZC+23, PLD+23, PCD+23,
PBV+20, QLZ16, QDZ+21, QQD+21,
QBPEL12, RNAR+24, SSK+20, SZD+23,
SXW+24, VBG+18, WLCX18, WXY+23,
WLP23, WCW+24, WHL+24, WCMB19,
WLA+13, WCX+22, XZG+23, XPH12,
XW16, XDZ+23, YDW+20, YDW+21,
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YGJZ23, YG19, YYY+22, YWL+24,
ZLLZ17, ZLH+20, ZLF+21b, ZWS+18,
ZZCD19, ZZRPZ19, ZLG+21, ZCL22,
ZZY+22, ZLZZ23, ZYW+21, ZYN+19,
ZYZ+23, ZDX+24, JWG+22, LLC+24,
LWY+23, LKD23, YWN+19, YD24].
Disease-Associated
[GWW+22, GZYL22, LDZL23, LDL+17].
Disease-Gene [ZCL22]. Disease-Related
[JZZQ19]. Diseased [DPS22]. Diseases
[AHC+21, BMR21, CC21, GZC+17, HC16,
LTLL23, TP18, YWN+19, DWZ+15,
LLRZ15, TYL+16]. Disequilibrium
[LLC+13]. Disjoint [DNS19]. Disorder
[LTW+22]. Disordered [FHDU22].
Disorders [GSC17, SVdSS+18]. Disparate
[QKÖ18]. Displacement
[SJWW23, ZWZZ22]. Disrupt [GED+17].
Disruption [HK20]. Dissect [WLHY19].
Dissecting [KDS+20]. Dissimilarity
[FB19]. Dissipativity [YLZW21].
Dissipativity-Based [YLZW21]. Distance
[AKNB07, ABO+23, AS05, ANR+23,
BFK17, BG12, BS10b, BHP19, BODD20,
BAO+23, BJ13, CZW+23a, CHNW20,
CWZL08, DS14, FM11, GRS+13, Lab06,
LTM+13, LTT+22, LJZ+24, LW24, MTH22,
Pol12, RFB20, SGC07, SBDD21, SWH+12,
WM19b, WSB21, WZ13b, XCR21, YPL+23,
ZOMC24, ZZY+17, ZWM+20, ZSC+10,
ZW13, dSMDB17, DNR15, TSM14].
Distance-based [DS14]. Distances
[BPV+11, GJSB23, JZSZ12, LTLTS23,
OP11, WL19, ZLZ+24]. Distant
[JZF+21, VSKJ11]. Distantly [DZW24].
Distillation [BYZ+23]. Distinguishing
[AD12]. Distorted [Mos07]. Distributed
[BHP19, GZR+18, LBL+10, PFJ+19,
PNA20, PSN+15, RTPM+19, SSD19,
WWC18, GFG16]. Distribution
[ASI+11, BS09, DADF+10, Gru11, LKK+23,
LLH+17, MT12a, WLL+20, YWW20,
ZLS+21, ZZP+21b, ZXJ+23, DWZ+15].
Distribution-Free [YWW20].

Distributions [APPG18, LTM+13,
PPFG20, SZZ+19, SHUP19, WM19a].
Disturbance [LL11, LLL16b, YM20].
Disturbances [YLZW21]. Disulfide
[YLH+15]. Disunited [SSS20b]. Diurnal
[KM20, WGP11]. Divergence
[EW04, ZZS18]. Diverse [LSB+11, PKM22].
Diversity [ATO22, DZMB22, FWY19,
MPKvH09, SNM08]. Divide
[KD15, LL22, OC13, SR10].
Divide-and-Conquer [LL22]. Dividing
[SWSA21]. Division [XSL+21]. Divisive
[MA12]. DL [RTC23]. DL-m6A [RTC23].
DLBCL [WWC18]. DMBIH [YGFC20].
DMFLDA [ZLF+21b]. DMFMDA
[LWZ+21c]. DMVO [CIZ+22]. DNA
[ASJ+07, AAB22, BMCY22, BAO22,
BTYC13, CIZ+22, CFOS06, CLST+13,
CW09a, CH11, CLZ+18, CWLS15, CLS19,
CL08, CGC24, CAN+08, DCHW17, DH23,
DSVMM18, DPW12, FLHG24, FPC20,
GZGX14, GKPS11, GZWD23, HEK18,
HHSC13, HG16, HLZ+17, HLH11, KCD+12,
KC11, KBSCZ12, LSTW+17, LPH18, LLH23,
LLW+11, LZL+20, LZL+22, cLWA07,
MGL+12, MRK18, MS21, MMSH14,
NNW24, NVSH18, NTL+22, PKRD12, PG12,
PGF18, RLV04, RG16, SSS20b, SLRQ19,
SIK20, SJWW23, TDA+09, TSM14, UJ09,
WZZ+18, WP08, WSTL+15, WLPW16,
WW19, YWCC22, YF23, YZH+23, ZZH19,
ZLL+20, ZZBH20, ZCL21, ZYH+21,
ZWHH21, ZSH21, ZZW+22, ZXW+23,
ZSZ23, ZLX+20, ZZDY13, ZWZZ22, ZL15].
DNA-Binding
[DH23, MGL+12, ZCL21, ZLX+20, ZZDY13].
DNA-Protein [ZYH+21, WP08, ZZH19].
DNA-Sequences [MS21].
DNA-Versus-Protein [YF23]. DNAzyme
[EES14]. Dnmt3a [LGN+19]. DNN
[QZL+22]. DNNs [CZDZ22]. DNRLMF
[YWN+19]. Do [RRTB12]. Dock
[ADPH13, BCS11]. Docking
[ADPH11, ADPH13, BCS11, GED+17,
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LSL+22a, LSB+11, PSN+15, SZ11].
Document [ZZY+22]. Document-Level
[ZZY+22]. Documents
[AC12, DGJ+24, KAHK+10]. Does
[BCVS19]. Domain
[CYJ+19, JGW+21, JGKP21, KCP19, LB19,
LNW20, LLL+23, MB23, SDP+21, WZC+21,
WWT+20, XNYC21, YPL+23, ZJW+22].
Domain-Gene-Species [MB23].
Domain-Residue [YPL+23]. Domains
[HMK+07, LDS+07, MB23, QLZ16,
WCMZ15, ZHZ+20, DC15, PWC+15].
DomBpred [YPL+23]. Dominating
[ZWW17]. donovani [SSP+17]. DORMAN
[OSA+21]. Dose [SWX+19]. Double
[HLGS21, SZCX19, YCY+14, YLS23].
Double-Sparse [HLGS21]. Downhill
[SS04]. Downstream [SPW22]. DP1
[IDD13]. DPNuc [CGZ15]. Drawing
[Hus09, SNM12]. Drawings [VASG10].
drift [SPWF14]. Driven
[AAKB22, CSW11, CCE19, FMA+20,
HLY+16, HSZ+23, JQGY21, MRB+24,
PLC+20, RGB+21, RRD+23, Sef22,
YCCM12, ZHG20, ZM22, GBTL14, KG15].
Driver [LGW20, LDYZ22, LWD+21,
SPW20, SPW22, YYG+21, ZZ18, ZW19,
LP15, LWM14]. Driving [WHW21].
DRLM [FZNZ23]. Drone [JQGY21].
Dropfeature [CZDZ22].
Dropfeature-DNNs [CZDZ22].
Drosophila [GGH+13, LK11, LJK+12,
LLYS21, LLDÁ21, MBJ19]. DrPOCS
[WCQ+19]. Drug
[Ale22, BD19, CCCY20, CNO+23, CLYR23,
CZC+23, CYWW22, CCN22, CNH+23,
DLO+23, DTA+23, DCM20, EZW+17,
FZNZ23, HLN20, HXS+21, HJD24, JQH+20,
JZYL24, KCP19, KHP12, KS18, LC19,
LWZ+21a, LWL+22, LXS+24, LZC+23,
LWL+19, LWY+21, MWZY17, MYLS24,
MCM22, NNNL22, NNLT22, NVL22,
NQNT23, PRP21, PKM22, PSIM17,
PCCM22, PLTG22, QZD+22, QZA+23,

RV13, SK21, SZ11, SYKS15, SSP+17,
SWX+19, SRXZ24, UKC+23, UBP+19,
UKV18, WLCX18, WCQ+19, WXWL20,
WDL+22, WLWJ22, WLP23, WLW+23a,
WCY+24, WYS+24, XYZ19, XHW+22,
YDZ+22, YZC+23, YSBB22, YZL23, YJ22,
YLJY21, YLS23, ZSZ+22, ZDY+23, ZYJ+23,
ZDZ+23, ZZW+24, ZPW+21, BHW+14,
FHRG14, KPB14, LYH+16, XLC+15,
LLZ+23, ZDN+23]. Drug-ATC [ZDN+23].
Drug-Disease [MCM22]. Drug-Drug
[LZC+23, QZD+22, WCY+24, YDZ+22,
YLS23]. Drug-Gene-Disease [WLCX18].
Drug-Induced [SWX+19]. drug-pathway
[LYH+16]. Drug-Repositioning [DLO+23].
Drug-Response [CCCY20, UKV18].
Drug-Side [ZYJ+23]. Drug-Target
[CZC+23, CYWW22, EZW+17, HXS+21,
LWL+22, NNLT22, PLTG22, WLWJ22,
WLW+23a, WYS+24, YZL23, YLJY21,
ZDY+23, ZDZ+23, ZZW+24, FHRG14].
DrugBank [RV13]. Drugs
[DTA+23, NVL22, PG12, YSW+17].
DSTPCA [HLGS21]. DTCT [KY22]. Dual
[CXY+23, CSW+23, CZW+23b, DGJ+24,
KY22, LLQ+16, LXWL22, LLZ+23,
RBB+19, WXWL20, ZYZ+23]. Dual-Layer
[WXWL20]. Dual-Network [ZYZ+23].
Dual-Path [CXY+23]. Dual-Task
[CSW+23]. Duchenne [BCL+13a]. Ductal
[CSSS16, YLC+23]. Duo [MJZY22].
Duo-Preservations [MJZY22]. Duplex
[NCJ24]. Duplication
[BE08, BEW09, BS11, BG05, DOK+21,
GET21, GDRLH21, HZR+19, HCMB18,
HBM21, KB17, KB19, LCWZ13, LCC+11,
PG18, ZZS18, vIJJ+20, ZZ14].
Duplication-Loss [GET21].
Duplication-Loss-Coalescence [DOK+21].
Duplication-Transfer-Loss
[GDRLH21, KB17, KB19]. Duplications
[BCF+07, CDW12, SS06a, THL11]. During
[BCY+22, HK12, KCZ+15, TC13].
Dynamic [AM22a, BRB21, BBK+07,
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CHZ+16, CLR10, GCL+18, HL16, HHYH07,
HT09, HD24, HSZ+23, LCZN16, LZM22,
LZZ24a, LKL+23, LWZ+21b, MJ23, NM22,
NSZK15, PAL+12, PZS+20, RBdJ11,
SMSZ17, SPL+23, TP18, WLL+09,
WMWA12, WWLL16, XWQ+24, XZG+18,
ZLH12, ZD17, ZD21, ZCT22, WZ14].
Dynamic-Pattern [WMWA12].
Dynamical [CBM+20, KKC16, LLH+07,
MDD18, SCM19, ZZKW18]. Dynamically
[HWM22]. Dynamics [AVD+12, APKP18,
CGLF12, Dem12, GBJ08, JGKP21, KL11c,
LLES18, LW13b, PB12a, PTM+19, Pau18,
RTA+16, RSCX18, SH11a, SVG+24,
ZLL+20, MFS+15, PSK+16]. Dysfunction
[FLJS20]. Dystrophy [BCL+13a].

Early [BCL+13a, HSZ+23, JLK+21,
JHZL19, NNLT22, TP18, ZCT22].
Early-Rejection [ZCT22]. Early-Stage
[JLK+21]. East [XHY+18]. Ebola
[MBP+18]. EBWS [KPP19]. ECD
[YKW17]. ECG [GAX+23, ZCWW19].
Edge [AHN23, GPC+20, NCL+23,
WLWP12, HKLN14]. Edit
[MTH22, RFB20, XCR21]. Edit-Distance
[XCR21]. Edition [MVVR19, MVVR20,
MVVR21b, MVVR21a, MVVR23]. Editor
[BLP18, HMZ17, Alu21, Ano04b, Ano08c,
Ano10c, Ano12b, Cas06, Cas07, Cat17,
Gus07a, Gus07b, LNY05a, Xu13, Xu14a,
Xu15, Zha17]. Editor-in [Xu13].
Editor-in-Chief
[Alu21, Ano08c, Xu14a, Xu15, Zha17].
Editorial [Alu21, Che12, CN12, Che13,
DN22, FJJ18, FK19, GZB23, GJH19, Gus05,
Gus08, Gus09a, Gus09b, GM16, GZ22, HC15,
HBG16, HBG17, HBG18, HBG19, HBG20,
HBG21, HZG22, HHA22, KS13, KJ04, KJ05,
Kim18, LYC24, LZW21, Ma22, MJ18,
Mur18, Sag09a, Sag09b, Sag09c, Sag10,
Sag11a, Sag11b, Sag12, SPK19, SC22b, TS17,
TH18, Tsu22, WYWX16, WLWN17, WLC18,
WKSP21, WH11, XJZS21, Xu13, Xu14a,

Xu15, YSC19, YGFC20, YJJW21, YTC21,
YQWC22, YQBC22, YPGC24, YS17, ZC15,
Zha17, ZPC+21, ZLZ20, ZCM19, ZLWF24,
dSK13, ESW14, LW15, MNA14, MKARB16,
PR14, STHA15, Xu14b, ZC14].
Editorial-State [Gus05]. editors
[CEG14, XHS15, AS15, BPW17, BPRZ11,
CLS22, CNS22a, CLSW23, CZ24, CZ12,
FS12, FS13a, GH08b, Gus04a, Gus06a,
LNY05b, MPZ07, MPZ08, MPSZ09, MWZ13,
MSZ19b, MNPZ10, RZF07, Sag09b, Wil04a].
EEG [AKS13, BCY+22, GCJ+21, GZN21,
HLSR18, HXX21, LDGY21, LKL+23,
LWZ+21b, XNYC21]. EEG-Based
[GCJ+21, HLSR18]. EEG/ERP [AKS13].
Effect [AD12, BMH+16, GSC+18, GSC17,
GPC+20, HC24, JS23a, JQH+20, MRS09,
RKDR10, SZCX19, UKC+23, WHXS17,
ZYJ+23, ZZ14, WFD15]. Effective [AAP06,
BP22, BRZ+17, CMSE+15, CWCJ21,
CZDZ22, CZJ17, FSNF21, HC07, LKK+23,
LSL+22a, LSL22b, SSS20a, WOYL17].
Effectively [CZW+18, LQW+23].
Effectiveness [ARK20, Jam15]. Effects
[ALQ17, BCFCC13, CGC24, KSP22,
LLCC21, MWLS18, OHK+21, SSK+20,
YZC+23]. Efficacy
[LRM08, QL09, CWDS15]. Efficiencies
[AKA+22]. Efficiency [KBBD+17, LHY+11,
RKDR10, RKDR11, ZLLS17]. Efficient
[ASK+23, BPV+11, BHHMCL16, CMR19,
CZ20, CFOS06, CCE19, DSM23, DLRW18,
DBZ12, DLM12, DHC12, FHDU22, FM12,
GPMH16, GSK13, GMAS22, HLV+10, HT09,
HSF+23, JZW17, KVX12, LR20, LYH+16,
LJL+15, LLZ+20a, LZX20, LHG+16,
MWL+12, MYLS24, ME19c, MS11,
MCDD12, NSZK15, PG18, PSPM20, PH10a,
PCK19, PBJ12, POS+18, RXAH+23, SP11,
SAE+20, SK08, SN12, SLH+06a, SDB+07,
SK12, SDTK19, TZP17, VTGC16, WBP+12,
WKLL12, Wan16, WBE13, Wer06, WCLY12,
YDM+08, YHZ+19, ZZH18a, ZGZ+20,
ZLC+21, GM14, LMZ14, LHS16, SDAA+14,
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SSKH15, SYV14, YHV+15, ZHL+14].
Efficiently
[HYL+19, TK05, ZLZ+19, NYOL15].
EfficientNet [HWZ+23]. EGA [Sen19].
EGFR [MWZY17, QZA+23].
EGFR-Mutated [QZA+23]. EHR
[ZDL+19]. EHR-Based [ZDL+19]. EHRs
[MZSL19]. EIC
[Gus08, Gus09b, Sag09a, Sag09b, Sag09c,
Sag10, Sag11a, Sag11b, Sag12]. Eigen
[MWZY17, WMWA12]. Eigen-Binding
[MWZY17]. Eigen-Genomic [WMWA12].
Eigenfeature [Pha23].
Eigenfeature-Enhanced [Pha23].
Eigenmap [ZYW17]. Eighth [MVVR23].
EKF [ZWL+12]. EL LSTM [ZLX+20].
Elastic [WMK16, ZLH+17]. Electrical
[BMH+16]. Electrocardiogram
[BCC+23, XXW+23].
Electroencephalography [QRT+23].
Electron [GHZ+22, LN21, MRB12].
Electronic [GLYZ21, SGR+17].
Electrostatic [BTYC13]. Electrostatics
[Gon13]. elegans [Pha23]. Element
[WQL+16]. Elementary [UAH16, DB14].
Elements [AOSN+18, AD12, GGZZ14].
ELF [FW20]. Elimination
[CZJ17, DLM12, LZX20, LHY+11, PGHT12,
PWY+21, STT+14]. ellipse [SXL+14].
Ellipsoid [XAW07]. ELLPACK [BBH12].
ELLPACK-R [BBH12]. ELM
[SSS+11, WYHZ20]. ELMo4m6A [FSP23].
Elucidate [SCU+24]. Elucidating [LW19a].
Elucidation [LZW20]. Elusiveness
[KSvI12]. EMatch [LDS+07]. Embedded
[BHHMCL16, CYTY13, JS12, MT24,
PWY+21]. Embedding
[FSP23, GRK23, LC19, LXS+24, MMG+22,
SLCZ22, WCX+22, YSGZ20, ZJZ+24,
ZDYH17, ZLZW22]. Embedding-Based
[FSP23]. Embeddings
[GZ22, HLL+18a, LLQ+16, PCL+22].
Embeddings-Based [PCL+22].
Embryogenesis [LLYS21]. Embryonic

[GBTW16, GBTL14]. Embryos [LK11].
EmDL [XYZ19]. Emerging
[KSA16, WKSP21, GPScF15, MKARB16].
Emotion [LWZ+21b]. Empirical
[FFT16, JQH+20, KB20, KK12, LS10,
LWZ+21b, MSB19, RSK23, WLG+21].
Empowered [LGL24, ZLWF24]. EMR
[DLL+24]. EMRs [ZLZZ23]. EMS3
[XCR21]. Emulation [ACCT20]. Enabled
[ACJ24, LSMW11, YHW+21, ZLS+15].
Enables [LR20]. Enabling
[LLZ+20b, LBL+10, RTPM+19]. Encoded
[SVG+24, ZMKL22]. Encoder
[YZL23, YWL+24]. Encoding
[CCBR+21, CBES11, HYW+17, JDHL20,
KKI20, LLK+22, OM07, PR18, RH05,
RTC23, SSS+11, WYHZ20]. Encouraging
[ANR11]. Encryption [RCP+18]. End
[Gus09a, KY19, LLH+17, LMW+24, Sen19,
WLL+20, WKZ+24, YRL+20, ZKLZ24].
End-to-End
[KY19, Sen19, WKZ+24, YRL+20, ZKLZ24].
Endogenous [AD12]. Endoplasmic
[LLES18]. Endoscopic [ZHX+24].
Endoscopy [LWW+21]. Energetic
[ZXB11, LHWL15]. Energy
[ASJ+07, ACC+13, BCFCC13, GMAS22,
mHB13, MSS13b, NA11, NSAH19, RJNN18,
SDS18, WLG+21, DWZ+15].
Energy-Efficient [GMAS22]. Engine
[CZZ+23b]. Engineer [ACCT20].
Engineered [MBP+18]. Engineering
[BGS+12, INT11, LLA19, RPB+13,
SdOD+12, TS17]. Enhance [SR06].
Enhanced
[BCC+23, CPM18, FYZ+19, JJZ+22,
LLL+21a, Pha23, WSJ21, WBE13, YJJW21,
YSBB22, ZZZC17, ZZDY13, KFHK14].
Enhancement [CLL+24, DNS19, PSR+24,
WQLL23, WCY+24, XWP+24]. Enhancer
[WZJS23]. Enhancer-FRL [WZJS23].
Enhancers [WZJS23, CV14, LKLB14].
Enhancing
[ANR11, LDYZ22, LZC+23, SIK20, YXS16,
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ZZY+17, ZBL+23, ZGDH16, FSL+15].
ENISI [MCH+15]. ENLIGHTENMENT
[SPD24]. Enough [MZSL19, SRM18].
Enriched [GC22, MSS+19b, NRV22].
Enrichment [FLAM15, PSN+15, YM20].
EnsDeepDP [SZD+23]. Ense [FLHG24].
Ense-i6mA [FLHG24]. Ensemble
[CSQ+22, CHZ+16, DPS+13, FLHG24,
FDZ+24, GT24, GMSD11, GLF+23,
HWY+23, LYL+17, LZW+22, LZQ+20,
LTW+22, LZW23b, LGYW21, MHTJ22,
MKG20, MT24, MA12, MSKC19, NNW24,
OLZ11, PLTG22, QZLL24, RFBTD22,
RNAR+24, SBOA23, SKS22, SZD+23,
TDZ+19, WWM+24, XYLL23, Yan22,
YHZ+19, YCY+13, YRD+13, YLJY21,
ZYW17, ZCG+18, ZZP+21a, ZMKL22,
ZLX+20, ZLZW22, RHK14, STT+14,
YCY+14, YRD+14a, YN14].
ensemble-based [STT+14]. Ensembles
[ALWG18, LSB+11, dHMPFdM23, RSP08,
Val11]. Ensembling [DSCM20].
Entailment [LXZ+23]. Entities [PZWC20].
Entity
[AV17, DLL+24, LJ20, LXZ+23, HK15].
Entropic [POS+18, CA14]. Entropy
[CCYW12, GMP08, PRP21, PBhL+11,
SPW20, ZXZ+21, ZWY+10, PS15, RB14].
Entropy-Based [SPW20]. Entry
[CHZ+21]. Enumerating [NSNA19].
Enumeration [SS06b, SN12]. Enumerative
[BBK+07, Tan14]. Envelope [XHY+18].
Environment [SAM+19, XZG+18, ZD17,
LHN+14, LLH+14]. Environmental [ZS18].
Environments [BWRF12, PNA20].
Enzyme [TDZ+24]. enzymes [SFH+14].
EPGA [LLL+21b]. EPGA-SC [LLL+21b].
Epi [CZCL23, WHF+20].
Epi-Transcriptome [CZCL23]. Epidemic
[LKK+23, XLX+21]. Epidemics [ZYF+18].
Epigenetic [MSZ19a, ZKLZ24]. Epilepsy
[ZZP+21b]. Epileptic [XNYC21, ZHG20].
EpiMC [WZR+22]. Epistasis
[APKP18, GDWK+15, HLHAJ20, LZW20,

PFGDCRM22, WWF+21, YYLL22, ZM22].
Epistatic [FMA+20, WZR+22].
Epistatic-Driven [FMA+20]. Epithelial
[AVD+12, SDA+06]. Epitope [BZWD22,
GBSB21, YJS+24, ZWL11, ZHL+14].
Epitope-Specific [YJS+24]. Epitopes
[AGGM11, XHY+18, YBGB10]. eQTL
[YZG+17]. Equation [LL11, dJP08].
Equations
[HLM+13, SdOD+12, SCCDK09].
Equilibria [MJ23]. Equilibrium
[BBW18, HI24]. equivalence [BM15].
Eradicate [Vis18]. ERDS [TWW+20].
ERDS-Exome [TWW+20]. ERINS
[YXZD21]. Erosion [BBH+18]. ERP
[AKS13]. Erratum [HOS+12a, YRD+14a].
Erroneous [PVB+12]. Error
[BvdGK+11, GGP08, HZL+20, LTL+19,
LLBL20, MDD18, SLGK17, WLL+20,
ZZP+21b, FSL+15]. error-containing
[FSL+15]. Errors [ZKP+07]. Escherichia
[iAOSS16, RBdJ11]. ESDA [WMWA12].
ESLTAGs [RAA10]. Essential
[KPP19, LYW20, LLNW17, LNC+19,
LZW+22, LZX+19, Mam05, OHK+21, QL16,
WLWP12, XZS+21, XGWW19, YZG+24,
ZLF+21a, ZXLZ18a, ZXLZ18b, ZXZ20,
DI15, LLW+15, PWC+15, TWZP14].
Establish [PS19]. Estimate [CSZ+19].
Estimates [JZW17]. Estimating
[GKPS11, MTH22, NGY+16, NSAH19, SS04,
SWH+12, TIA+11]. Estimation
[ANR+23, ASI+11, BBW18, CSZT19,
CAW+19, CGL+23b, GAGM11, JRN+18,
LSM+21, LWZ12, MNND13, MR10, NGZ+22,
SRM18, SNC+16, SWSA21, STS21, SGH12,
TGGF10, WLMW+11, WWLL16, YWK+07,
YAB13, YBMH24, ZWL+12, ZTY22, Gu16,
GJY+14, HLW15, TDD14, ZSY+14].
Estrogenic [NSMH19]. ETD [YKW17].
ETD/ECD [YKW17]. Euclidean [ME19c].
Eukaryotic [SSS13a, SSS20b, TR07].
Evaluate [LGX10]. Evaluated [MQOH21].
Evaluating [WLYZ+09]. Evaluation
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[AZHR22, BKLS18, CAN+08, DM09,
MSJP19, NLW+24, OMAdG+12,
PFGDCRM22, SAS+23, YLCC13, YFY+22,
KPB14]. Evaluations [KSLW23]. Evasive
[SCU+24]. Event [BM20, CBM+20,
HLL+18a, JRN+18, LLQ+16, MRB+24,
PTM+19, SYM+10, YRL+20, MZSL19].
Event-Driven [MRB+24]. Event-Level
[MZSL19]. Events [BB04, LLQ20, MG19,
NAHT+20, TBRS13, Zha11]. Evidence
[KK12, RLRH18, WZ14]. Evolution
[AGMP09, BJ10, BPJ12, BGHM09, BM13,
BSST08, CM13, DST07, GBS11, HK12,
HB11, LW19a, LB19, NI07, RGVP24,
SRLR14, ZZY+17, ZD21, ZACS09, HLW15,
TM11, ZSY+14]. Evolutionary
[BPM21, BP22, CS15, GZFT15, GSC+18,
GK08, HC18, HHYH07, HTLL12, HLW15,
HRdR09, KCD+12, KTLM15, LCWZ13,
LSY+20, LT07, MG19, NLGG12, QZL+22,
SDS18, TWG+12, TBRS11, WDH08,
WLC11, XZG+18, YWK+07, YHZ+19,
ZZS18, DPL+14, Mat15]. Evolved
[AD12, HF07, LSMF08]. EvoMD [WLC11].
Exact [CW11, CHNW20, CMQ+16,
GRS+13, HBM19, KB19, MS11, NT24,
RW07, TED+12, Wu10, ZS19, ZW13,
ABH+14, Tan14, YHV+15]. Examination
[NTL+22]. Examining [GAJ+18].
Example [DSZ+06, OLZ11]. Examples
[CZW+18, KK08]. Exchange [BPM21].
Excisions [SS06a]. Excitation [MBF+13].
Exclusive [SPW20]. Exemplar
[BVD+07, BJ13, QSJ+20, ZW13].
Exhaustive [WWM+24, Qiu14]. Existence
[Son06]. Existing [PFGDCRM22].
Exocytosis [SDA+06]. Exome
[TWW+20, TWW+20]. Exons
[SSS20b, WS12]. exp2GO [DLA+23].
Expanded [mHB13]. Expanding
[PBV+20]. Expansion
[NSC17, XLL19, ZZKW18]. Expectation
[MB16, WSL+24]. Expected [Pol11, Vis18].
Expectile [LTLL23]. Experiences

[MCHT17]. Experimental
[AHT+18, GK08, MDD18, NSAH19,
VDS+20, YFY+22, DYD15]. Experiments
[BDS12, BSST08, IVA11, IYA12, MGS17,
MDM13, NFM+12, OMAdG+12, SVZ09,
SC11, THH+19]. Expert
[ATO22, GRDV14]. Experts [WCMZ15].
Explainable [CNO+23, ZYJ+23].
Explained [AHT+18]. Explaining
[NQNT23, TGP+15]. Explicit [ZMT13].
Exploitation [WWM+24]. Exploiting
[ASP20, AL12, CHL+12, HXXJ18, KDS+20,
NSNN12]. Exploration
[LTwG+11, RTPM+19, WRH+09, ZLZ+24].
Explorations [mHB13]. Exploratory
[BLR08, Mah10, ZWHC19]. Explore
[BKKG19, YDM+08]. Exploring
[BSST08, CLC+17, CGC24, CRK+19,
DHC12, GTTR+17, HJD24, JBP08,
KNS+05, KAS21, SLGK17, TYL+16,
USMS19, VRJ+10, YCL+24]. Exponential
[WFY+19]. Exponential-Family
[WFY+19]. Expressed
[AAP06, EAS12, GXL24, LLCC21, LXG+16,
LWG+18, PS19, SDTK19, WS12].
Expression
[AM22a, ACWW05, ACWW07, BGS+12,
BDP11, BHMA06, BLP+12, BHS21, Bon07,
CCCY20, CHWY19, CMMZ20, CBK20,
CWZ08, CKL+23, CGC24, DZH16,
DCHW17, DLA+23, DWSB11, GZG17,
GTX+23, GMSD11, GZR+18, GDM18,
GJZH17, GBJ08, HBH12, HRAGS+23,
HHYH07, HMW+12, HC16, HTLL12,
HWY+23, JCF13, JS23b, KBND19, KG12,
KCCC15, KCP18, KKK19, KK12, KKP+21,
KMG+05, LEAK11, LTM+12, LTM+13,
LBM+18, LRM08, LLH23, LJK+12, LLHF15,
LPH+21, LTT+22, LW19b, LYY+19, LLL15,
LLA19, LGYW21, MTSCO10, MP22,
MSH+11, MSS19a, MB20, MWZ+20, MW21,
MWLS18, NPK+07, ÖBT21, PI09, PYL+21,
PAAG07, RdlCGW09, RWH+10, RMS15,
SBOA23, SMK22, SCSS05, SSP+05, SIM12,
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SDCW11, SKD+07, SPW22, SGK12,
SPL+23, STHM+24, TZH07, TK05,
TWZW16, TOYHZ19, UC10, UKV18,
WZA07, WLL+09, WW22, WRH+09, WP08,
XHQ+18, XLL+20, XAW07, XOYHZ18,
YWW20, YLC+23, YLXJ04, YNBM05].
Expression [YLY+12, YP13, YLW+24,
YCCM12, YOKI09, ZZKW18, ZMT13,
ZHSS07, ZWSX12, ZXLZ18a, ZXLZ18b,
ZXZ20, ZZLH23, ZWY+10, dCAR11,
vBdRD+11, BMM14, FN14, JR14, KSM14,
LXZ+15, PJN+14, RHK14, YCY+14].
Expressions [ARM+19, BRF17, BIBD21,
SSK+20, WCX07, WLHY19]. Expressivity
[FMRS18]. Extend [CLH+15]. Extended
[CPRC24, KFHK14, dSRCT+11, WLL+09,
YXZD21]. Extended-Sequence
[dSRCT+11]. Extending
[ATA+17, ARS17, FM13]. Extensible
[ACP10]. Extension
[LLH+17, LTL+19, MQOH21, STB+19].
Extensions [GG11]. Extensive
[FFT16, NTL+22, MG14]. External
[KSP22]. Extra [WCX+22]. Extract
[FW20, JY21, DPL+14]. Extracted
[ASP20, AD12, MSJP19]. Extracting
[AMGC16, GBJ08, HC17, LLQ+16, LLQ20,
MTR+22, NZR11, NAHT+20, RSG18,
SYM+10, XYZ19]. Extraction
[BLR15, CBZ18, DLT10, DDZ+21, DZW24,
DPS+13, DPA+17, GBTW16, GZWD23,
HLV+10, HVD18, LK11, MCC16, SYM+10,
XTL12c, YSC13, YRL+20, ZLY+12,
ZZY+22, ZFZL22, ZYN+19, TAL+15].
Extreme
[DYZC22, LSY+20, MGSP22, ZHSS07].
Eyelid [JWW+24]. Eyes [WHW21].

Facilitate [GJZH17]. Factoid [BYZ+23].
Factor [CRP12, KCY+24, LPH18, MMS24,
PIPC18, WPL15, YLBX21, ZSH21,
ZXW+23, ZS18, LLRZ15]. Factor-Based
[YLBX21]. Factored [ASP20, PAL+12].
Factorisation [YSBB22]. Factorization

[DLO+23, EZW+17, GWW+22, JKC23,
JHX17, JZZQ19, KKPP22, LW17, LX21,
LWG+18, LWL+20, LWZ+21c, LJN+23,
MHHJ20, PCCM22, RM18, STHM+24,
WLG+16, WHF+20, WXY+23, XZG+23,
YHCS19, YWF+20, ZWXL20]. Factorizing
[HWM22]. Factors [BPP+13, LX21, ZJ23].
FAD [YZG+19]. Fairness [SAS+23]. False
[ANR11, GCB+18, HZTP12, SS04, YAB13,
CWDS15]. Families
[DR16, Ros13, TRBK08, WWL19]. Family
[CSS11, GzS11, HZL+20, PA22, RGI13,
WFY+19]. Family-Based [RGI13].
Family-Wise [HZL+20]. Fast
[ATX21, ADPH11, BCS11, BM12, BBH12,
CBFB12, CW11, CA14, DBR07, DS21,
DWSB11, FVP+20, FSB+11, GZG17, GK19,
GD22, GAGM11, LHL+19a, LLK+21, MW16,
OG11, OP11, PNA20, PVB+12, RMV12,
RSJK13, Shi10, SBY12, STHM+24, TGLP16,
WYY+13, WLCP11, WL19, WXS+19,
XWC15, YXYC13, ZCG+18, ZLG+21, ZS19,
ZL15, dAc17, GJY+14, ZLLS17].
Fast-Adaptive [ZCG+18]. Fast-Known
[SBY12]. FaStaNMF [STHM+24]. Faster
[BAK06, CW07, CHNW20, HC16, SN12,
SB09, WS21]. FastEtch [GK19]. FASTQ
[How13, GDM12]. FastR [ZHEB05]. Fatal
[CDBR21]. Fatigue [WHW21]. Fault
[BBN18]. Faults [CCN22]. FC [YWW+18].
FEAST [HB11]. Feature
[AWW18, AMHH16, AAT20, BM17, BMSZ22,
BB24, BHP19, CXY+23, CZ20, CWCJ21,
DPS+13, DM22, DPA+17, FLHG24, FDZ+24,
GZG17, GCB+18, GZWD23, HZZY16,
HLL+18a, HBC+11, HDS+18, HLGS21,
HLX+21, KCD+12, KWP+23, LTM+12,
LHLY11, LSY+20, LYZ+24, LJL+15,
LLZ+20a, LZX+19, LZX20, LPH+13,
LHH19, LTW+22, LLZ+22, MP22, MLFM22,
MCHT17, NO09, PGHT12, PWY+21,
PLD+23, PBhL+11, QZLL24, RSK23,
SLX+18, SIM12, SDH20a, SGP+20, SZLL11,
TZ16, TRKRC13, WZA07, WYHZ20,
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WCLY20, WZS+22, WCDM23, WZJS23,
WXS+19, XZL+24, XZX+24, YSC13, YM11,
YZG+19, YXS16, YH13, YZS+24, ZHL+24,
ZWSX12, ZLPW16, ZwGC17, ZZZW19,
ZWM+20, ZYJ+23, ZLZZ23, ZWY+10,
ZCWW19, dSPFF21, BCLC15, GMCB14,
HRHP16, LZGZ14, WFD15].
Feature-based [ZWM+20].
Feature-Integrated [LZX+19].
Feature-Sensitive [WZS+22]. Featured
[CLW13]. Features
[AD12, AHK+21, BYZ+18, BOSF24, BS10a,
CZCL23, CZL+22, CHW+18, FLW12, FW20,
HC17, HLZ+17, JY21, KTLM15, KKPP22,
KAHK+10, LLC+24, LLX+16, LHZ+19,
LZQ+20, NBGL19, QZL+22, QWC+16,
SKS22, SPL+23, TZWZ23, VF09, WB11,
ZZCY10, ZKW19, ZMKL22, ZZDY13,
dSPFF21, DPL+14, GJPSV14]. Federated
[LXC+24, MYLS24, SAM+19, SAS+23].
Feedback [BSV10]. Feedbacks [LCH19].
Feedforward [BHS21]. Few
[CJH+21, GM22, LCTW24, TGP+15,
WCX07, WLL+24]. Few-Shot
[CJH+21, LCTW24, WLL+24]. FGFICA
[CZCL23]. FHAST [FVLN15]. fibers
[SXL+14]. Fibrosis [HEE+18]. Field
[WWL+17]. Fields
[RXAH+23, ZHE19, DGRC15, GGZZ14].
Fifth [MVVR20]. Filaments
[CMC+12, BLR15]. Files [GDM12]. Filling
[JZSZ12, LJZZ13, LHH19, LWS+20,
MJZY22, ST19]. Filter
[FLAM15, HKT+18, JSS+18, LTM+12,
LH10, LHQ+18, MNND13, HPH+15].
Filtering [GMAS22, JZL+24, KAP+12,
LX21, MJPP20, SP11, WLL+09, XSL+21,
YLZW21, ZLH+20, pD20, HPH+15, SB16].
Filters
[BHHMCL16, SBY12, WZJH12, XLZ+15].
Filtration
[GBSB21, KNR05, TC16, LMZ14]. Final
[Gus09a]. Find [ZSZ+22]. Finder [CXS15].
Finding

[AAP06, AKMT12, ATX21, BvBF+11,
BLS12, CMR19, DT11, GÁVRRL15, HLH11,
HKM+18, IVA11, KVX12, LLR+23,
hLMBJ11, LHL+19b, MIC+07, MDMR+22,
NYOL15, PG06, PRU11, RHH16, RSJK13,
SPW22, VSKJ11, WL11, Wan12, WCMZ15,
XCR21, ZSC+10, SSKH15]. Findings
[WWC18]. Fine
[DSHM08, YWL+24, ZWcF17].
Fine-Grained [YWL+24, ZWcF17].
Fine-Scale [DSHM08]. Fingerprint
[KKI20]. Fingerprinting [LZ18a, dAc17].
Fingerprints [KAS21, ST23]. Finite
[FZWS17, JKNE21, EES14]. Finite-Set
[JKNE21]. Finite-Time [FZWS17].
Fireworks [ZZZC17, ZLJT17]. First
[Tho16]. Fish [LYW20, WWF+21]. Fisher
[NT24]. Fitted [KSLW23]. Fitting
[FKLS07, SHUP19, TSMMG+13, SXL+14].
Five [Gus09a]. Five-Year [Gus09a]. Fixed
[BS11, BS07, GB10, PK13, ABH+14, CV14].
Fixed-Parameter [BS07, GB10].
fixed-resolution [CV14]. flagellin
[MZS+16]. Flanked [LJZ+24]. Flat
[ZBFK10, BLR15]. Flavivirus [RAA20].
Flex [FMD18]. Flexible [ARP+16, BWC17,
BAO+23, FSB+11, FMD18, JGBR15,
JZZQ19, LSL+22a, LSB+11, MTNH17,
OLS+13, PFJ+19, Shi10, YDM+08, HM15].
Flip [CEFBS06]. Flow
[FJJ11, MT12b, MT12a, PN17, RZMT15,
SK19, WTM23, YXYC13, ZMT13, ZMST18,
ZWL+12, Qiu14, ZMT14]. Flower [AKS20].
Flower-Shaped [AKS20]. FLR [MS21].
Fluctuations [JLW17]. FluPMT
[CLXL24]. Flux
[MGS17, UAH16, YWK+07, DB14]. Fluxes
[vBdRD+11]. FlyIT [LLYS21]. FM
[CMSE+15]. FM-Index [CMSE+15].
FMGNN [TZWZ23]. FMN [LN21].
fmpRPMF [LZ18a]. fMRI [RKZ16].
FNphasing [YXYC13]. Focal [SSD+16].
Focus [WH11]. FocusALL [SSD+16].
Focusing [BTYC13, SW17, JR14]. Fog
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[SRM+24]. Fold [LCGW19, QZL+22,
QZLL24, Xu05, ZWHH21, DPL+14].
Folding [CHC+21, JBP08, LZZ+16,
TYDZ23, WLG+21, KGK14, SHS15]. Foot
[QQD+21]. Foot-and-Mouth [QQD+21].
Foraging [NLW+18]. Force [DZ11, LLA19].
Forecasting [BVCD24]. Forest
[CSK+11, GC22, ISK18, MGXS15,
WGW+24, YYX+21, ZLZ+19, YLH+15].
Forests [Mos07, PGHT12]. Form
[LHH19, MS10]. Formal
[DKY21, TWZW16, KG15]. Formalism
[FM13, VBG+18]. Format
[BBH12, PR18, YWW+18]. formation
[BM15]. Formator [JZF+21]. Forming
[AAG+18]. Formula [CP13]. Formulas
[ZGC+05]. Formulation [CLH13, MKS+17].
Formulations [MS11]. Formylation
[JZF+21]. Fossils [YF23]. Foulds
[CLRV09a, CBFB12]. Four [TYDZ23].
Four-Russians [TYDZ23]. Fourier
[ZLLS17, BCS11, Mat09, MEOL14]. FPGA
[CWLZ14, FVLN15, GDWK+15, GMAS22,
HG16, MPP+20, PGF18]. FPGA-Based
[FVLN15, CWLZ14]. FPGAs [AKLJ17].
Fractal [BMH+16, HLDZ17, YTLL15].
Fractionation [ZZI+21]. Fragment
[MW20, ZGC+05]. Fragmentation
[CLZ+18]. Fragments [JL10]. Frame
[CLL+24, RLRH18]. Framework
[ANR11, AKA+22, BHHMCL16, BSLR05,
CMS12, gCLL+10, CLYR23, CBZ18,
CHC+05, DTA+23, DMK22, DHC12,
DLL+24, ED15, FSNF21, GLL+18,
GYW+24, GLG10, HXXJ18, HYZ16,
JWW+24, KP12, KDRP24, LRE+22,
LHLY11, LW17, LB19, LSZ+23, LLL+21b,
LCTW24, LCSW18, MSZ19a, MTNH17,
MMG+22, MYLS24, MB23, NLW+24,
ÖBT21, PCY+19, PZS+20, QRT+23, QL09,
RFFB+20, RCBB19, RNAR+24, SC11,
TMLI19, TB23, WHXS17, XLW20, XTO+24,
XHW+22, YLY+12, YCY+13, YRL+20,
ZLF+21b, ZLF+21a, ZD12, ZW19, ZSZ+21,

ZBY+21, ZK16, ZFZ+20, ZYJ+23, ZLJT17,
BDBH15, DC15, Gu16, KD16, LAI+14,
VPB15, WLC+15, YCY+15]. frDriver
[LWD+21]. Fréchet [WZ13b]. Free
[ACP22, ALR+13, ANR+23, BKAV23,
CLZ+18, HF12, MS21, NA11, QZZ21b,
XSS17, YWW20, YH13, CV14, RTWR15].
Frequencies [GKPS11, DI15]. Frequency
[CZ20, FF24, JRSS18, LCGW19, CL14,
MEOL14]. Frequent [MB16, SKDA19].
Frequented [CRK+19]. FRESCO
[WL13a]. Friendly [JZL+24, SJNS19]. FRL
[WZJS23]. Frog [HDS+18]. Frontier
[PAL+12]. Fronts [RM13]. Fuel [TAI+19].
Full [DLT10, HLV+10, IGA18, KAHK+10,
LS10, QZL+22, ZOZ10]. Full-Text
[DLT10, HLV+10, KAHK+10, LS10].
Fulltext [DDZ+21]. Fully
[GZS12, ZXW+23]. Function [BS10a, CC11,
DKY21, FB19, FWA10, mHB13, JLwC11,
JM12, KAL+17, KG12, KDRP24, LRE+22,
LBM+18, LLZ+13, LHDS18, RFFB+20,
RFBTD22, RTD23, SZCX19, TDZ+24,
VTMG22, Val11, WYHD17, WLG+21,
WWL+23b, XWQ+24, YRD+13, YFWZ16,
YWF+20, ZD12, ZWG+21, TYA15, WHZ14,
XG14, YRD+14a, YRD+14b, YRD+15].
Functional
[BCY+22, CNM11, CHL+12, CM16, DSZ+06,
GT24, GLW12, GPC+20, JLYZ16, JZW+22,
Kar12a, KNS+05, KL11a, KCY+24, KKPP22,
KK12, LFK16, LLH+07, LHHL19, LKL+23,
LWD+21, MS17, MFS+15, MFF+18,
MBB+17, SKDA19, SNK+22, Tah18,
TFTY23, WMK16, WLCP11, WWL19,
WLHY19, WWBZ19, YNN+18, ZD12,
ZZN15, ZZGL24, ZS19, DC15, JC15, LLL16a].
functionality [WL14]. Functionally
[MP13, PB19, Yan22, SFH+14]. Functions
[AM12, DTA+23, DLA+23, DM09, LSZ+23,
MSKC19, MPM11, PLCW17, RMV12,
Tah18, WP08, YSGZ20, ZZF+19, AM15].
Furious [LLK+21]. Fusarium [KZW+18].
Fused [ACP22, DLL+24]. Fusing
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[DPS22, NLGG12]. Fusion [BB24,
CMMZ20, CLL+21, CGL+23b, CZCL23,
GTL+24, HLX+21, HTZ+23, JXN+16, KZ10,
LLC+24, LLZ+20a, LZW+23a, NNLT22,
PLTG22, QWC+16, WZZ+22, WCDM23,
WYS+24, WGW+24, WWT+20, XZL+24,
YM11, YZP+21, YYY+22, ZHL+24, ZHJ17,
ZZW+22, ZXJ+23, ZHD+21, ZYZ+23].
Future [QZA+23, SXW+24]. Fuzzy
[AGAS18, AFAAW+11, BMZM15, EBP24,
JXN+16, JGW+21, LHKL17, MP13,
NPD+17, NNM+12a, PKM06, SY09,
SKD+07, SBM15, TNQ08, YCCY20,
YCY+13, ZZP+21b, GRDV14, HC14a,
YCY+15]. Fuzzy-Adaptive-Subspace-
Iteration-Based [SY09]. FVS [GAH22].
FVS-Based [GAH22].

G [BAO22, JCG+22, LBQ+13, MZLL22,
WCLY20, WLG+21]. G-DipC [WCLY20].
G-Quadruplexes [BAO22]. G4detector
[BAO22]. GA [MWSM12]. Gabor
[MCCZC08]. Gabor-Wavelet [MCCZC08].
Gain [AC12]. Gait [WFY21]. Galled
[CLRV11, Son06]. Galled-Tree [Son06].
Game [LQV+13, MEOL14]. Game-Theory
[LQV+13]. GaMRed [MJPP20].
GaMRed-Adaptive [MJPP20]. GAN
[BB24, YCX+21]. Gap [LNR+09, LWS+20].
Gapped [CWC04, CZ20, WS08].
GapReduce [LWS+20]. Gaps
[COW20, GGP08, ST19]. Gastric
[HSZ+23, MBP+19]. Gate [Kar12b, LJ20].
Gated [SDH20b, ZJ23]. Gating
[JLW17, Qiu14]. Gaussian [BEQD19,
KDS+20, LLDÁ21, NFM+12, RXAH+23,
YBGB10, ZFH+21, ZZLH23, ZC11]. GBM
[PL17]. GBM-Related [PL17]. GC
[RKDR10, TSM14, WLL+20]. GC-content
[TSM14]. GC-contents [WLL+20]. GCNA
[YLC+23]. GCNA-Cluster [YLC+23].
GCNPCA [LKD23]. GCNs [LLW+22].
GECC [RHK14]. GEFA [NNLT22]. gEFM
[UAH16]. Gelsius [AAF+13]. GenCoder

[SN24]. Gender [YCZ+18]. Gene
[AAKB22, AJD+12, ASP20, AMGC16,
AKNB07, ARK20, AM22a, AOSN+18,
ADR18, AWW18, AKV16, AMHH16,
ABS17, ACWW05, ACWW07, APPG18,
BGHC20, BM17, BE08, BEW09, BS11,
BVS+22, BGS+12, BDP11, BHMA06,
BCL+13a, BA18, BHS21, Bon07, BLR08,
BIBD21, CCCY20, CDB+16, CDW12,
CHWY19, CMMZ20, Che10, CM16, CPM18,
CWZ08, CKL+23, CGC24, CHZ+21, DLT10,
DGH+06, DRS12, DZH16, DCHW17,
DLA+23, DYZC22, DKDD10, DHC12,
DBK18, DSCM20, DPS22, EAS13, EBP24,
ED15, FWXZ19, FKB19, FLAM15, GZG17,
GTX+23, GMSD11, GDM18, GE15, GE18,
GSC17, GHL05, HL16, HYW+17, HBH12,
HXXJ18, HRAGS+23, HHYH07, HMW+12,
HWK14, HLY+16, HC16, HC07, HF12,
HTLL12, HWY+23, INT11, IGM+07,
IQA18, IBN19, IL18, JCF13, JZS+18, JS23b,
KBNHD18, KBND19, KSN+12, KN05,
KP12, KSP22, KG12, KCCC15, KCP18].
Gene [KKK19, KB17, KB19, KK12,
KKP+21, LCEMO18, LEAK11, LTM+12,
LTM+13, LSM+21, LBM+18, LRM08,
LLH23, LH10, LJK+12, LLHF15, LCZN16,
LW17, LDM18, LB19, LPH+21, LWXX22,
LDZL23, LZH18, LJL+14, LX21, LNC+05,
LHDS18, LW19b, LYY+19, LLK+21,
LDYZ22, LZS23, LLL15, LLA19, LGYW21,
LLT+19, LHY+11, LCC+11, LTRW19,
MNR09, MLZ+24, MTSCO10, MSS19a,
MSJP19, MB20, MPP+20, MT11, MWZ+20,
MNLF+22, MZL15, MPM11, MDD18, MB23,
MW21, MBF+11, MSG18, MG19, NRV09,
NPK+07, NGZ+22, NI07, NSNN12,
OHK+21, ÖBT21, PGHT12, PLH22, PI09,
PA22, PYL+21, PCD+23, PBV+20,
PCDP18, PG06, PAAG07, PKM06, PKA20,
QD12, RM13, RC11, RdlCGW09,
RXAH+23, RMV12, RRTB12, RWH+10,
RMS15, SBOA23, SSS+11, SSK+20, SMK22,
SCSS05, SMRP15, SSP+05, STO06, SIM12,



35

SDCW11, SV16, STB+19, SPA17, SKD+07,
SPW22, SZGZ21, SW09, SGK12, SPL+23].
Gene [STHM+24, TIA+11, TAAP11,
TZH07, TGGF10, TFTY23, THL11, TK05,
TWZW16, TOYHZ19, UC10, UKV18, Val11,
VRK12, VRJ+10, VF09, WZA07, WLL+09,
WL11, WKLL12, WLG+16, WLCX18,
WWL19, WLHY19, WW22, WDL+22,
WRH+09, WP08, WWC18, XHQ+18,
XWQ+24, XAW07, XOYHZ18, XLP+21,
XYLL23, YLC20, YWW20, YLC+23,
YLXJ04, YNBM05, YHB12, YLY+12,
YWF+20, YLW+24, YCCM12, YGY+19,
YNN+18, YOKI09, ZZKW18, ZLZ06,
ZHSS07, Zha11, ZWSX12, ZZN15, ZLH+17,
ZXLZ18a, ZXLZ18b, ZZS18, ZWHC19,
ZXZ20, ZSZ+21, ZCL22, ZYX+23, ZZLH23,
ZLD+24, ZGW+24, ZACS09, ZWY+10,
ZDX+24, ZKLZ24, dCAR11, vBdRD+11,
BM14, CZWT15, CM15, DYD15, DR14,
FN14, HZZT14, JR14, JC15, LXZ+15,
LLH+14, MM14a, MM14b, PJN+14, RHK14,
RHH16, WLY14, WDX+15, XLC+15,
YCY+14, ZZ14]. Gene-Duplication
[BE08, BEW09, BS11]. gene-environment
[LLH+14]. Gene-Expression
[CCCY20, UKV18]. Gene-Gene [ASP20].
Gene-Mediated [LWXX22].
Gene-Module [MB20]. Gene-Species
[MSG18]. Gene-Specific [SZGZ21].
Gene-Team [WKLL12]. Gene-to-Class
[HYW+17]. Gene-to-Gene
[GHL05, LNC+05]. Gene/Protein [ED15].
Genecast [GTTR+17]. GeneChip
[MSH+11]. GeneChips [LUdSCH10].
GeneNetFinder2 [HL16]. GeneOnEarth
[TSMMG+13]. General [AHK+21,
BCY+22, SC11, WKLL12, Wan12, YP13].
Generalizable [YZL+22, TAL+15].
Generalizations [CLRV09a]. Generalized
[AAT20, BBN19, BSLR05, HHSC13, JMA17,
ZACS09, ZAZ11, FN14]. Generalizing
[MB23]. Generate [YLCC13]. Generated
[ZZS18]. Generating [GLYZ21, PCGS05].

Generation
[BBN18, FS13b, KCD+12, KMS+21, AKD17,
LHLY11, LL22, PNP+18, PSC20, WPL15,
YSC13, YWW+18, CWLZ14, KD16].
Generative [MYLS24, XWP+24, YLS23,
ZDL12, ZZDW13]. Generator [HLG10].
Generators [ZWZS16]. Generic [BVN+11].
Genes [AAF+13, AAP06, BGHC20, BRF17,
BSS+22, CZF+05, CHN+18, DZH16, DG19,
EAS12, EFLA08, FFT16, GRK23, GXL24,
HAH13, JZZQ19, KCP18, KM20, LFK16,
LTM+13, LLX+11, LGW20, LDZL23,
LLCC21, LZX+19, LXG+16, LWG+18, MP13,
MS17, MMH15, MB23, MTR+22, PS19,
PWT10, PL17, PZH20, RYK+19, SSS+11,
SBW15, SRM18, SBDD21, SPW20, SDTK19,
TFTY23, TZY11, WS12, WCX07, WGP11,
WZC+21, XPH12, XZS+21, YFY+22,
YLW+24, ZLLZ17, ZLH+20, ZOZ10,
dSPFF21, CBN15, DI15, KSM14, KKC+14,
LWM14, MFS+15, SKK14, Tah14, WFD15].
GENESHIFT [LTM+13]. Genetic
[AGAS18, BMK11, BvdGK+11, CSW11,
CL15, CAN+08, DSHM08, DM22, FZWS17,
FF24, GPZ20, GZFT15, Gos11, GJZH17,
GTL+24, HYR+19, HCLS11, JSA08,
JSS+18, JZS+18, KSMT19, KB20, KN05,
LL11, LLZC12, LTLL23, LWZ12, LGYW21,
MTNH17, MLFM22, MIC+07, MDH11,
MWSM12, MVW+13, NJMF19,
OMAdG+12, PB12a, PI09, PWY+21,
RKDR11, Sen19, SWSA21, SVE21, Tho16,
TSMMG+13, TED+12, TBRS13, VMZM17,
VKS17, VBG+18, WFY+19, WAG19,
WCL11, XWF07, YCYC12, YLCC13,
YAB13, YLZW21, ZLH12, ZWZ16, ZZGL24,
ZSD08, dJP08, ADTAQ16, CL14, HRHP16,
PV16, RHH16, TYL+16, WLY15, ZWC15].
Genetics
[DLY+21, SLH06b, YZS+24, ZFH+21].
Genome
[AKH+23, AP07, AJM18, ANT19, BGS+12,
BMM06, Bha23, BAO+23, CZF+05,
CHN+18, CCF+24, DGV+17, DWSB11,
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FLW12, FM13, FMA+20, FS13b, GZFT15,
GSK13, GJZH17, GZC+17, GCY+21,
HKS11, HWS+18, HBM19, KMSY20, Kim18,
KSLW23, LN17, LW19a, LZW20, MSS+13a,
MPA15, NPK+07, NTL+22, PIPC18, PS11,
RZMC17, SKS+19, STHA15, SBDD21,
SSS13b, TGLP16, TIA+11, TGP+15, Val11,
VTGC16, WYY+13, WGL+21, WHZ14,
XLX+21, XHY+18, YFY+22, ZZCY10,
ZZS18, ZCL21, ZLZ20, ZAZ11, ESW14,
LHS16, SVM14, TYL+16, WLC+15].
Genome-Based [KSLW23].
Genome-Guided [FS13b, TGP+15].
Genome-Scale
[CCF+24, DWSB11, GJZH17, MPA15].
Genome-Wide [BGS+12, DGV+17,
FLW12, GZC+17, KMSY20, LW19a, LZW20,
NPK+07, NTL+22, PIPC18, SKS+19,
TIA+11, Val11, VTGC16, WYY+13,
ZZCY10, ZAZ11, WHZ14, TYL+16].
Genomes [BCF+07, DS21, GK19, HCMB18,
LHL+19b, LSL22b, MS10, NLHL17,
QLLX10, QTZ15, XZG15, YBGB10,
ZOMC24, ZHEB05, BS15, CA14, RB14].
GenomeTools [GSK13]. Genomic
[BBH+18, BKP+19, BOSF24, BKLS18,
CKM+17, CHL+12, CZCL23, CHW+18,
CBZ18, CRK+19, DHCW18, DMJ+18,
DBTB09, FM12, FLM+16, GRS+13, GC22,
HYL+20, HYC12, HCQ14, HL21, KPK+17,
LTX21, LLY+23, MWL+12, MCC16,
OLS+13, PHX+08, PG18, PWT10, RCP+18,
RTPM+19, RH05, SN24, SHUP19,
WMWA12, ZZZW19, dSMDB17, GMCB14,
SSKH15, XLWL15, ZMP+14].
genomic-range [SSKH15]. Genomics
[AN21, DN22, KNS+05, PR18, RCM+19,
SNK+22, SPD24, WHF+20, WKSP21,
YNN+18, CW22]. GenoPri’16 [AJM18].
GenoPri’17 [ANT19]. Genotype
[CCE19, DLM12, GMP08, MM24, MRB+24,
PVB+12, YLCC13, ZPW+19].
Genotype-Phenotype [ZPW+19].
Genotypes [HYL+20]. Genotypic

[HXXJ18]. Genotyping
[Che16, QBPEL12, YCYC12]. GenSeq
[WGL+21]. GENSIPS [HCQ14]. Genus
[AM22b]. Geodesic [BPV+11, OP11].
geodesics [Nye14]. Geographical
[DZMB22]. Geometric
[DM09, FSDR16, BCLC15]. Geometrically
[KL19]. Geometry [LLES18]. Germ
[AAB22]. GeRNAMo [MIC+07]. GERWR
[ZJZ+24]. GEVD [TDD14]. Gibbs [AM19].
Gibbs/MCMC [AM19]. GIFDTI
[ZDZ+23]. Gillespie [BU17]. Give
[BCVS19]. Given [WMS09]. GIW
[ESW14, Kim18, STHA15, ZLZ20].
GIW/InCoB [Kim18]. GIW/ISCB
[STHA15]. GIW/ISCB-Asia [STHA15].
GLAlign [MGC19]. GLassonet [LZS23].
GLBIO [MJ18]. Gleason [XPH20].
Glioblastoma [CHW+18, ZLPW16].
Glioma [TB23]. Global
[ARP+16, DBN18, ECK16, FZM15,
GPMH16, HSS18, HOS+12a, HOS+12b,
HGM18, LLC+24, LLL+21a, MQOH21,
ST23, Tsa12, WQY18, WLWJ22, ZKW19,
ZDZ+23, ZYF+18, XXM+16]. Global-Local
[ST23]. Globally [ZWZ16]. Globe
[TSMMG+13]. GLProbs [YlCW+15].
Glucose [RTA+16]. Glucose-Binding
[RTA+16]. Glucuronidase [HRAGS+23].
Glutamate [KAL+17]. Glutarylation
[NZM22]. Glycan
[BKR11, SLL+19, DST+15b]. Glycans
[KSS15]. Glycogenolysis [PPM+13].
Glycolysis [PPM+13]. Glycolytic
[BSR+21]. GMM [ZYW17]. GO
[CXS15, LBM+18, LSZ+23, MMBC22,
SSP+05, SLS+14, YKWK18, YFWZ18,
ZXZ20, ZWL+23]. GO-Similarity
[MMBC22]. GOGCN [TFTY23]. GP
[VBG+18]. GPCR [WWL+17]. GPCRs
[CSS11]. GPD [SHJL10]. GPU
[BBH12, CCL+24, COW20, CMSE+15,
CZX19, CCN22, GDWK+15, JZL+24,
LFF18, LHG+16, NSZK15, SYL19, WWC18,
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ZWcF17]. GPU-Accelerated
[CZX19, GDWK+15]. GPU-Based
[LFF18, NSZK15]. GPU-Oriented
[LHG+16]. GPUDePiCt [CFIS+15].
GPUs [TED+12]. Gradient
[HOS+12a, HOS+12b, HC07, IGM+07,
LZX20, MGSP22, SKS22]. Gradient-Based
[HOS+12a, HOS+12b, HC07, IGM+07].
Grading [JSM+22, LZZ+24b, TB23]. Grain
[JLYZ16, LQV+13]. Grained
[CGLF12, YWL+24, ZWcF17]. Graining
[MDPR18]. Gram [CZX19]. grammars
[SHS15]. Grammatical [RAA10]. Grams
[BP22, LZGZ14]. Granger [HLL18b].
Grant [DDZ+21]. GrantExtractor
[DDZ+21]. Graph
[AFJ12, ACSR21, BB04, BRS18, BDP11,
BMR21, BMHS13, BCL13b, CZW+23a,
CLYR23, CYWW22, CHH+22, CNH+23,
CHK17, DMK22, DBK18, EZW+17,
FKZ+24, GLX+22, GLW12, Gru11, GFG+21,
GCY+21, GTL+24, GZ22, GG11, HC18,
HJD24, JMCY23, JLH16, JJZ+22, JZYL24,
KLCH22, KPK+17, LTP22, LWL+22,
LWY+23, LXS+24, LYZ+24, LQW+23,
LHQ+18, LNW20, LLQW21, LKD23,
LJZY24, LCL+23, LW24, MLZ+24, MT24,
MMBC22, MMG+22, MYLS24, MKH11,
MSS+19b, MCM22, NNNL22, NVL22,
NWW19, PNA20, PCD+23, QZJ+23, RFB20,
Roc11, RSJK13, SHJL10, STY+23, SRXZ24,
THH+19, TFTY23, UAH16, VKM07,
WLG+16, WFY+19, WCW+24, WHL+24,
WYS+24, WHKK07, WCX+22, WZHM23,
XWC15, YD24, YSGZ20, YSBB22, YZL23,
YM20, YJ22, YFWZ18, YZZ+24, YWL+24,
ZWXL20, ZCL22, ZJZ+24, ZLD+24,
ZYYX23, ZXW+24, ZZZ+24, ZPW+21,
ZACS09, ZZDY13, DKS+15, JHXP15,
KFHK14, ARZ+14, ZWL+14b].
Graph-Based
[GTL+24, ZLD+24, DKS+15, KFHK14].
Graph-Enhanced [YSBB22].
Graph-Parallel [GCY+21].

Graph-Regularized [MCM22].
Graph-Structured [MYLS24].
Graph-Theoretical [BCL13b, CHK17].
GraphGANFed [MYLS24]. Graphic
[CCBR+21]. Graphical [HLDZ17, JY21,
SMPS20, TRBK08, TRBK09, WQY18].
Graphics
[Dem12, LSMW11, CFIS+15, ZLS+15].
Graphlet [MQOH21]. Graphlets [ARS17].
GraphPlas [WL22]. Graphs
[AP07, BSV10, CRK+19, DH04, HWM22,
JZZ+21, LFS06, MJ23, NLHL17, NSNA19,
PGF18, SGHS23, WL22, XHW+22, SVM14,
ZHL+14]. GRASP [dDD18].
GRASP-Based [dDD18]. Gray [ALR+13].
Gray-Scale [ALR+13]. Great [MJ18].
Greedy [BPM21]. Green [BdOS+18].
GRegNetSim [GPZ20]. Grey [SBOA23].
Grid [LHCL20]. Gridding [RV06, SYZ+13].
GRO [AALD17]. GRO-Seq [AALD17].
GROMACS [PCY+19]. Group
[APRS11, GCB+18, IMA13, KSLW23,
LDM18, WHF+20, ZRK19]. Group-Based
[APRS11]. Group-Wise [GCB+18].
Grouped [LDM18]. Grouping [ACWW05,
ACWW07, GSX+18, MP13, TDY+18].
Groups [LLW10]. Growing
[BdOS+18, HAH13, SCM19]. Growth
[DST15a, KHP12, Sef22, TRKRC13]. GSEH
[KCP18]. GSGS [AJD+12]. Guaranteed
[HYZ16]. Guarantees [BM13]. Guest
[BLP18, BPW17, CEG14, Che12, CN12,
Che13, DN22, ESW14, FJJ18, GZB23,
GJH19, GM16, HMZ17, HC15, HBG16,
HBG17, HBG18, HBG19, HBG20, HBG21,
HHA22, KS13, KJ04, KJ05, LYC24, LZW21,
LW15, Ma22, MNA14, Mur18, PR14, SPK19,
STHA15, TH18, WYWX16, WLWN17,
WLC18, WH11, XJZS21, XHS15, YSC19,
YGFC20, YJJW21, YTC21, YQWC22,
YQBC22, YPGC24, YS17, ZC15, ZPC+21,
ZLZ20, ZC14, dSK13, MKARB16, AS15,
BPRZ11, CLS22, CNS22a, CLSW23, CZ24,
Cas06, Cas07, Cat17, CZ12, FS12, FS13a,
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GH08b, LNY05b, LNY05a, MPZ07, MPZ08,
MPSZ09, MWZ13, MSZ19b, MNPZ10,
RZF07]. Guidance [GSX+18, MSS13b].
Guided [BPM21, FS13b, HYR+19, LXL+21,
LTT+22, MPS18, SLX+18, TGP+15, TB23,
ZZY+17, ZXZ+21, ZLZZ23]. Guidelines
[HLY+16]. Guiding [HZZY16, LLK+22].
GUSignal [HRAGS+23]. gwAs [SAM+19,
BDD18, GDWK+15, MWSM12, ZPW+19].

H1N1 [BPJ12]. H3K4me2 [MMH15].
HA-ResNet [GAX+23]. Hadamard
[HS08]. Halving [AP07]. Hamiltonian
[GFS13]. Hamming [TSM14].
Handcrafted [BCC+23, NBGL19, SDN+11].
Handcrafted-Rule-Enhanced [BCC+23].
Handling [BM20]. Handover [LHH19].
HapBoost [WYY+13]. Haplo [LMW+24].
Haploid [NT24]. Haplotype
[BH06, FHH+11, FF24, GKPS11, ICL11,
LL22, Maz22, PBJ12, TGLP16, TBGL10,
WYY+13, YXYC13, PRZ+14, PV16].
Haplotyping [BBSP08, BVD+10, GGP08,
LRR08, SHI06, XWC15, vIKKS08, KO15].
Hard [LGZ+17, NNW24, Roc06, ZBL+23].
Hardness
[BO12, JNST09, MJZY22, RCM+19, LV14].
Hardware [DSVMM18, FVLN15, AKD17,
LSMW11, ZLS+15]. Harris [SSD+16]. Hash
[ZLY+12, HC14a]. Hazards [HL21]. HBase
[LLZ+20b]. HCD [SLL+19]. HDS [CMS12].
Head [CYWW22, NPD+17, WSL+24].
Health [LKY+11, LZW21, SPK19, SGR+17,
BVCD24, SRM+24]. Healthcare
[ACJ24, CCL+24, CWCJ21, JQGY21,
LGL24, SRM+24, SJZ19, SAS+23, SGR+17,
WLWN17, YJJW21, ZBY+21, ZLWF24].
Heart [LKY+11, BCMW15]. Heat [CRP12].
Heavy [NVSH18]. Heavy-Tailed
[NVSH18]. Hedou12 [JWZ+20]. Helical
[ZHZ+20]. Helix
[FXZS22, JMCY23, MRB12]. Heme
[ZCG+18]. HEMEsPred [ZCG+18].
Hepatitis [HEE+18, LLW+11].

Hepatocellular
[BSS+22, JSM+22, YSW+17].
Hepatotoxicity [SWX+19]. Herb [JJZ+22].
Herbal [SYKS15]. herpesvirus [RB14].
Heterocomplexes [CWL12].
Heterogeneity
[AGMP09, BYS+22, CMS22, KDS+20,
KCP18, LLX+23, OZWA21].
Heterogeneous [ATO22, CKM+17,
CLYR23, GRK23, HHCY20, Jam17,
JGBR15, LXWL22, LWL+22, LWXX22,
LXS+24, LZZ24a, LZHZ17, LWL+19,
LBL+10, MHHJ20, MGS+21, Mat15,
NTR16, PL17, PCD+23, TSIA24, VTMG22,
WLC+15, WWL+23b, XLW20, XW16,
ZZCD19, ZYJ+23, ZYF+18, XLWL15].
Heterozygosity [CLH13]. HeteSim
[ZLLZ17]. HetRCNA [XLW20]. Heuristic
[CH11, GGP08, HT09, HLH11, JNST09,
PWT10, SK19, TBGL10, TDA+09,
YXYC13, dDD18, GM14, IM14]. Heuristics
[AOSN+18, BE08, BODD20, HOS+12a,
HOS+12b, NI07, SBDD21]. Hexagon
[LBL12b]. HGNNLDA [LLZ+23]. Hi
[CSZ+19, LLL+23, MP19]. Hi-C
[CSZ+19, LLL+23, MP19]. Hidden
[Gou06, GAX+23, cLWA07, LGN+19, PW21,
PAS+11, WFY21, YHCS19, SPWF14].
Hierarchical [BMSZ22, FFT16, GZN21,
GZWD23, GLG10, Kar12a, KKP22, Mah10,
PJN+14, SZHH22, TNQ08, Val11, WZA07,
WLCP11, YP13, ZLW+11, ZZY+22,
ZZH+24, ZBFK10, LLC+15, WFD15]. High
[AAKB22, AS05, AHC+21, BGS+12,
BCY+22, BWRF12, CNM11, CHW21,
Che10, DPW12, GGP08, GC22, HF07,
How13, HDS+18, HL21, Kur13, LDS+07,
LHL+19a, LN13, LCZN16, LW18, LJL+15,
LHG+16, MJPP20, Maz12, MC07, MDM13,
PZS+20, PFGDCRM22, QRT+23, SKS22,
SDP+21, SFK+24, SYKM17, WYHZ20,
WGL+21, YP13, ZZH18a, ZZZW19, ZZH19,
ZZGL24, ZGW+24, ZKL18, dSMDB17,
DWZ+15, GCC+14, LHWL15, Qiu14,
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WLG+14, XZY+14, YN14]. High-Density
[BCY+22, QRT+23]. High-Dimensional
[AAKB22, Che10, HDS+18, HL21, LN13,
ZZGL24, Qiu14, YN14]. High-Order
[LCZN16, PFGDCRM22, ZZH19, ZGW+24,
DWZ+15]. High-Performance
[BGS+12, WGL+21]. high-quality
[WLG+14]. High-Resolution
[DPW12, SKS22]. High-Risk [AHC+21].
High-Scalable [PZS+20].
High-Throughput
[CHW21, HF07, How13, Kur13, LW18,
LJL+15, MJPP20, MDM13, SDP+21,
SFK+24, YP13, ZZH18a, GCC+14]. Higher
[KLCH22, MGKG17, XWQ+24, ZLLS17].
Higher-Order
[KLCH22, MGKG17, XWQ+24]. Highly
[CCE19, GBSB21, GMP08, SSS+11, WL13a,
HKLN14, SQZA14]. Hilbert
[GZG17, LKY+11]. Hill [RV06, KG12].
Hill-Climbing [RV06]. Hinge
[FMD18, Shi10]. Hippocampal [SSK+20].
Histologic [JSM+22]. Histone
[CMMZ20, HWY+23]. Histopathological
[FZM20, LLY+23, TDZZ24]. Histories
[DR16, Ros13]. History [BB04, CW09b,
LCWZ13, MKS+17, TBRS11]. HIV
[AFAAW+11, DCM20, HHL+20, KS18,
LSMF08, MMB+13, NTCO07, PRZ+14,
RB16, RM18, SYKS15, Vis18]. HIV-1
[AFAAW+11, DCM20, HHL+20, RB16,
SYKS15, Vis18, LSMF08]. HIV-1-Human
[MMB+13]. HLA [IDD13, LJC+22].
HLA-DP1 [IDD13]. HMM [SB09].
HMMCAS [CYJ+19]. hMuLab
[WGX+17]. Holmes [WYH17].
homeostasis [MFS+15]. Homo
[LUdSCH10]. Homogeneous
[MT12a, ZMT13, ZMT14]. Homologous
[CZZ+23b, QTZ15]. Homologs [SZZ+19].
Homologues [LDS+07]. Homology
[Bro05, LL19, LCGW19, LGB15, LCB17,
MPM11, YF23, Zha07, CWDS15, DGRC15].
Homomorphic [RCP+18].

Homomorphisms [Wil12]. Honeycomb
[LHQ+18]. Horizontal [JMCY23, MSG18].
Hospital [WCC+18]. Host [BRB21,
DZMB22, LWL+21, STD20, USMS19].
Host-Pathogen [STD20]. Host-Symbiont
[USMS19]. Hot
[LZ18b, LZX20, SP11, ZLZ+19]. Hotspots
[RYK+19]. Hough [TZY11].
Housekeeping [SBW15]. HP [CHC+21].
Hub [ACP22, DZH16, LZX20]. Human
[AN21, BMT17, BKKG19, BWS05, BSR+21,
CHN+18, CD08, CHZ+21, DM22, DKDD10,
FLW12, GAR+09, GBTW16, HCN+19,
HLG10, HXX21, LZX+21, LZW+22,
LZY+22, LZQ+20, LWL+20, MHTJ22,
MMB+13, OHK+21, RLRH18, RTA+16,
Sen19, SKD+07, SWL19, TBRS11, WFY21,
WLW23b, XPH12, YG19, YCZ+18, ZZCY10,
Zha18, ZRK19, GJPSV14, GBTL14, LP15,
WLG+14]. Human-Readable [HLG10].
Hyb SEnc [FDZ+24]. HybAVPnet
[GXJ+24]. Hybrid [AN21, BU17,
BHHMCL16, CNM11, CKWY12, FPC20,
FDZ+24, GRDV14, GXJ+24, JHW+19,
KWP+23, KHP12, KN05, LLX+16, LLMZ23,
LTW+22, LGYW21, MGSP22, PAL+12,
PLTG22, SKS22, SDH20a, SJWW23,
TWW+20, WGX+17, WSL+24, XWQ+24,
XZX+24, YCY+13, YFWZ18, ZWL+12,
ZJ23, ZMKL22, ZZH+24, SAM+19, BM14,
GÁVRRL15, SDAA+14, XXM+16].
Hybridization [BS07, CH11, HKS11,
LHCL20, LS09, PK13, Pre04, MW16].
Hydrophobic [CDKT09]. Hygeia
[XXW+23]. Hyper [PTH+18].
Hyper/Hypocalcemia [PTH+18].
Hyperflows [AFMS19]. Hypergeometric
[KPW13]. Hypergraph
[LCW+18, LLZ+23]. Hypergraphs
[RPB+13, RAM17]. Hyperplasia [ZLXL19].
Hypertensive [ZLZW22]. Hypocalcemia
[PTH+18]. Hypothesis [BZ07].

I-Health [SRM+24]. I/O [HPH+15]. i2b2
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[RCP+18]. i6mA [FLHG24]. IAS
[YKWK18]. ICD [HXXJ18, LFZ+19].
ICD-9 [LFZ+19]. ICGA [SSS+11].
ICGA-PSO-ELM [SSS+11]. ICIC
[HBG16, HBG20, HBG21, HHA22, HBG17,
HBG18, HBG19]. ID [Jam15].
Identifiability [AR09, APRS11, Wig15].
Identifiable [PW21]. Identification
[ALQ17, AGGM11, AN21, BBN19, BGHC20,
BVS+22, Bha23, CWZW15, CFOS06,
CYJ+19, CDW12, CMQ+16, DMD13,
DABV17, EAS12, FLHG24, FJJ11, GGJ+06,
GRK23, HYY11, HC18, HC19, HZL+20,
HHYH07, HC13, JXN+16, JRN+18,
KCCC15, KKPP22, KSK+18, LLNW17,
LZ18a, LHHL19, LMZ+20, LPH+21,
LWL+21, LLX+23, LZZ24a, LLT10,
LMZL17, LSL22b, LLX+24, LWD+21,
MRB12, MMC+23, MTSCO10, MP22, MS17,
MSB19, MCCZC08, MM24, NRV22, NZM22,
NWW19, Ozy12, PB19, PS19, PM20,
PWZW15, RBB+19, RTA+16, RTC23,
RYK+19, SSS20b, SSP+17, SFH+14, SBY12,
SLL+19, SRXZ24, TGK13, THL11, WGP11,
WLWP12, WZJS23, WLW23b, WCMB19,
WDS+12, XLWL15, XZL+24, XZX+24,
YMW+12, YFYW23, YZG+24, YFCM17,
YCZ+18, ZLC+21, ZYX+23, ZOZ10,
ZZDY13, ZDX+24, GM14, WLG+14].
Identifies [LLCC21]. Identify
[AHK+21, HHSC13, KM20, LYW20,
LXG+16, LHC18, MMH15, NHH+17,
TWZW16, WCY+24, XLW20, Yan22,
YLW+24, ZZP+21a, KKC+14, SQZA14].
Identifying
[BRS18, BCC+23, CCCY20, CSK+11,
CGZ15, CWP+23, CZQD24, CZW+18,
DCHW17, DG19, DKS+15, FSNF21,
FWW+22, GGZZ14, GXL24, HYR+19,
HXXJ18, HSZ+23, IMA13, JWZ+20,
JZW+22, KSN+12, LW18, LZL+20, LZX+19,
LLTC19, LQW+23, LP15, LWG+18, LLK+21,
LZS23, MSQ18, MM14b, NLGG12, PRP21,
PCL+22, PL17, PN17, QLZ16, RKZ16,

SAE+20, SDN+11, SDP+21, SBW15, SPW20,
SPW22, UWLH15, WDL+22, XLL+20,
XOYHZ18, YAB13, YLC+23, YNWC07,
ZLF+21a, ZW19, ZCL21, ZJ23, ZJZ+24,
ZMKL22, ZSZ23, ZZDW13, ZDYH17,
ZLZW22, BMM14, LLW+15, PWC+15].
Identity [NGY+16]. Idf [RFBTD22]. IEEE
[HCQ14, Ano12b, Ano13e, Gus04b, Tit16].
IEEE/ACM [Ano12b, Gus04b, Tit16]. IEF
[KBBD+17]. IEF-LC [KBBD+17].
IEF-LC/MS [KBBD+17]. IFN [ZZ13].
IGPRED [GA23]. IGPRED-MultiTask
[GA23]. II [CLRV09b, EMDH11, FLW+14,
KJ05, LJC+22, Zha11]. II.5
[Ano09c, gCLL+10, CLM10, LS10, LMK+10,
RSK+10]. IIoT [SRM+24]. IL- [LCH19].
ILDMSF [CLL+21]. Illicit [ZSZ+22]. ILP
[BCVS19, HWS+18, KH14, WHBM15].
ILP-Based [BCVS19]. ILP/SMT [KH14].
ILP/SMT-based [KH14]. Image
[CXY+23, CSW+23, DCW+24, DZD+23,
DQZ+23, JGW+21, JS23b, KHI+21, LYK07,
LLK+22, LLYS21, LCTW24, MCD+11,
MCRC17, NU06, RRD+23, RGZ+23,
WCDM23, WYF+23, WQLL23, WLL+24,
XZG15, XLZW22, XWP+24, YCZ+18,
ZLB24]. Image-Based [MCD+11].
Image-to-Image [WYF+23]. Images
[ACJ24, ALR+13, BRZ+17, BB24,
BdOS+18, CSQ+22, CYL+21, CZL+22,
DDS+17, FZM20, GKS+22, JWW+24,
LWW+21, LSW+23, LLMZ23, LXC+24,
LLY+23, QZZ+21a, RHZ+24, RV06, SKS22,
SYZ+13, SLX+18, SSD+16, SLCL22, SSF18,
TDZZ24, UBP+19, WKZ+24, XPH20,
ZHL+24, ZZH+24, ZHX+24, BLR15].
Imaging [BMT17, BWRF12, DHCW18,
DLY+21, GTL+24, HTZ+23, IGA18,
LZW21, WHF+20, WWL+23a, YZS+24,
ZFH+21, ZHG20, TWZ+14]. Imbalance
[SYKM17, WMW+21]. Imbalanced
[BDD18, JLJC24, LYK07, NZM22, OLZ11,
SAK+21, WSJ21, XXW+23, YN14].
Imbedded [ZC11]. IMCHGAN [LWL+22].



41

IMM [LHQ+18]. Immune
[SJS19, SCU+24, YZL+22].
Immune-Related [YZL+22]. Immuno
[AM22b]. Immuno-Informatics [AM22b].
Immunoassay [ZWL+12]. Immunological
[IGA18]. Impact [KAL+17, LNR+09,
SWH+12, WLMW+11, MFS+15].
Impairment [YLWS21, ZWS+18].
Implement [Gon13]. Implementation
[BKLS18, HG16, LZ18a, WHW21, CFIS+15,
ZLS+15]. Implications [QV17].
Importance [FWA10, MMS10]. Improve
[BIDS23, Bon07, MFF+18, PSN+15,
XZL+24, XLL+18, ZLPW16, ZWLZ21].
Improved
[BN06, CWC04, CW09b, Che16, CHH+22,
CW22, DLO+23, EBP24, GH08a, GSC+18,
GZXH21, HL16, HPL+13, HDS+18, HLH11,
ISK18, LWL+18, LZ18b, LJZZ13, LHKL17,
MGSP22, Pol13, RAA10, SFMS18, SLL+19,
Tan14, TDY+18, WL11, WCLY20, WSJ21,
WZJS23, WLG+14, XCR21, YLCC13, YF23,
ZCR+17, SB16, YN14, ZWC15].
Improvement [TW10]. Improvements
[GG11]. Improves [HRdR09, KL11a, DI15].
Improving [AV17, ALWG18, BYW+23,
CWDS15, CWL12, DLA+23, DYL+23,
HYC12, Jam15, JBP08, JXN+16, LRE+22,
LLL+20, LWT+18, LWM14, LHY+11, MG14,
RD24, Tsa12, VKS17, WSX11, XHW+22,
YMW+12, YFCM17, ZWDR20, TYA15].
Imputation [CCE19, DLG+24, MRB+24,
PVB+12, WCA+19, YPS11]. Imputed
[LX21]. Imputing [ZZ20]. In-Batch
[ZBL+23]. In-Frame [RLRH18]. In-silico
[SYKS15]. In-Situ [GMAS22]. In-Vitro
[ZZW+22, ZSH21]. Inapproximability
[BJ13]. Inception [FSX19, LZY+22].
Inception-ResNet [LZY+22]. Include
[FM13]. Including [WHS04]. InCoB
[Kim18]. Incompatible [TM11, Wil09].
Incomplete [ED15, KBND19, MR10,
PVB+12, SM08, ZAZ11, YRD+14b, ZZ14].
Inconsistent [JSA08]. Incorporate

[MZLL22]. Incorporating
[BRZ+17, HLY+16, HHL+20, KB20, WP08,
YPS11, ZD12, WLG+14]. Incorporation
[ED14, GSC+18]. Increase [TC13].
Increased [MJZY22]. Increment [FWY19].
Incremental [ZYW+21]. Indel
[ABO+23, WSB21, dSMDB17, LKW+19].
indels [BS15]. Independence
[GZG17, ZYX+23]. Independent
[BCD+21, CKRS21, CZCL23, DSHM08,
FLAM15, LWZ+21b, QDZ+21, SREK19,
SDCW11, SVE21, PSK+15]. Index
[Ano04a, Ano05a, Ano06b, Ano08a, Ano09b,
Ano10b, BG13, CZX19, EMK18, LKK+23,
Tit13, Tit16, XTL12a, FN14, CMSE+15].
Index-Based [EMK18]. Indexed [dAc17].
Indexing [PFJ+19, SVM14]. Indicator
[CPM18]. Indices [WLA+13]. Indirect
[ASJ+07]. Indispensable [Zha18].
Individual [GGP08, HYL+20, MZ17, VF09,
XWC15, ZHZ+20, BLR15]. Individuals
[BZ08, MYCW12]. Induced
[SSDN12, SWX+19, TP18, WQY18,
ZZY+22, GCC+14, SSML15, WLY15].
inducing [MMSH14]. Inductive
[BKKG19, LWL+22, ZXJ+23]. Inequalities
[Mat09]. inequality [ZWC15]. Infected
[PSA21]. Infection [YLW+24, ZJZ+24].
Infer [AM22a, CLH+15, QTZ15, SV16,
VBB18, ZS18]. Inference
[ARK20, ADR18, ABS17, BDS12, BGHM09,
BH06, CMMZ20, CAN+08, DMJ+18,
DZMB22, EAS13, EBP24, FHH+11, FF24,
GZFT15, GTX+23, GGM21, GZC+17,
GHL05, HL16, HYL+20, HLY+16, ICL11,
LCWZ13, LHHL19, LWZ12, MVW+13,
NM22, PSS09, PCDP18, PBJ12, QV17,
RC11, RXAH+23, Rho20, SN12, SLB+08,
TGM+21, TMLI19, TBGL10, WKE11,
WPL15, Wu11, XWF07, YHY13, YFCM17,
YGY+19, ZZKW18, Zha11, ZPW+19,
ZZCD19, ZLG+21, ZCT22, ZCL22, ZWDR20,
ZWD+17, vIJJ+20, DNR15, PRZ+14, ZZ14].
Inferential [SVZ09]. Inferring [CLL+21,



42

FWXZ19, FSD+11, ICZ+24, KCZ+15,
LBM+18, LTP22, LWXX22, LZHZ17,
LLL15, MSG18, NI07, NSNN12, PKRD12,
PNP+18, PAAG07, RGVP24, SSS13b,
Tah18, TDZ+19, TOYHZ19, WLCX18,
WGK16, XW16, XYLL23, ZHZ+20, ZSD08,
ZAZ+22, CZWT15, LAI+14]. Infinite
[BCVS19, Wu10, ZMT13].
Infinite-Dimensional [ZMT13].
Inflammasome [LCH19]. Inflammatory
[WCMB19, ZZP+21a]. Influence
[FMRS18, RSCX18, STS21, TAAP11].
Influential [ATA+17, BTYC13]. Influenza
[BPJ12, CLXL24, ZYF+18]. Informatics
[AM22b, HRAGS+23, Kim18, LZW21,
MZ17, STHA15, ZLZ20, ESW14, SPK19].
Information
[ABO+23, AC12, AL12, BLR08, CLYR23,
CKWY12, CAN+08, DDZ+21, DGH+06,
DMJ+18, DBK18, DSCM20, FPC20, GT24,
GKPS11, GBS11, HYW+17, HXXJ18, HC13,
HHL+20, HLG10, LLH+17, LDM18, LSY+20,
LZZ24a, LXG+16, LLW+22, MGL+12,
MPA15, NLGG12, NGZ+22, PVB+12,
PLTG22, RSG18, SMRP15, STY+23,
SWH+12, TZ16, TSIA24, VTMG22, VRK12,
WL07, WDL+17, XTL12c, XLL+18, XLL19,
XDZ+23, XYLL23, YCX+21, YHYY12,
YCCY20, YHZ+19, YLJY21, ZLF+21a,
ZL24, ZM12, ZXLZ18a, ZXLZ18b, ZXZ20,
ZSZ+21, ZXZ+21, ZXW+23, ZLD+24,
ZSD08, ZYJ+23, ZYZ+23, ZGB+12,
BDBH15, CA14, GZGX14, HRHP16,
MM14a, SLS+14, TAL+15, YLH+15].
Information-Theoretic
[GBS11, ZL24, ZSD08]. Informative
[LLC+13, LLZC12, LLRZ15, LLC+15].
Informed [MLFM22]. infrastructures
[MKARB16]. Inheritance [HWPE17].
Inhibition [SYKS15]. Inhibitor [JKNE21].
Inhibitors [AFAAW+11, KAS21, RAA20,
SDP+21, SB12, KPB14]. Initializing
[Mai09]. Initiation [MVW+13]. Initio
[HZZY16, MSS13b, WLG+21, SEC15,

FXZS22]. iNJclust [LAI+14]. Injection
[HC07, STY+23]. Inner [LTM+13].
inorganic [DKS+15]. Insert
[LLH+17, ZLS+21]. Insertion
[YXZD21, DI15]. Insertions
[QLLX10, HZZT14]. Insights
[BOSF24, BIBD21]. Inspection [MBP+19].
Inspired [BB11, GLL+18, LZW20, LLDÁ21,
SSS20a, SMK+12, TNQ08, TS17, WWM+24,
ZD17, PV16]. Instability [WQY18].
Instance [EMDH11, HLY+22, LJK+12,
RLR20, WZS+22, WHZ14]. Instances
[Lab06]. Instantaneous [ZYW17].
Instruction [XLZ+15]. Integer
[AFMS19, BH06, CLH13, CSSS16, ICZ+24,
SLB+08, WCL11, YYG+21, YYLL22,
ZFZL22, ZAZ+22]. Integral
[KSP22, ZWC15]. Integrated
[BMSZ22, CZW+23a, DS19, HXXJ18, Jam13,
LB19, LDZL23, LXC+24, LZX+19, LBL+10,
MZ17, PB19, RGB+21, SDCW11, TV11,
Tsa12, VF09, YDZ+22, ZW19, BHW+14,
DC15, MZL15, OFC+14, PSK+15].
Integrating
[DHCW18, HZW+17, HLL+18a, HLG10,
LTM+13, LLQ+16, LJ20, LHL+19b, LQY+20,
LTRW19, LLY+23, MHHJ20, MB20, NVL22,
PL17, RM18, RWH+10, SWL19, XOYHZ18,
YZP+21, YZG+24, YHZ+19, YLJY21,
ZLF+21a, ZZCD19, ZXZ20, ZY20, ZYYX23].
Integration [CKWY12, GJZH17, Kar12b,
LBM+18, MSJP19, MCC16, STB+20,
TWZ+14, WHF+20, WOYL17, YFWZ16,
YGY+19, ZZN15, ZWD+17, Jam15].
Integrative [BMSZ22, GXSZ17, KPK+17,
LLR+23, LLCZ15, MSZ19a, POJ+22,
UKV18, XDZ+23, ZL24, GMCB14, LYH+16,
TYL+16, PKM22]. Integrity [NFM+12].
Intel [MPA15]. Intelligence [ACJ24,
Ano05b, CCL+24, GRD+21, GCJ+21, KP12,
LSL+22a, MMC+23, RRD+23, RZF07].
Intelligence-Driven [RRD+23].
Intelligent
[HHYH07, HBG16, HBG17, HBG18, HBG19,
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HBG20, HBG21, HHA22, YXL+23,
YWW+24, YMT+14, ZLL21, SHK14].
Intensities [MSH+11]. Intensity
[ALR+13, YHYY12]. Intensity-Based
[ALR+13]. Intention [HXX21].
Intention-Behavior [HXX21]. Intentions
[WAG19]. Inter [CWLS15, GJSB23,
NAHT+20, YPL+23, ZLZ+24, ZXW+24].
Inter- [GJSB23]. Inter-Residue
[YPL+23, ZLZ+24]. Inter-Sentence
[NAHT+20]. Inter-Sequence [CWLS15].
Interacting [LYL+17, LLW10, YZG+19].
Interaction [AM19, Alt23, AC12, BM17,
BRB21, BVN+11, BNV+13, CLM10,
CLW13, CZC+23, CYWW22, DS19,
DSCM20, ECK16, EMK18, EZW+17,
FSDR16, FJJ11, GLF+23, HYL+19,
HSF+23, JLYZ16, JCG+22, JZW+22,
KAHK+10, KY19, LS10, LNC+19, LMZ+20,
LWL+21, LQJ+23, LQW+23, LDYZ22,
LZC+23, MSZ19a, MHTJ22, MLZ+24,
MGSP22, MSJP19, MGP+23, MMB+13,
Mne09, MDM13, NCJ24, NWW19, OYDZ15,
PR12, QL16, QKÖ18, QZD+22, SHG+23,
SBM15, SPL+23, TZWZ23, THH+19, Tsa12,
WLCP11, WFY+19, WMW+21, WZC+21,
WLW+23a, XGWW19, YCL+24, YZL23,
YKWK18, YLJY21, YLS23, ZLY+12, ZDL12,
ZLY+13, ZLH+17, ZZZC17, Zha18, ZWXL20,
ZD21, ZZZ+23, ZGW+24, ZG19, ZYYX23,
ZDZ+23, ZWW17, ZZZ+24, ZTY22,
ZZDW13, ZGDH16, ZDYH17, FHRG14,
HLW15, LLH+14, PJN+14, PWC+15, XG14].
Interaction-Related [AC12]. Interactions
[ASJ+07, ABVD12, BSV10, BNV+13,
CSK+11, CZW+18, DM22, GED+17,
GZYL22, GBB+11, HLV+10, HC17,
HHCY20, HXS+21, HMK+07, JJH12, JS23a,
KLCH22, LW19a, LSY+20, LWL+22,
LLZ+13, MB20, Mam05, PA22, QLZZ22,
RSG18, SYM+10, STD20, STY+23, SZGZ21,
VBG+18, WYHZ20, WZZ+22, WLWJ22,
WZR+22, WCY+24, WYS+24, XYZ19,
YDZ+22, YLC20, YSGZ20, YHZ+19, ZZQ22,

ZWL+23, ZDZ+23, ZZDW13, ZDYH17,
BDBH15, CXS15, HM15, JHXP15, MZS+16].
Interactive
[ALQ17, LTL+07, MBB+17, TDZ+24].
Interactome [ZWW17, ZWD+17, WZ14].
Interactor [DLT10]. Interchange
[LJZ+24]. Interchanges [HZL19].
Interdependent [WAG19]. Interface
[CWL12, Jam17, SKDA19, VSR+06, ZG19].
Interfaces [GCJ+21, LZX20, LHWL15].
Interfacing [LQWP21, XJZS21].
Intergenic [ABO+23, BAO+23, OJF+21].
Interleukin [AHT+18]. Interleukin-8
[AHT+18]. Intermediate [CMC+12,
LDS+07, LZW+23a, MRB12, ZOMC24].
Intermolecular [ZDZ+23]. Internal
[FSB+11]. International [AJM18, ANT19,
BLP18, HCQ14, HBG16, HBG17, HBG18,
HBG19, HBG20, HBG21, HHA22, Kim18,
SPK19, STHA15, ZLZ20, ESW14]. Internet
[DBSL24, ZYF+18]. Interpolation
[HLDZ17]. Interpretability [KZ10].
Interpretable [CWP+23, IC23, LJC+22,
dHMPFdM23, WMK16, Yan22, YJS+24].
Interpretation [AZHR22].
Interrelationships
[HSlSM11, Tah18, ZD12]. Interspecies
[MPM11]. Interspersed [TDA+09].
Interval [HYW08, ZWC15]. Intervals
[BMM06, DST07, Wan12]. Intervention
[CSW11, NNM+12a, QD12]. Interventions
[HI24]. Intra
[CWLS15, OZWA21, ZXW+24]. Intra-Inter
[ZXW+24]. Intra-Sequence [CWLS15].
Intra-Tumor [OZWA21]. Intracellular
[DADF+10]. Intractable [TGM+21].
Intrastructure [AL12]. Intrinsic
[AHT+18, BHS21, FSDR16]. Intrinsically
[FHDU22, CBN15]. Introducing
[CBZ18, Sag09b]. Introduction
[Ano04b, BLP18, BPW17, BPRZ11, CLS22,
CNS22a, CLSW23, CZ24, Cas06, Cas07,
Cat17, CZ12, FS12, FS13a, GH08b, Gus04b,
Gus04a, Gus06a, HMZ17, LCTS08, LNY05b,
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LNY05a, MPZ07, MPZ08, MPSZ09, MWZ13,
MSZ19b, MNPZ10, MKARB16, RZF07,
Wil04a, AS15, CEG14, XHS15]. Intron
[SSS20b]. Intronless [CHN+18]. Invariant
[LSY+20]. Invariants [JS12]. Invasion
[JLK+21]. Invasive [MGP+22, WCMB19].
Inverse [HBM21, IBN19]. Inversion
[WSB21]. Inversion-Indel [WSB21].
Inversions [dDD18]. Invertibility
[ZZM17]. Investigating
[BLP+12, BJ10, CCC+22, IQA18, LRM08].
Investigations [LS10]. Involving
[vIJJ+20, DB14]. Ion
[JLW17, KL11c, WM19a]. Ionizing
[ZLL+20]. Ionotropic [KAL+17]. Ions
[ZGC+05]. IoT [BVCD24]. IPED2
[HWPE17]. iPFPi [TYA15]. iPhosH
[AHK+21]. iPhosH-PseAAC [AHK+21].
IR [gCLL+10, NSC17]. IR-Aided
[gCLL+10]. IR-Based [NSC17].
IsAProteinDB [dAc17]. ISB [ZC15].
ISB/TBC [ZC15]. ISBRA [BPW17].
ISCB-Asia [STHA15]. Ischemic [MFF+18].
ISEA [LLH+17]. Island [XYYZ20]. Islands
[SHI06, SKD+07, vIKKS08]. ISLMI
[STY+23]. Isoform [WZZ+22, YYY+22].
Isoform-Disease [YYY+22].
Isoform-Isoform [WZZ+22]. Isoforms
[RLRH18]. isolated [SXL+14]. Isolating
[BTYC13, RKDR11]. Isolation
[RKDR10, YYX+21]. isomerization
[AJYT+15, YMT+14]. Isomorphism
[BG17]. Isotope [MGS17, ZGC+05].
IsoTree [ZFZ+20]. ISP [LQJ+23]. Issue
[Ano05b, Ano09c, Ano12a, Ano13b, Ano13c,
Cas06, GZB23, LNY05b, LNY05a, Ano13d].
itemsets [ZMC+14]. Iteration
[SY09, FWY+15]. iterations [TYA15].
Iterative [KBSCZ12, LLH+17, PGHT12,
STB+19, LAI+14]. IVOCT [HLX+21].

JigCell [VSR+06]. jobs [VPB15]. Join
[BFM13]. joining [HS15, LAI+14]. Joint
[BWS05, CYL+21, CSW+23, DH23, HLN20,

JHX17, LYY+19, MHHJ20, SMRP15,
SMPS20, WHXS17, WHF+20, ZWL+12,
ZZP+21b, Kim18]. Jointly
[BHMA06, HWM22, LQY+20, QZZ+21a].
Journal [Gus06b, Gus07c]. Jump [ZM22].
Jumping [LWY+23]. Junction [SN12].
junctions [LKLB14]. Just [PTH+18].
Just-in-Time [PTH+18].

K* [STT+14]. K2Mem [SC22a]. Kalman
[MNND13, WLL+09]. KAMI [HLLO19].
KATZ [ZZF+19]. KATZLGO [ZZF+19].
Kemeny [SPMB13]. KeMRF [CZQD24].
KenDTI [YLJY21]. Kernel
[ASK+23, DYZC22, GLW12, HRdR09,
IGM+07, JXN+16, LLMZ23, LXS+24, OG11,
QL09, SLRQ19, SHJL10, SCPS12, WS21,
WYS+24, WB11, XZC07, ZLY+12, ZLPW16,
ZXJ+23, ZC11, LLC+15].
Kernel-Imbedded [ZC11]. Kernel-Target
[IGM+07]. Kernels [BMHS13, IGM+07,
Kuk13, WYH17, YRD+15]. Key
[BSS+22, CHZ+21, DG19, KSK+18,
YFCM17, ZJZ+24]. KG [JJZ+22].
KG-Enhanced [JJZ+22]. Kidney
[CSQ+22, DCHW17, OW20]. Kimura
[HS08]. Kinase [KAS21]. Kinetic
[BMZM15, BCD+21, WBP+12]. Kinship
[DMJ+18]. Kit [OLS+13]. Kmerind
[PFJ+19]. KNN [HLSR18]. Know
[RRTB12]. Knowledge [AAKB22, ASP20,
BYZ+23, BMR21, CSW11, CHL21, DZ11,
ED15, HLY+16, JZCZ15, JZZ+21, KDS+20,
KB20, LWY+23, Mam05, MCC16, NP13,
QZZ+21a, SLCZ22, TAAP11, WBE13,
XNYC21, XHW+22, YCL+24, YSBB22,
ZXJ+23, ZLZZ23, ZYN+19, ED14, MZL15].
Knowledge-Based
[AAKB22, DZ11, HLY+16, NP13].
Knowledge-Driven [CSW11].
Knowledge-Enhanced [WBE13].
Knowledge-Powered [CHL21].
knowledgebase [GJK15]. Known
[MYCW12, SBY12]. Kriging [WWLL16].
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Kriging-Based [WWLL16]. Kronecker
[CP13]. KungFQ [GDM12].

L1000 [MWZ+20]. Label
[BP22, CDAL22, CWP+23, DH23, DLL+24,
JM12, JZW+22, LJK+12, SLX+18, WMK17,
WL13b, WYHD17, ZHE19, CGL+23a,
RTWR15, WHZ14, YRD+13, WGX+17].
label-free [RTWR15]. Labeled
[FGKH11, YLWS21, KSM14]. Labeling
[BMT17, CW22, MGS17, PH10a, WHL+24].
Labelled [GXL24, LV14]. Labels [MRK18].
Labor [XSL+21]. Laboratory [LPH+13].
lagged [GM14]. Lagrangian
[AKR12, ZWHC19]. Lakes [MJ18].
Lamarckian [ORCJ13]. Landmark
[FW20, MCRC17]. Landscape
[RJNN18, ZKLZ24]. Landscapes [SDS18].
Langevin [SCCDK09]. Language
[FSP23, LJ20, WCMZ15, YJS+24, ZDL+19].
Laplace [WDS+12]. Laplacian
[BM12, JHX17, LJL+14, MHHJ20, NO09,
WLZ+19, WZ13a, ZYW17, ZWHC19].
Lapse [DST15a, SLCL22]. Large
[BBH+18, DADF+10, FWXZ19, GKPS11,
GD22, GSX+18, GFG+21, GLG10, GHL05,
HAK+12, JGBR15, JLYZ16, KBSCZ12,
LFK16, LSM+21, MKKS20, MPQY19,
OHK+21, OMWX09, OC13, PAS+11,
PZS+20, PG06, PR12, QBPEL12,
RNAR+24, SSS20a, TZP17, TBRS13,
UWZ+24, WDL+17, YB08, ZSW23, ZLY+13,
ZZF+19, ZZH18b, IM14, Mat15, SHK14,
YHV+15, WWC18]. Large-Scale
[BBH+18, FWXZ19, GHL05, HAK+12,
JLYZ16, LSM+21, MKKS20, OC13, PZS+20,
TBRS13, UWZ+24, ZSW23, ZZF+19, IM14,
SHK14]. Larvae [MBJ19]. Lasso
[GHL05, JY21, KSLW23, LDM18, SMPS20,
FYSM12, SZGZ21]. LASSO-Regularized
[SZGZ21]. LateBiclustering [GM14].
Latent [FF24, GMCB14, JZL13, JGW+21,
LWXX22, LLA19, Mam05, RGCB05,
ZFH+21, ZZW+24]. Lateral [CDW12,

MGP+22, MVW+13, THL11, ZWL+12].
Lattice [DCVC11, GZS12, JMA17, TAI+19].
Lattices [DABV17]. LAUPs [XYYZ20].
law [LWM14]. Laws [HLM+13]. Layer
[AAB22, DSM23, HWM22, QDZ+21,
WXWL20, WCX+22, XW16]. Layer-Based
[DSM23]. Layered [WLCX18, KKC+14].
Layout [GH08a]. LC
[BTTR11, IC23, RTWR15, TTWR13].
LC-MS [BTTR11, IC23, TTWR13].
LC/MS [KBBD+17]. LDCMFC [XZG+23].
Leads [Bha23]. Leaf [wTCAK+20].
Leakage [AGAS18]. Leaping [HDS+18].
Learn [KMG+05, Sef22, WB17]. Learned
[MRK18, NBGL19, SPWF14]. Learning
[ALC22, AHN23, ACJP23, AM22a, AKH+23,
AAAM+24, AV12, ATO22, AKA+22, AM12,
BMK11, BOSF24, BKAV23, BLR08, BYS+22,
CLXL24, gCLL+10, CCL+24, CHZ+16,
CHW21, CYL+21, CGL+23a, CZC+23,
CSW+23, CWP+23, Che10, CGW+16, Che16,
CZW+18, CZW+23b, CCC+22, DZW24,
DSM23, DK17, DGY05, DN22, DYZC22,
DQZ+23, DZ11, DMK22, DH23, DSCM20,
FLHG24, FYZ+19, FMA+20, FPC20,
FZNZ23, FDZ+24, FSMJ05, GTL+21,
GZB23, GAR+09, GA23, GZXH21, GZWD23,
GYW+24, GM22, GZ22, HYR+19, HHSC13,
HEE+18, HLN20, HLSR18, HHCY20, HJD24,
HYZ16, HF12, HTLL12, IBN19, IC23,
IYA12, JWG+22, JYW+24, JM12, JLK+21,
JCG+22, JWW+24, JQGY21, JZYL24,
JHZL19, KWP+23, Kar12a, KQD21,
KCY+24, KK08, KAS21, KSS15, KY19,
LvH24, LJK+12, LCZN16, LYL+17, LFZ+19,
LSY+20, LWZ+21a, LWL+21, LXL+21,
LZW+22, LTT+22, LSZ+23, LLMZ23,
LWY+23, LXC+24, LXS+24, LZZ24a,
LZH18, LNY05b, LNY05a, LHL+19b].
Learning [LZW21, LLX+24, LTL+07,
LLZ+22, LCTW24, LDL+17, LWY+21,
LQWP21, LGL24, MHTJ22, Mam05,
MLFM22, MGP+22, MWZ+20, MSKC19,
MM24, MFF+18, MW21, NNW24, NLW+24,
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NLXS19, NTL+22, NHTD17, NFM+12,
OLZ11, PKM22, PTH+18, PYL+21, PH10b,
PAAG07, PLTG22, QDZ+21, RLR20,
RNAR+24, RTC23, RGZ+23, SBOA23,
SFMS18, SDN+11, SKS+19, SSV+19,
SFK+24, SZHH22, SZD+23, SXW+24,
SSZ+23, SAK+21, SGP+20, SLCL22, ST23,
TNQ08, TAAP11, TDZ+24, TBRS13,
TDZZ24, UKC+23, UBP+19, VKS17,
VMC22, WMK17, WL13b, WHXS17,
WCC+18, WLHY19, WCA+19, WYHZ20,
WQLL23, WZJS23, WWL+23a, WCW+24,
WLL+24, WWBZ19, WCXL18, WZHM23,
XJZS21, XZS+21, XPXY11, XLL+18,
XLL19, XXW+23, YJJW21, YCX+21,
YDZ+22, YGJZ23, YWCC22, YXL+23,
YFYW23, YXS16, YHZ+19, YZH+23,
ZLF+21b, ZLF+21a, ZL24, ZHSS07,
ZLPW16, ZZH18a, ZCG+18, ZLXL19,
ZSZ+21, ZWHH21, ZZZ+23, ZXJ+23,
ZLZ+24, ZG19, ZYC+22, ZZY+22, ZMKL22,
ZDY+23, ZYJ+23, ZDZ+23]. Learning
[ZDN+23, ZXW+24, ZYW+21, ZLX+20,
ZPW+21, ZLWF24, ZL19, wTCAK+20,
AJYT+15, AM15, BCLC15, CR14,
GJPSV14, GÁVRRL15, LLCZ15, SLW15,
SEC15, SFH+14, WHZ14, YN14].
Learning-Assisted [SFK+24].
Learning-Based [ALC22, JYW+24,
LWL+21, SLCL22, WQLL23, XXW+23,
YXL+23, ZDN+23, ZYW+21].
Learning-Empowered [LGL24, ZLWF24].
learning-to-rank [SFH+14]. Least
[DYZC22, FYSM12, LN13, WWC18, MBS15].
Least-Squares [LN13]. Leishmania
[SSP+17]. Length
[HYW08, LPH18, RFFB+20, RW07, SSS13a,
YZH+23, dDD18, MM14b, SSKH15].
Length-Weighted [dDD18]. Lengths
[KMSY20, FWY+15]. Lesion
[LZZ+24b, ZHD+21]. Less [ZSC+10].
Lethality [LWL+20, LCL+23]. Leukemia
[BMSZ22, DSM23]. Leukemogenesis
[SZGZ21]. Level [AS05, AV12, BU17,

CSW+23, HvIKS11, JZF+21, KCP19,
LLHW22, LB19, LLBL20, MZSL19, NRV22,
PSC20, SPD24, TDZ+24, WGK16, ZZY+22,
vIKK+09, LHWL15, UKV18, WLW23b].
Level- [PSC20]. Level-1
[HvIKS11, LLHW22]. Level-2 [vIKK+09].
Leveraging
[AKLJ17, LLW+22, QZZ+21a, XZL+24].
LGCDA [LLC+24]. LGE [WYF+23].
LGE-CMR [WYF+23]. LGH [XWC15].
LGT [PSC20]. Liability [QBPEL12].
Libraries [VGBK19, HPH+15]. Library
[GSK13, PFJ+19, UJ09, ZLC+21]. Life
[HGC+20, SNK+22, IM14]. Ligand
[AM12, CHZ+16, FVP+20, GLW12, HF07,
LSL+22a, STT+14, WLL13, ZCG+18, AM15].
Ligand-Binding [CHZ+16]. Ligand-K*
[STT+14]. Ligand-Specific [ZCG+18].
Light [KDRP24, GCC+14, VPB15].
light-induced [GCC+14]. Light-Weight
[KDRP24, VPB15]. Like
[DR16, FM11, GAR+09, GCY+21, HEF17,
KG12, NSNA19, Ros13, WGW+24].
Likelihood [ACPR10, LCWZ13, MRS09,
Roc06, Wu10, TDD14]. Limb [BMT17].
Limits [SLGK17]. LincRNAs [BKKG19].
Line [ZWL11]. Lineage
[LP21, MR10, XYYZ20, ZZ14].
Lineage-Associated [XYYZ20]. Linear
[BEW09, BFK17, CSSS16, CWG+18, FM13,
HSS18, ICZ+24, JNST09, LTT+22, LCC+11,
MTSCO10, NRV22, NO09, OC13, PRU11,
RBdJ11, SHUP19, SLB+08, UC10,
WGX+17, WYHD17, Wig15, WCL11,
YYG+21, YYLL22, ZLG+21, ZYX+23,
ZFZL22, ZWZZ22, dJP08, BS15, KGK14].
Linear-Time [JNST09, LCC+11, NRV22].
Linearization [CC09]. Lines
[LWZ+21a, NVL22, MFS+15]. Link
[GT24, JZW+22, ZLG+21]. Linkage
[BKP+19, LLC+13, XWC15, Jam15].
Linked
[GGM21, LLW+22, SLL+19, WRH+09].
Links [DKY21, NZM22]. Lipid [HBRU13].
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List [Ano06a, Ano08b, Ano09a, Ano10a,
Ano13a, KL11b, RSJK13, IEE05, IEE07,
XTL12b, Ano16]. List-Colored [RSJK13].
Literature [AAF+13, CDAL22, CLH+15,
HW07, LHLY11, LNC+05, Ozy12, SLCZ22,
XYZ19, XTL12c, ADTAQ16, TAL+15].
Literature-Based [AAF+13].
Literature-Oriented [CLH+15]. LitMC
[CDAL22]. LitMC-BERT [CDAL22].
Little [RRTB12]. Live [TRKRC13].
Live-Cell [TRKRC13]. Liver
[DG19, HEE+18, LSW+23, LLK+21, OG11].
LMGATCDA [WHL+24]. LMMO
[ZZH18b]. LMMSE [GH15]. LNA [BM12].
LncRNA
[LZX+21, LTT+22, WCX+22, ZZCD19,
ZZF+19, ZMKL22, HHCY20, LLZ+23,
SHG+23, STY+23, XLL+20, ZLF+21b, ZS18].
LncRNA-Disease [LZX+21, ZZCD19].
lncRNA-Drug [LLZ+23].
LncRNA-Encoded [ZMKL22].
lncRNA-Environmental [ZS18].
lncRNA-MiRNA [SHG+23]. load
[ZYW17]. Local
[AH11, ABH+14, AWW18, ARP+16,
BEW09, BG05, CBFB12, FL18, HT09,
HB11, LLC+24, LZX+21, LTT+22, LLL+21a,
LZ18b, LHQ+18, LLQW21, MQOH21,
MGK08, ME19a, ME19c, MGC19, MB16,
NI07, QL16, RYK+19, SS04, Sen19, ST23,
TDA+09, WCA+19, Wu11, XLZW22, YAB13,
YLBX21, ZDYH17, DI15, MG14, PSK+15].
Local-Nearest-Neighbors-Based
[AWW18]. locality [LJL+14]. Localization
[BP22, KAL+17, LYZ+24, hLMBJ11,
LKL+23, MGK08, OM07, QWC+16, SP11,
TR07, WMK17, YWW+24, YL12, ZXZ20,
ZHE19]. Localized [KNTB18]. Locate
[ZXW+23]. Location
[HYW08, LZQ+20, XPXY11]. Locations
[PCL+22]. Loci [MR10, DNR15].
Locomotion [Pha23]. locomotor
[GCC+14]. Locus
[GZC+17, LLC+13, XWC15]. Log [Roc11].

Log-Odds [Roc11]. Logic [BMZM15,
CSK+11, JZS+18, CL14, FHRG14]. Logical
[GBB+11]. Logics [RdMCBC13]. Logistic
[CSK+11, JHW+19, LW19b, LWL+20,
LLH+14, MLZ18, PSIM17, ST05, SZGZ21].
Long [CLL+21, KL19, LHHL19, LL19,
LLBL20, LSL22b, MWL+12, ML18, Pha23,
QD12, TR07, VTMG22, WHW21, XZG+23,
ZWXL20, ZCL21, ZYYX23, ZLX+20,
CWLZ14]. Long-Range [KL19]. Long-Run
[QD12]. Longest
[BVD+07, RW07, NYOL15]. Longevity
[dSPFF21, WFD15]. Looking [BSR+21].
Loop [NLXS19, PPM+13, PLC+20, Str11].
Loops [YDM+08]. Loss [CLH13, DOK+21,
GET21, GDRLH21, HZR+19, HCMB18,
HBC+11, KB17, KB19, LHDS18, SSK+20].
Loss-of-Function [LHDS18]. Losses
[CDW12, HBM21]. Lossless [KNR05]. Low
[CDB+16, CLL+24, DCW+24, GGP08,
HCLS11, LC19, LCW+18, NPBD16, SND22,
WLZ+19, WWY+24, XHQ+18, YDW+21,
YZG+17, ZJ22]. Low-Rank
[CDB+16, WLZ+19, WWY+24, XHQ+18,
YDW+21, YZG+17, ZJ22].
Low-Resolution [HCLS11]. Low-SNR
[CLL+24]. Lower [BB04, BMT17]. LP
[XWQ+24]. LPGNMF [ZWXL20]. LR
[SDTK19]. LSTM [DDZ+21, BZWD22,
GLF+23, SZHH22, YRL+20, ZZQ22].
LSTM-Based [YRL+20]. LTRs [AD12].
Lumen [HLX+21]. Luminal
[JLW17, SMPS20]. Lunar
[SSS20a, ZPW+21]. Lung [Bha23, GYW+24,
MWZY17, QZA+23, WQY18, YCCY20].
Lungs [RHZ+24, SZCX19]. Lymph
[LTT+22]. Lymph-Node [LTT+22].
Lymphoma [WWC18]. Lymphomas
[SKD+07]. Lysine [JZF+21].

m6A [RTC23]. Mac1 [SDP+21]. Machine
[AAAM+24, AV12, AM12, BOSF24,
BKAV23, gCLL+10, CCL+24, CWT+19,
Che10, DYZC22, DZ11, DLL+24, FLHG24,
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GRD+21, GAR+09, HEE+18, KAS21,
KSS15, LLX+16, LSY+20, LZL+24, LNY05b,
LNY05a, LHL+19b, LQWP21, MRK18,
MLFM22, MSKC19, MFF+18, MW21,
NTL+22, RTA+16, SDN+11, SKS+19,
SSS20a, SFK+24, SZLL11, VKS17, WWBZ19,
WLL13, XJZS21, XZS+21, YJJW21, ZHSS07,
ZLXL19, ZL19, AM15, EES14, SLW15].
Machine-Learning
[LQWP21, SKS+19, XJZS21].
Machine-Learning-Based [AM12].
Machines [AD12, LLX+11, LLT10, MNR09,
WZ13a, XZC07]. Macromolecular
[RST10]. Macromolecule [GAGM11].
Macromolecules [GHZ+22, PSK+16].
MAFFT [ZLS+15]. MAGCN [LCL+23].
Magnaporthe [ZJZ+24]. Magnetic
[DCW+24]. Magnetotactic [MLZ17].
Mahalanobis [MT11]. MAHyNet
[WSL+24]. Maintenance [FW20].
Majority [JRSS18, LRE+22, PI09].
Making [RD24]. Malaria [FWW+22].
Malicious [BMCY22]. Malignant
[JWW+24]. Malvaceae [ZZI+21].
Mammalian [ZZM17, CV14]. Mammals
[RTC23]. Mammographic [LXL+21].
Management [CKM+17, LLZ+20b, MZ17].
Manhattan [ME19a]. Manifold
[FZM20, HF12]. Manipulating [SBRK11].
Manner [WWM+24]. Manually
[LLJ+23, PZC+23]. Many
[BG13, CCCY20, GGP08, SRM18].
Many-to [CCCY20]. Map
[BCL13b, CGPW06, Gra04, MTNH17,
SSD19, KD15, ABS17]. Map-Reduce
[MTNH17, SSD19]. MAPK [KCP19].
Mapper [CZX19, GMAS22, MGS+21].
Mapping [DGH+06, DSHM08, MTM+15,
NJMF19, NPK+07, NTR16, RZMC17,
SDS18, STO06, STB+19, TC16, YLXS17,
YZZ+24, YZG+17, CWLZ14, Jam15]. Maps
[ABS17, CBES11, EBP24, JSA08, LDS+07,
MRB12, VMD+08, WZA07, WCL11, ZZS07,
HC14a, SDAA+14]. Margin [ZZH18b].

Marginalization [SN12]. Marker
[DGH+06]. Markers [GRD+21, HCA+10,
SSS13b, WCMB19, MM14b]. Markov
[BBH12, DGRC15, Gou06, GJY+14, JS12,
KCZ+15, KL11c, cLWA07, LGN+19, MG14,
MPY18, PW21, RH05, RC11, RXAH+23,
RGVP24, SMB12, SPWF14, TM11, VF09,
Vis18, WFY21, YYG+21, ZHE19].
Markov-Blanket-Based [RC11]. Masked
[FKZ+24]. Mass [ASI+11, BBN19, BM08,
BKR11, DABV17, HYY11, KSS15, LZ18a,
OG11, PH10a, SN12, YMW+12, ZGC+05,
ZLW+11, ZGB+12, dAc17, CWZW15,
DST+15b, KGF+14, SHK14]. Mass-Spring
[DABV17]. Massive [LLZ+20b, MTNH17].
Massively
[BBH12, Dem12, GLS+16, TIA+11]. Master
[BGHC20]. Match
[RW07, SGHS23, SYKBG24]. Matched
[XLL+20, SB16]. Matches
[GRS+13, PRU11]. Matching
[AFJ12, ADPH11, BBN19, BG12, BM20,
CCCY20, DR16, Gra04, LRM12, LHQ+18,
LLQW21, MCD+11, Pol13, STB+20,
XLZW22, ABH+14, HC14a, ARZ+14].
materials [DKS+15]. Mathematical
[AVD+12, BVS+22, BvdGK+11, MBKK18,
MBF+11, TR13, ZZ13]. Matrices [AH11,
CDB+16, JS12, PRU11, Roc11, SCC+15].
Matrix [BKKG19, CHW21, CKL+23,
DLO+23, DFM+11, EZW+17, GWW+22,
JKC23, JLwC11, JHX17, JZZQ19, KKPP22,
LW17, LWL+22, LWG+18, LCGW19,
LWL+20, LWZ+21c, LJN+23, LLZ+22,
MHHJ20, MCM22, PCCM22, RM18,
SJNS19, STHM+24, WLG+16, WHF+20,
WXY+23, XLW20, XZG+23, YDW+21,
YHCS19, YWF+20, ZWZ16, ZWXL20,
ZZN+11b, LYH+16]. Matt [DKCM12].
MAWS [ANR+23]. Max
[FJJ11, LLC+13, LCZN16, SR06].
Max-Correlation [LLC+13].
Max-Flow-Based [FJJ11]. Max-Min
[LCZN16]. MaxCut [SR10]. Maximal
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[GRS+13, KVX12, WDL+17]. Maximally
[BNV+13]. Maximization
[MB16, XNYC21]. Maximize
[LJZZ13, MJZY22]. Maximizing
[GE14, ZMT14]. Maximum
[ACPR10, BN06, BFK17, CCYW12, Csu04,
DNS19, GRH08, GM09, GB10, HZR+19,
LCWZ13, MRS09, Roc06, SYZ+13, SLB+08,
SCPS12, TDD14, WS21, ZSW23, CZWT15,
HKLN14, SSKH15]. Maximum-Parsimony
[SLB+08]. Maximum-Scoring [Csu04].
MCHMDA [YDW+21]. MCMC
[AM19, MMS10]. MCNF [ZY20]. MDA
[YWN+19]. mDixon [BMT17, QZZ+21a].
Mdm2 [ZLL+20]. MDR [SKS+19]. MDTE
[WQL+16]. Mean [DZ11, WDS+12]. Means
[LHKL17, PCCM22, SKD+07, TMLI19,
TED+12, IM14]. Measure [ACP22, BB11,
HBH12, HLL18b, KPW13, LTM+13,
MMBC22, MB20, MT11, Pol11, SGC07,
SSD+16, SLS+14, SMK+12, ZZF+19, BM14].
Measurement [TRKRC13, BCMW15].
Measurements [BZ10, SVZ09, ZAZ11].
Measures
[ASP20, AKNB07, BRS18, JCF13, LWT+18,
PA22, PKM06, RBdlVMPG16, SVdSS+18,
CV14, HC14b, RB14, WSTL+15].
Measuring [HC19, LFK16]. MEC
[WLL+20]. Mechanical
[DABV17, RSCX18]. Mechanics
[GRD+21, SDP+21, VMZM17]. Mechanism
[ASJ+07, GJSB23, HLX+21, LJC+22,
ZDY+23]. Mechanisms
[QV17, XZL+24, ZZ13, KSA16].
Mechanistic [TMLI19]. MedCo
[RTPM+19]. Media [ZSZ+22]. Median
[BMM08, JSA08, ME19a, ME19b, ME19c,
UKV18]. Mediated [LWXX22, SSML15].
Medical [BWRF12, CXY+23, CHL21,
CSW+23, DZD+23, DQZ+23, GLYZ21,
IGA18, LZW21, LCTW24, RGZ+23,
WNT+17, WLL+24, XWP+24, YJJW21,
ZBY+21, ZLL21, KSA16, DBSL24].
Medicine [Ano12a, PSR+24, SJZ19,

WKSP21, YHW+21, ZBY+21]. medicines
[CZB+16]. MEDLINE [NSC17, WCMZ15].
MedOptNet [LCTW24]. Meets [LBQ+13].
Melanoma
[JKNE21, JWW+24, Mah10, RPBP18].
Melting [DPW12, ZL15]. Mem [WMK16].
Mem-mEN [WMK16]. Membership
[SBM15]. Membrane
[AM22b, FXZS22, JMCY23, LLX+16,
NFM+12, SSP+17, WMK16]. Memetic
[CBF+18, GPMH16, GZYL22]. Memory
[CMSE+15, DBZ12, GFG+21, LL19, PFJ+19,
PNA20, Pha23, TR07, WHW21, WCLY12,
ZLH12, ZCL21, ZYYX23, ZLX+20].
Memristive [WHW21]. mEN [WMK16].
mer [CZ20, HC14a, LMZ14, PFJ+19].
Merge [XZL+24]. Merging
[LV14, ZSW23, LLL16a]. MeRIP
[CZM+18]. MeRIP-Seq [CZM+18]. Mers
[CMR19, RLRP23, ZGZ+20, SC22a]. MeSH
[KY22]. Message [CGL+23b, Wil04b].
Message-Passing-Based [CGL+23b].
Meta
[BOSF24, JFR+19, KKPP22, LCTW24,
TSIA24, Yan22, ZZRPZ19, ZYJ+23].
Meta-Analysis [JFR+19]. Meta-Learning
[LCTW24]. Meta-Microbial [KKPP22].
Meta-Path [TSIA24, ZZRPZ19].
Meta-Path-Based [ZYJ+23].
Meta-regression [BOSF24]. Meta-Stable
[Yan22]. MetAbolic
[OSA+21, CC21, CZZ+23a, CGL+23a,
CCF+24, DMD13, GJZH17, LFS06, LCTS08,
LJZY24, MKKS20, MGS17, QV17, SBRK11,
SMK+12, TLSA18, WWLL16, YWK+07,
vBdRD+11, SYV14]. Metabolism
[ACC+13, OHK+21]. Metabolite
[LTP22, MKKS20]. Metabolite-Disease
[LTP22]. Metabolomics [QV17, YCCY20].
Metadata [FLM+16]. Metagenomes
[LFK16, SWH+12, WWBZ19].
Metagenomic [JMA17, LHKL17, QTZ15,
RLR20, SC22a, YFY+22, ZSZ23, LZGZ14].
Metagenomics [SZD+23]. Metaheuristic
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[BVN+11]. Metaheuristics [SGH12].
Metal [PLF12]. Metal-Binding [PLF12].
Metasample [ZZN+11a].
Metasample-Based [ZZN+11a].
Metastases [CJH+21]. Metastasis
[ALC22, AZHR22, LTT+22, LLK+21].
MeTDiff [CZM+18]. Method
[AAG+18, ANR+23, BG05, BMSZ22,
BZWD22, BRZ+17, BLR08, BZ08,
CZW+23a, CCBR+21, CCYW12, CZQD24,
DZA+06, DBZ12, DCW+24, DYZC22,
DLG+24, DWSB11, DHC12, FWY19,
FWW+22, FVP+20, FZNZ23, GWW+22,
GTX+23, GCB+18, GLYZ21, GCL+18,
GPC+20, HYW+17, HZZY16, HLL+18a,
HYL+19, HLGS21, HC07, HGM18, HLL+22,
ICZ+24, JWG+22, JYW+24, JLH16,
KMSY20, KTLM15, LYW20, LZL+19,
LWZ+21a, LWL+21, LLX+23, LXS+24,
LLZC12, LZX+19, LHG+16, LWZ12,
LXG+16, LZZ+16, LHKL17, LLH18,
LTW+22, LZW23b, LGX10, MWZY17,
MK16, MNLF+22, MBJ19, MKKS20, MW21,
NGY+16, NZM22, PM20, PL17, PTH+18,
QZLL24, RGI13, RLV04, SH11a, SZ11,
SLCZ22, SNC+16, SIK20, SPW20, SSFW12,
SPL+23, TWG+12, TZWZ23, TBRS13,
TK05, USMS19, VTGC16, WBP+12,
WZJH12, WHWP12, WCA+19, WLZ+19,
WCLY20, WWF+21, WLW23b, WLW+23a,
WWY+24, WCY+24, WGK16, WW19,
WCX+22, XLW20, XXW+23, YCX+21,
YWW20, Yan22, YZG+24, YCCY20].
Method [YM20, YH13, YZH+23, YZS+24,
ZWSX12, ZCR+17, ZLS+21, ZLG+21,
ZZZ+23, ZJ22, ZY20, ZYF+18, ZTY22,
ZYZ+23, ZAZ+22, dSPFF21, DNR15,
DPL+14, GCC+14, GH15, IM14, KKC+14,
KH14, LLW+15, LLL16a, LLC+15, PS15,
SYV14, YTLL15, YN14, ZSY+14, ZZ15].
methodological [BF14]. Methodology
[JCF13, MS21, KG15]. Methods
[ARK20, AV17, ADR18, BLP18, CSK+11,
CYL+21, CCE19, DLRW18, DPS+13,

DPA+17, FS12, FS13a, FYSM12, HTZ+23,
JDCC12, JDHL20, KSN+12, LN13, LJL+15,
LPH+13, LL19, LZW21, LQWP21, MBF+11,
NLXS19, PFGDCRM22, QZD+22, QZA+23,
RG16, Rho20, SHG+23, SXW+24, SMK+12,
TV11, TAI+19, VRHB23, WNT+17,
WWBZ19, WCZ+23, Wil09, Wu11, XJZS21,
XLL+18, ZZRPZ19, ZZ20, ZCT22, DS14,
SQZA14, SFH+14, WFD15].
Methyladenine [FLHG24].
Methyladenosine
[FSP23, XZL+24, RTC23]. Methylated
[HHSC13]. Methylation
[CGC24, CZM+18, DCHW17, FPC20,
LLH23, LZL+20, LZL+22, MSZ19a, MB20,
ML18, PZC+23, SKD+07, WXS+19].
Methylcytosine [NTL+22].
Methylguanosine [MZLL22]. Metric
[Alt23, BS09, CLRV09a, CLRV09c, CAN+08,
HEF17, HYZ16, LTT+22, LLMZ23, LRM12,
LWY+21, Nak10]. Metrics
[CLRV09a, CLRV09b, HSlSM11, Mos07].
Metrizations [Rho20]. Metropolized
[MMS10]. MF [LWL+20]. MGATRx
[YJ22]. MGFmiRNAloc [LYZ+24].
MGRFE [PWY+21]. MGT [LZL+19].
MHC [EMDH11, FLW+14]. MHC-II
[EMDH11]. MIC [PCY+19]. Microalgae
[BdOS+18]. Microarray [ABVD12, BDP11,
BZ10, BLP+12, BHHMCL16, BLR08,
CLVT+20, Che10, EAS12, EAS13, EFLA08,
FJJ11, GK08, HYW+17, HC16, IVA11,
JCF13, JS23b, KZ10, LTM+12, LTM+13,
LH10, LPH+13, LTL+07, MP13, MC07,
NU06, PSS09, RGCB05, RV06, SBOA23,
SVZ09, SBW15, SC11, SY09, SYZ+13,
SIM12, ST05, TZH07, TZ16, TGGF10,
TZY11, TC13, TBKH05, WGP11, WCA+19,
WLPW16, WDS+12, WWC18, WW19,
XZC07, YM11, YC08, YNWC07, YPS11,
YHB12, ZLZ06, ZHSS07, ZWHC19, ZC11,
BMM14, CZWT15, MM14b].
Microarray-Based [CLVT+20].
Microarrays [BHP19, CD08, PBhL+11].
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Microbe [CZW+23b, LWZ+21c, PLD+23,
WLP23, YDW+20, YDW+21].
Microbe-Disease [CZW+23b, LWZ+21c,
PLD+23, WLP23, YDW+20, YDW+21].
Microbe-Drug-Disease [WLP23].
Microbial
[HHC+24, KKPP22, MB23, NS19, SNK+22,
TAI+19, WCMB19, GM22, JHXP15].
Microbiome [JHX17, KKP22, MHHJ20,
ZHJ17, ZWDR20]. Microbiota
[AAT20, BSR+21]. microfluidic [AIS+16].
Microglia [DPA+17]. microhomology
[SSML15]. microhomology-mediated
[SSML15]. Micron [RA16]. MicroRNA
[BHS21, GZR+18, LWL+18, LWXX22,
LZHZ17, WLW23b, ZLG+21, LLL16a,
MKG20, RPBP18, SPMB13, WZ13a,
YWN+19]. microRNA-Binding [WZ13a].
MicroRNA-Disease
[LWL+18, LZHZ17, YWN+19].
MicroRNAs
[PB19, WLG+14, WQL+16, YWN+19].
Microsatellites [LP21]. Microscopic
[SSD+16]. Microscopy
[BB24, CYL+21, GKS+22, KHI+21, SKS22,
SLCL22, XLZW22, BLR15]. Microvascular
[FLJS20]. Middle [XHY+18]. Migration
[MLZ17, NGY+16]. Mild
[BYS+22, YLWS21]. Military [WNT+17].
MIMOSA [NS19]. Min [LLC+13, LCZN16].
Min-Redundancy [LLC+13]. MinePhos
[XTL12c]. MiniDBG [YZZ+24]. Minimal
[ANR+23, BNV+13, SMSZ17, YZZ+24].
Minimization
[BvdGK+11, GMP08, JQH+20].
Minimizing [LLHW22, Zha11]. Minimum
[BGHC20, BGHM09, BM13, BCL13b,
CEFBS06, CC09, CD08, HEF17, MW20,
MMS10, SK19, TLSA18, vIKKS08].
Minimum-Flip [CEFBS06]. Mining
[BNV+13, CLW13, CLC+17, CZCL23,
DBSL24, HPL+13, HW07, JR14, JLH16,
LLW+11, LHLY11, LNC+05, LWG+14,
LC10, MMB+13, MC07, MSS+19b, NNW24,

PZWC20, PR12, RMS15, SKDA19, STO06,
SSZ+23, TK05, WCMZ15, WLWN17,
XTL12c, ZWZS16, ZGZ+20, Zha16, KD15,
TAL+15, WSTL+15]. Minority
[JZF+21, ZLZ+19]. MINT [HRHP16].
Minutes [LBL12a]. MiRNA
[CLW13, DMK22, JWG+22, LWY+23,
QZJ+23, SHG+23, YWL+24, ZYZ+23,
CGW+16, FKZ+24, HHCY20, JYW+24,
LYZ+24, LKD23, LLZ+22, LHC18, PM20,
PCD+23, SFMS18, SXW+24, STY+23,
SYKM17, XYZ19, YD24, ZYW+21].
MiRNA-Disease [JWG+22, LWY+23,
DMK22, YWL+24, LKD23, YD24, JYW+24,
PCD+23, SXW+24, ZYW+21].
miRNA-Gene-Disease [PCD+23].
miRNAs [BSS+22, GWW+22, KTLM15,
LDL+17, PRP21, QLZ16, ZZRPZ19].
MiRTDL [CGW+16]. Misassembly
[WLL+20]. Mismatch
[ATX21, Che16, YCYC12]. Missense
[MBP+19]. MISSIM [ZYW+21]. Missing
[LP21, WCA+19, YPS11, ZZDW13, KS14].
Mitigate [CMSE+15]. Mitigation [FKB19].
Mitosis [SLCL22]. Mitotic [KHI+21].
Mixed [HKM+18, JGKP21, PKRD12,
SdOD+12, SLB+08, SDTK19, WLZ+19,
YGJZ23, ZWZ16, ZFH+21, ZFZL22].
Mixed-Model [SDTK19]. Mixed-Norm
[WLZ+19]. Mixes [MMS10]. Mixing
[PPZ12]. Mixture [BTTR11, BEQD19,
CGZ15, HYY11, KDS+20, LMZL17,
WFY+19, ZZLH23, PRZ+14].
Mixture-Model [KDS+20]. Mixtures
[APRS11, GM09, RdlCGW09]. ML [BU17].
ML-Space [BU17]. MLP [LZZ+24b].
MLSMOTE [DTA+23]. MMBIRFinder
[SSML15]. MMSE [SSK+20]. mo
[MZLL22]. Mobile [GTTR+17, ZSZ23].
Modal [APPG18, DLY+21, GZB23,
KDRP24, WQLL23]. Modality
[JS23a, WYF+23, ZXJ+23]. Mode
[MSS19a, SPA17]. Model
[AVD+12, ALC22, Ale22, AGGM11,
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AGMP09, BBK+12, BOSF24, BLP+12,
BA18, BEQD19, BCFCC13, CP13, CSZT19,
CMS22, CW09a, CW11, CGZ15, CAW+19,
CWP+23, CGLF12, CKWY12, CHC+21,
DSM23, DOK+21, DYL+23, DGJ+24, DPS22,
FF24, FPC20, GXSZ17, GBS11, GLF+23,
GCGCP+23, GA23, Gou06, GDRLH21,
GJZH17, GZWD23, GBB+11, HZR+19,
HYY11, HS08, HCLS11, HL21, IL18, JJH12,
JKNE21, JGBR15, JZL13, JLYZ16, JLW17,
JHW+19, JGW+21, KCZ+15, KDS+20,
Kar12b, KHP12, LR20, LLX+11, LJ20,
LLMZ23, LLZ+20a, LHZ+19, LHQ+18,
LYY+19, LJC+22, LCH19, LZZ+24b,
LLY+23, MQOH21, MT12b, MT12a,
MBF+11, NA11, NQNT23, NWW19, NT24,
OW20, PSR+24, PSA21, PCD+23, PNP+18,
PLTG22, QQD+21, RAA10, RC11, RST10,
RZMT15, RdMCBC13, RBdJ11, SSD19,
SZHH22, SNC+16, SCCDK09, SMSZ17,
SWX+19, SDTK19, TRBK09, Tho16, TZY11,
VTMG22, VSR+06, WCMZ15, WQY18].
Model
[WFY21, WLWJ22, WCDM23, WGW+24,
WKE11, Wig15, Wu10, WDS+12, WWT+20,
XNYC21, YCX+21, YXYC13, YZG+24,
YSBB22, YJS+24, YOGY11, YLJY21,
ZMT13, ZMST18, ZDL12, ZZS18, ZHZ+20,
ZZP+21a, ZZI+21, ZFH+21, ZZLH23, ZJ23,
ZXB11, ZDN+23, ZYW+21, ZWY+10,
ZZDW13, DKS+15, HLW15, JHXP15, KY22,
LWM14, PRZ+14, RTWR15, WFD15,
XZY+14, ZMT14, ZWL+14b].
Model-Based
[IL18, PSR+24, TZY11, ZWY+10].
Modeling
[CLST+13, CHL+12, DBTB09, DABV17,
FSB+11, GGH+13, GD22, Gos11, GBB+11,
HI24, HD24, HW07, JFN11, KAL+17, KG12,
LLES18, LLW10, LCB17, MPS18, ML18,
MVS+13, MNW+04, NLXS19, PLMV12,
PZH20, PPFG20, RGB+21, RCBB19,
RdlCGW09, RMS15, SdOD+12, SJZ19,
SZGZ21, SGR+17, TV11, TMLI19, WLL+09,

WGP11, WMWA12, WBP+12, WXWL20,
WLPW16, WWL+17, WCXL18, ZZ13,
ZM22, BF14, DI15, KPB14, KD16,
MCH+15, ARZ+14, PJN+14, YMT+14].
modelled [YLH+15, ZSY+14]. Modelling
[AKV16, AFMS19, BMZM15, FKB19,
GPF+20, LGN+19, TAI+19, ZK16]. Models
[AZHR22, AM22a, ATA+17, AR09, APRS11,
ALWG18, AAE11, BTTR11, BHMA06,
BU17, CSQ+22, CNM11, CGPW06, CCF+24,
Dal16, EW04, FL18, FWA10, FKLS07,
GzS11, GZS12, HS09b, HLL+22, KC11,
KL11c, LL11, cLWA07, LW13a, LLA19,
LLDÁ21, MMC+23, MBP+18, MGP+22,
MLZ18, MKKS20, NSNN12, PB12a, PG18,
PW21, Pau18, SFB+08, SBOA23, SZZ+19,
SAS+23, Smi09, SYL19, TIA+11, THH+19,
TRBK08, TBKH05, VdTVV19, VSR+06,
VF09, VBG+18, WFY+19, XSS17, XWF07,
ZWL+12, ZZ18, ZCT22, ZYC+22, dJP08,
HM15, KFHK14, SPWF14, ZSY+14].
Modes [UAH16, DB14]. Modification
[BYZ+18, CMMZ20, HWY+23].
Modifications [CWP+23, TLSA18].
Modified [BA18, EAS12, MCCZC08,
SSD+16, SKD+07, XLL+18, ZLLS17].
Modular [RM18]. Modularity
[HK12, WZ14]. Modulated [CHW+18].
Modulator [CRP12]. Module
[AAB22, LPH+21, LZM22, LYZ+24, MB20,
NWZ+20, ZZN15]. Modules
[JLYZ16, JZW+22, KZW+18, KKPP22,
KMG+05, LLH+07, LGW20, LHC18,
MSQ18, MSZ19a, MTSCO10, PM20, SPW22,
WLCP11, XLL+20, GGZZ14, LLL16a].
Modulyzer [MBB+17]. Molecular
[AFAAW+11, ADPH11, BZ07, BS10a,
CGL+23a, CGLF12, CKWY12, CBES11,
DM09, FSMJ05, Han10, JGKP21, KPB14,
KAS21, LYZ+24, LCW+18, LZS23, NVL22,
PZS+20, RPB+13, RTA+16, RCBB19,
SSV+19, SMPS20, SVG+24, TMLI19,
WKSP21, WLC11, WB11, ZGC+05, ZXB11,
ZDZ+23, ZZN+11b]. Molecules
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[ARP+16, MYLS24]. Moment
[BBW18, MLZ17]. Moment-Based
[BBW18]. Moments [AHK+21].
MongoDB [LQY+20]. Monitoring
[ACJ24, BVCD24, PTH+18]. Monte
[GJY+14, ADTAQ16, AKV16, BPM21, Bi09,
GCC+22]. MooSeeker [CZZ+23a].
MOPSO [CZJ17]. Morbid [BMR21].
Morpho [GRD+21]. Morpho-Rheological
[GRD+21]. Morphogenesis
[CHC+05, JGBR15]. Morphology
[ZCWW19]. Morphometric [wTCAK+20].
Morphometry [JFR+19]. Most
[GDRLH21, IMA13, JZF+21]. Motif
[BNV+13, CW11, CL08, DBR07, HLH11,
JL10, Kar12a, KL11a, KC11, LFS06,
LMPT15, LCLL10, hLMBJ11, LHL+19b,
LT07, MIC+07, MM17, RLV04, RSJK13,
SYKBG24, WLPW16, YZH+23, FWY+15,
MMFD14, Tan14, YHV+15, Bi09, BRB21,
CHK17, MMFD14, ZZH18a]. Motif-Based
[MM17]. Motifs [AFMS19, ACP10, AAB22,
BvBF+11, BVN+11, CFOS06, CSS11, DS19,
DKY21, KL19, LZL+20, PCGS05, RA16,
SKDA19, SREK19, SIK20, SSFW12,
WHWP12, Wer06, XCR21, ZWHH21,
ZZH18b, FWY+15, LWG+14].
Motifs-Based [SSFW12]. Motility
[KBM21]. Motion [BM20]. Motions
[CBES11]. Mouse
[JZL13, NPK+07, RLRH18]. Mouth
[QQD+21]. Moves
[BGHM09, GZS12, HKT+18]. Movie
[CLL+24]. MPGM [KG20]. MPI
[ZWLZ21]. MPIGeneNet [GDM18].
MPRA [LZL+24]. MR
[BMT17, QZZ+21a, WWL+23a]. MrBayes
[LHG+16]. MRFy [DGRC15]. MRI
[GH15, HYR+19, JLK+21, KCY+24, TB23,
WQLL23]. MRI-Derived [HYR+19].
MRIs [RNAR+24]. mRNA [LLX+24,
LHC18, PM20, WMWA12, XLL+20, ZK16].
MRSA [SFK+24]. MS
[BTTR11, IC23, KBBD+17, RTWR15,

SLL+19, TDZ+19, TTWR13, ZWD+17].
MS/MS [SLL+19]. MSCET [NCL+23].
mTOR [KAS21]. MuCoMiD [DMK22].
Multi [ASP20, ATO22, APPG18, BP22,
BMT17, BA18, BU17, CLXL24, CZZ+23a,
CLL+21, CDAL22, CGL+23a, CWP+23,
CZL+22, CYWW22, CCC+22, DZD+23,
DLY+21, DH23, DPS22, GSC+18, GZB23,
GBSB21, GZC+17, GCL+18, HZW+17,
HLX+21, HXX21, HWM22, JFR+19, JS23a,
JM12, JJZ+22, KPK+17, KDRP24,
LHL+19a, LJK+12, LC19, LLQ20, LZL+20,
LXL+21, LXS+24, LLZ+20a, LDGY21,
LNW20, LJZY24, MMBC22, MM24, NRV22,
NLW+24, NCL+23, NHTD17, NT24, PL17,
PZH20, PLD+23, PCD+23, QDZ+21,
RTD23, SLX+18, SDH20b, SND22, SSZ+23,
SWX+19, SWL19, SSF18, TDZ+24,
TGP+15, TDZZ24, VMC22, WMK16,
WMK17, WYHD17, WLCX18, WZS+22,
WCDM23, WQLL23, WWL+23a, WSL+24,
WCX+22, WZHM23, XW16, XZG+18,
XSL+21, YZP+21, YXL+23, YZL23, YJ22,
YRD+13, YSW+17, YLJY21, YWL+24,
YZS+24, YGY+19, ZL24, ZwGC17, ZHJ17,
ZWHC19, ZGZ+20, ZYH+21, ZWHH21,
ZXJ+23, ZY20, ZHE19, CR14, GMCB14,
Gu16, HWK14, KKC+14, LLCZ15, RHH16].
multi [WHZ14, WGX+17]. Multi-Allelic
[NT24]. Multi-Aspect [RTD23].
Multi-Assembly [TGP+15].
Multi-Attention
[DZD+23, KDRP24, RTD23].
Multi-Bernoulli [XSL+21]. Multi-Block
[KPK+17]. Multi-Channel [BMT17].
Multi-Classification [NLW+24].
Multi-Coil [WWL+23a]. Multi-Core
[LHL+19a]. Multi-Dictionary [TDZZ24].
Multi-Dimensional [PL17, SWL19].
Multi-Domain [LNW20]. Multi-Dose
[SWX+19]. Multi-Epitope [GBSB21].
Multi-Factored [ASP20]. Multi-Feature
[LLZ+20a]. Multi-Fold [ZWHH21].
Multi-Functional [WMK16].
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Multi-Graph [JJZ+22]. Multi-Head
[CYWW22, WSL+24]. Multi-Instance
[LJK+12, WZS+22, WHZ14]. Multi-Kernel
[LXS+24, ZXJ+23]. Multi-Label [BP22,
CDAL22, CWP+23, DH23, JM12, LJK+12,
SLX+18, WMK17, WYHD17, ZHE19,
CGL+23a, YRD+13, WHZ14, WGX+17].
Multi-Laplacian [ZWHC19]. Multi-Layer
[HWM22, QDZ+21, WCX+22, XW16].
Multi-Layered [WLCX18, KKC+14].
Multi-Level [BU17, NRV22, TDZ+24].
Multi-Locus [GZC+17]. Multi-Mers
[ZGZ+20]. Multi-Modal
[APPG18, DLY+21, GZB23, WQLL23].
Multi-Modality [JS23a, ZXJ+23].
Multi-Object [YXL+23]. Multi-Objective
[BA18, CZZ+23a, GSC+18, GCL+18,
XZG+18, ZwGC17, RHH16]. Multi-Omic
[CCC+22, SND22, YZP+21]. Multi-Omics
[DPS22, MMBC22, VMC22, YGY+19, ZL24,
ZY20, PZH20]. multi-platform
[GMCB14, LLCZ15]. Multi-Pooling
[LLQ20]. Multi-Rank [WLCX18].
Multi-Relational [PCD+23, YWL+24].
Multi-Resolution [WCDM23].
Multi-Scale [HZW+17, HLX+21, HXX21,
LDGY21, LJZY24, ZYH+21].
Multi-Scenario [NCL+23]. multi-scope
[HWK14]. Multi-Similarity [CLL+21].
Multi-Site [JFR+19]. Multi-Source
[YSW+17, YLJY21]. multi-state [Gu16].
Multi-Subspace [YZL23]. Multi-Swarm
[NHTD17]. Multi-Task [ATO22, CLXL24,
DLY+21, MM24, SSZ+23, YZS+24, CR14].
Multi-Thread [LZL+20]. Multi-View
[CZL+22, LC19, LXL+21, PLD+23, SND22,
SSF18, TDZ+24, WZHM23, YJ22, ZL24,
ZHJ17]. Multi-Zoom [TDZZ24].
Multicategory [ZHSS07]. Multiclass
[RM13, SSS+11, XAW07, YOKI09, ZC11].
Multicore [GDM18, MTM+15].
Multicriterion [YM11].
Multidimensional [DCW+24, HCA+10].
Multidomain [JJH12, WKE11].

Multidrug [NTCO07]. Multiexpressions
[Zou13]. Multifaceted [AL12].
Multifactor [YLC20]. Multiforme
[CHW+18, ZLPW16]. Multifractal
[DSVMM18]. Multigenomic [GXSZ17].
Multilabel [WL13b, XXW+23, YRD+14a].
Multilabeled [GJS11, HSlSM11].
Multilayer [LPH+21, PWY+21, RSV+22].
Multilevel [PLMV12]. Multilocations
[WL13b]. Multilocus [LLC+13, MWSM12].
MultiMAGNA [VM18]. Multimeme
[NTCO07]. Multimodal [CGL+23b,
DZD+23, GCZ18, GLX+22, HS09a, HS09b,
HHCY20, LZW+23a, LGB15, NLW+24,
SWL19, XHW+22, YLWS21, LLCZ15].
Multimodal-Boost [DZD+23].
Multimodality [JSM+22].
Multimodality-Contribution-Aware
[JSM+22]. MultiMotifMaker [LZL+20].
Multinomial [FF24, LW13a].
Multiobjective [HKK07, LZW20, LZW23b,
MPF12, MMB+13, TGK13, TGD+16,
GÁVRRL15, MM14b, SB12]. Multiomics
[POJ+22]. Multiparameter [SSDN12].
Multipartite [VKM07]. Multiple
[AM19, AAH+18, ALWG18, ABS15, BAK06,
BRZ+17, BLS12, BHHMCL16, Bro05,
CPL+23, CW12, CHL21, CWLS15, CCN22,
CGPW06, DBZ12, DK17, DG19, DBN18,
DOK+21, EMDH11, GTL+21, GZC+17,
HL16, HKT+18, HVG04, HS15, HPL+13,
HLZ+17, HB11, JLYZ16, JXN+16, KG20,
KKC16, LH10, LZHZ17, LWT+18, LCL+23,
LCC+11, LW13b, MSQ18, MMH15, MR10,
NP13, NVL22, NTR16, OHK+21, PS11,
PZWC20, PT09, PS15, QZZ21b, QL09,
QWC+16, RLR20, RM18, SHUP19, SIK20,
SK12, SSFW12, SPWF14, TDY+18,
TDA+09, VM18, WS08, WLMW+11, WB17,
WGX+17, WZR+22, WYS+24, WHKK07,
WPL15, WLA+13, YHCS19, YLL+06,
YFWZ16, ZSW23, ZLF+21a, ZLPW16,
ZZCD19, ZZF+19, ZLZ+24, ZLLS17, DNR15,
MW16, PJN+14, YlCW+15, YRD+15].
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Multiple-Filter-Multiple-Wrapper
[LH10]. Multiple-Filters [BHHMCL16].
Multiple-Grain [JLYZ16].
Multiple-Sequence [NP13].
Multiple-Structure [WS08].
Multiple-Swarm [ALWG18].
Multiple-Valued [LW13b]. Multiplex
[LXWL22]. Multiplexing [LWXX22].
multiplier [CL14]. Multipliers [HYL+19].
Multipositional [GLW12]. Multiprotein
[HK12]. Multiresolution
[CSZT19, HYC12, RNAR+24, ZKL18].
Multisample [PR18, SSS13b, ZYW+13].
Multiscale [GGH+13, GCZ18, HMW+12,
NNM+12b, SZL+20, SCCDK09, ZLW+11].
Multiseed [KNR05]. Multistage [DLT10].
Multistate [GG11]. Multitask
[DMK22, FB19, LZH18, XPXY11, GA23].
MultiTrans [ZFZL22]. Multitype
[WLW+23a]. Multivariate
[KPW13, Kuk13, PPFG20, ZAZ11, CBN15].
Multiview [ZJ22]. Muscle
[BMT17, SXL+14]. Muscular [BCL+13a].
Mutagenesis [VGBK19]. Mutagenic
[Che16, YCYC12]. Mutant [HLG10].
Mutants [DSZ+06, GCC+14]. Mutated
[LGW20, QZA+23, SAE+20, ZZ18, ZW19].
Mutation [DSZ+06, KKI20, LHDS18,
MYCW12, NT24, RYK+19, SPW22, Tho16,
TOYHZ19, WGK16, ZLD+24]. Mutational
[ALC22]. Mutations [AAAM+24, DFM+11,
GGM21, HCMB18, KCZ+15, KKC16,
LTX21, MBP+19, OZWA21, PBJ12]. Muti
[GZXH21]. Muti-Task [GZXH21]. Mutli
[BYZ+18]. Mutli-Features [BYZ+18].
Mutual
[Ale22, DGH+06, LDM18, MPA15, SMRP15,
SPW20, TZ16, XYLL23, ZGB+12, HRHP16].
MVDINET [TDZ+24]. My [MZSL19].
Myeloid [BMSZ22]. myonuclear [SXL+14].
Myosin [ZLS+19].

N [FLHG24]. N4 [LLX+24].
N4-Acetylcytidine [LLX+24]. N6

[FSP23, RTC23, XZL+24].
N6-Methyladenosine
[RTC23, FSP23, XZL+24]. N7 [MZLL22].
N7-Methylguanosine [MZLL22]. NAHAL
[FMD18]. NAHAL-Flex [FMD18]. Naive
[WDS+12, YZG+24, LW13a, SSP+17].
Nakhleh [CLRV09c]. Name
[YSC13, HWK14]. Named
[AV17, DLL+24, LJ20, LXZ+23, HK15].
named-entity [HK15]. Naming [STB+20].
nanotubes [MZS+16]. Nascent [AALD17].
National [FJJ18, GJH19]. Natural
[ZDL+19]. Nature
[BS08, LZW20, WWM+24].
Nature-Inspired [LZW20, WWM+24].
Naturelike [BPP+13]. nCoV [XLX+21].
NcRNA [SBY12, HJD24, LTaS13].
ncRNA-Drug [HJD24]. Near
[BMH+16, BEW09, SDB+07, MW16].
Near-Linear [BEW09]. Near-Perfect
[SDB+07]. Nearest
[AC12, AWW18, WXY+23, ZSC+10].
Necessarily [PK13]. Necessary [Son06].
Need [MGP+22]. Negative [DZW24,
DLO+23, GWW+22, JZZQ19, JGW+21,
LWG+18, LCH19, PNP+18, PCCM22,
RM18, STHM+24, TWZW16, WLG+16,
XL16, YHCS19, ZBL+23, WLG+14].
Negative-Transfer-Resistant [JGW+21].
Neighbor [DLG+24, LLZ+22, WXY+23,
HS15, LAI+14]. Neighbor-Based
[DLG+24]. neighbor-joining [LAI+14].
Neighborhood [BS10a, GRH08, LX21,
LGN+19, WLWJ22, ZLG+21, MZL15].
Neighborhood-Based [WLWJ22].
Neighborhood-Regularized [LX21].
Neighborhoods [CCLS13, HW13, LBL12b].
Neighbors [AC12, AWW18, LLW+22,
MQOH21, ZSC+10, LMZ14]. Nested
[Wan12]. Nestedness [GF10]. Net
[BRS18, CNM11, ZLH+17, CSQ+22,
GJSB23, GKS+22, LSW+23, LLL+21a,
LZY+22, XWP+24, YWW+24].
Netpro2vec [MMG+22]. Nets
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[RPBP18, WMK16, ZHX+24]. Network
[AAKB22, AM22a, AKMT12, Alt23, AKV16,
ABS17, BDS12, BP22, BMK11, BAO22,
BSS+22, BCC+23, BA18, BRB21, BSLR05,
BNV+13, CXY+23, CDBR21, CXW+13,
CMMZ20, CBM+20, CLYR23, CGL+23b,
CMQ+16, CYWW22, CZW+23b, CLL+24,
CSE+21, DZMB22, DZD+23, DFTC12,
DS19, DQZ+23, DKY21, EMK18, FHRG14,
GT24, GLL+18, GHZ+22, GLX+22,
GTX+23, GXJ+24, GRK23, GPMH16,
GSC17, GAX+23, GKS+22, GHL05, GZ22,
HAK+12, HS09b, HD24, HW07, HXS+21,
HGM18, HLX+21, HSZ+23, JDCC12, JY21,
JMCY23, JJZ+22, KCP19, KG20, KSP22,
KZW+18, KHI+21, KKPP22, KAHK+10,
LTLTS23, LLH23, LvH24, LCWZ13,
LCZN16, LNC+19, LMZ+20, LXWL22,
LWXX22, LZZ24a, LLES18, LDGY21,
LKL+23, LLZ+13, LZHZ17, LLK+21,
LWZ+21b, LJC+22, LDYZ22, LLZ+23,
LJZY24, LLL15, LW24, LWL+19, MSZ19a,
MZLL22, MLZ+24, MGSP22, MT24,
MMB+13, MGC19, MLZ18, MKKS20,
MGKG17, MM17, MWLS18, MVW+13].
Network [NM22, NNSZ07, NGZ+22, PSS09,
PL17, PZH20, PCD+23, PCDP18, POJ+22,
QDZ+21, QZL+22, RC11, RTD23, RB16,
RV13, SN24, SQZA14, SLCZ22, SVdSS+18,
SMPS20, SDH20a, SZHH22, STY+23,
SMSZ17, SLCL22, SWL19, SRXZ24,
TIA+11, TLSA18, TSIA24, TDZ+19,
TFTY23, TMLI19, TDK13b, TP18, TC13,
TOYHZ19, VTMG22, VSR+06, VM18,
WHWP12, WWL19, WFY+19, WYHZ20,
WWF+21, WZC+21, WZS+22, WLWJ22,
WLP23, WCW+24, WHL+24, WSL+24,
WCY+24, WYS+24, Wer06, WGK16,
WW19, WWL+23b, XLZW22, XWQ+24,
XWF07, XW16, XOYHZ18, XDZ+23,
XWP+24, YD24, YXYC13, YYLL22,
YLC+23, YWW+24, YFCM17, YG19,
YWL+24, YCCM12, YGY+19, ZZKW18,
ZHL+24, ZDL12, ZZN15, ZWL15, ZHJ17,

Zha18, ZXLZ18a, ZXLZ18b, ZPW+19,
ZZH19, ZXZ20, ZZBH20, ZSZ+21, ZCL21,
ZLG+21, ZYH+21, ZCL22, ZZLH23,
ZXW+23, ZGW+24, ZK16, ZYYX23,
ZYJ+23, ZZZ+24, ZS18, ZHD+21, ZPW+21,
ZYZ+23, ZLB24, ZZDW13, ZDX+24,
ZKLZ24, ZWZZ22, ADTAQ16]. network
[BDBH15, FZM15, HLW15, LP15, MMFD14,
MG14, SEC15, TWZ+14, WZC+15,
XLC+15, XXM+16]. Network-Based
[BSS+22, CDBR21, GTX+23, GSC17,
KKPP22, PSS09, POJ+22, RV13, SMPS20,
WGK16, ZSZ+21, FHRG14, SQZA14].
Network-Lasso-Constrained [GHL05].
Network-Regularized [MLZ18].
Networking [DG19]. Networks
[ÅSWH22, AVD+12, AHN23, ARK20,
AGAS18, AAH+18, AFJ12, AHC+21,
ARS17, AAT20, ABS15, APPG18, AKS20,
BBW18, BMCY22, BGHC20, BGS+12,
BZ07, BCL+13a, BvBF+11, BD19, BSV10,
BJ10, BPJ12, BVN+11, BCD+21, CZ20,
CPL+23, CRV09, CLRV09a, CLRV09b,
CLRV09c, CPRC24, CKRS21, CDB+16,
CC07, CW12, CXW+13, CHW+18, CCN22,
CW22, CWG+18, DZH16, DS19, DBN18,
DT11, EAS13, ECK16, EMK18, EBP24,
FMRS18, FZWS17, FWXZ19, FSDR16,
FSX19, FXZS22, FPPR11, FKB19, FSD+11,
GH08a, GPZ20, GTL+21, GD22, GAH22,
GDM18, Gos11, GBB+11, HK20, HLM+13,
HB05, HC19, HS09a, HF07, HM13, HAH13,
HMW+12, HI24, HLY+16, HC13, HYL+19,
HHCY20, HWM22, HWY+23, HvIKS11,
HDKS04, Hus09, INT11, IBN19, IL18, JvI18,
JBgLS19, JLYZ16, JZW+22, JSS+18,
JZS+18, JNST09, JFN11, JHZL19, KLCH22,
KBNHD18, KN05, KP12]. Networks
[KCCC15, KLC24, KBM21, KSB12, KKC16,
LFS06, LCTS08, LSMF08, LLHW22,
LLR+23, LTP22, LLH+07, LL11, LCZN16,
LT17, LLNW17, LZL+19, LHCL20, LLQ20,
LPH+21, LZL+22, LZM22, LWL+22,
LWY+23, LTLL23, LLL16b, LZQ+20,
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LNW20, LLK+21, LJN+23, LZC+23,
LKD23, LLYS21, LCL+23, LW13b, LTRW19,
MSQ18, MQOH21, MSP+19, MPP+20,
MGP+23, MBGP12, MPA15, MDH11,
MPSY18, MPQY19, MDD18, MNW+04,
MDPR18, Nak10, NRV09, NNNL22,
NWZ+20, NCL+23, NI07, NSNN12,
OMAdG+12, OYDZ15, OC13, PB12a,
PAL+12, PLH22, PSPM20, Pau18, PLCW17,
PZWC20, PH10b, PCK19, PNP+18, Pha23,
PB12b, PPZ12, PR12, PSC20, PKA20,
QD12, QLZZ22, QZJ+23, RST10, RSK23,
RXAH+23, RMV12, RHZ+24, RSV+22,
RRTB12, RMS15, SdOD+12, SREK19, Sef22,
SS06b, SSV+19, SDH20b, SZL+20, SV16,
SPA17, SWSA21, SNM12, STS21, SPP21,
SPL+23, TIA+11, TAAP11, TWG+12,
TGK13, TGD+16, TV11, TGGF10].
Networks
[TZP17, TR07, TDK13a, UWLH15, VRK12,
VBB18, WLL+09, WLCP11, WWLL16,
WZZ+22, WW22, WP08, Wil11, Wil12,
XWF07, XGWW19, XYLL23, YDW+20,
YZL23, YKWK18, YFWZ16, YLZW21,
YYY+22, YLS23, ZM12, ZLY+13, ZZN15,
ZWZ16, ZZM17, ZZCD19, ZZF+19,
ZWHC19, ZD21, ZZGL24, ZSD08, ZWW17,
ZWDR20, ZWD+17, ZZH+24, ZZDW13,
ZDYH17, Zou13, dJP08, vIKK+09,
CZWT15, CXS15, DYD15, GTDK15,
HKLN14, KH14, KD15, LLW+15, MW16,
MM14a, NCMCAR15, PWC+15, RHH16,
SRLR14, XG14, ZWL14a, ZWC15, OSA+21].
Neural [ÅSWH22, AHC+21, AAT20,
BMCY22, BP22, BAO22, BCC+23, CZ20,
CC07, FSX19, FXZS22, GLX+22, GTX+23,
GAX+23, HB05, HF07, HLL18b, HXS+21,
JY21, JJZ+22, KN05, KBM21, LSMF08,
LvH24, LHCL20, LLQ20, LZL+22, LQW+23,
LTLL23, LWZ+21b, LJC+22, LJN+23,
LZC+23, LKD23, LLZ+23, LJZY24, LLYS21,
MLZ+24, MGSP22, QLZZ22, QZJ+23,
QZL+22, RHZ+24, RMS15, SN24, SLCZ22,
SSV+19, SWL19, WYHZ20, WZZ+22,

WZS+22, WHL+24, WYS+24, XLZ+15,
XWF07, YZL23, YYY+22, ZZH19, ZZBH20,
ZCL21, ZZGL24, ZGW+24, ZYYX23].
Neural-Genetic [KN05]. Neuroimaging
[KCY+24, WLA+13, ZKL18].
Neuroinformatics [NPK+07]. Neuron
[PTM+19, ZWZZ22]. Neuronal
[TGK13, TGD+16]. Neuropsychiatric
[LTW+22]. Neurotoxin [MWLS18].
Neurotoxin-A [MWLS18]. Neutral
[BWC17, OZWA21]. NewGOA [YFWZ18].
Newton [CAW+19]. Next
[BBN18, FS13b, AKD17, PNP+18, WPL15,
YWW+18, CWLZ14]. Next-Generation
[BBN18, FS13b, PNP+18, YWW+18].
Ngram [LCB17]. NGS [LLZ+20a, SSD19,
SPD24, YWW+18, YLBX21, ZmCXS17].
NGS-Based [SPD24]. NGS-FC
[YWW+18]. Nibble [PWZW15]. niger
[OMAdG+12]. NLI [BYW+23].
NLI-Transfer [BYW+23]. NMF [Mir14].
NMFGO [YWF+20]. NMR
[AAG+18, CCA12, WL07]. NNI [BEW09].
NNI-Based [BEW09]. No [Wan16]. Noah
[HBC+11]. Nodal [CLRV09b]. Node
[LTT+22, ZZ15]. node2loc [PCL+22].
Nodes [ABS15, LP15]. Nodule [ACJP23].
Noise
[AKS13, BHS21, FN14, JRN+18, NVSH18,
SSDN12, ZHL+24, ZZS07, WLY15].
Noise-Induced [SSDN12]. Noising
[YFCM17]. Noisy
[DZW24, IGA18, KBND19, MDM13]. Non
[CLL+21, DLO+23, GWW+22, HSS18,
JZZQ19, KB17, KB19, LHHL19, LWG+18,
MGP+22, PCCM22, RM18, STHM+24,
VTMG22, WLG+16, Wig15, WCMB19,
XL16, XZG+23, YHCS19, ZZKW18,
ZWXL20, ZYX+23, ZXJ+23, ABH+14,
KGK14, MM14b]. Non-Binary
[KB17, KB19]. Non-Coding [CLL+21,
LHHL19, VTMG22, XZG+23, ZWXL20].
non-fixed [ABH+14]. Non-Invasive
[MGP+22, WCMB19]. Non-Linear
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[HSS18, Wig15, ZYX+23, KGK14].
Non-Negative [DLO+23, GWW+22,
JZZQ19, LWG+18, PCCM22, RM18,
STHM+24, WLG+16, XL16, YHCS19].
non-redundant [MM14b]. Non-Sparse
[ZXJ+23]. Non-Steady [ZZKW18].
Nonbinary [JvI18, LS09]. Noncoding
[CAN+08, ZHEB05, SLW15]. Nonconvex
[YZG+17]. nonexcitable [LCOMG14].
Noniterative [JDCC12]. Nonlinear
[AAT20, CGL+23b, DZ11, LRM08, LL11,
NSNN12, SdOD+12, WLL+09, YD24,
YPS11]. Nonnegative
[Han10, JKC23, JHX17, LN13, MHHJ20,
WHF+20, WXY+23, YWF+20, ZWXL20].
Nonoverlapping [Kur13]. Nonparametric
[LTM+13, LHTT11, LGX10, Mir14, TIA+11].
Norm [LZH18, WLZ+19]. normal
[WDX+15]. Normalization
[CLM10, DLT10, LYY+19, SWH+12,
VRJ+10, RTWR15]. Normalized
[WPL15, YH13]. Normalizing [WYH17].
norms [MMSH14]. Note
[Ano10c, BS11, GPZ20]. Noun [Ozy12].
Novel
[AKNB07, Alt23, AC12, ACSR21, BVS+22,
CSW11, CZQD24, Che16, CHC+21, CHH+22,
CWZ08, CW22, CZM+18, CHZ+21,
DPA+17, DYZC22, DBN18, DKDD10, DZ11,
FVP+20, GXJ+24, GBSB21, GPC+20,
HZZY16, HZW+17, HLHAJ20, HHC+24,
HL21, HLL+22, JGW+21, KHO+20, KCP18,
KTLM15, KDRP24, LTL+19, LZX+21,
LLK+22, LLZC12, LLTC19, LJZY24, LHC18,
LWY+21, MRB12, MPF12, MMBC22,
MGC19, NPD+17, NZM22, PSIM17,
POJ+22, PSN+15, RBB+19, SN24, SBOA23,
SP11, SYKBG24, SBM15, SYKM17, SSS13b,
TNQ08, TDZ+24, TDA+09, TK05, WWC18,
XLW20, YLXS17, YXYC13, YZG+24,
YM20, YC08, YH13, YSW+17, YZZ+24,
YCZ+18, YXZD21, ZZCD19, ZY20,
ZPW+21, ZAZ+22, ZWZZ22, dSPFF21,
CL14, GZGX14, KPB14, LLL16a, STT+14].

Novelty [CPM18]. Novo [Bi09, SB12,
AKR12, DST+15b, HG16, KSS15, ARZ+14,
YKW17, ZFZ+20, CLVT+20, LLL+20,
LLL+21b, LMW+24, GAJ+18, GCY+21,
LLH+17, LMZL17, ZWM+20]. NovoExD
[YKW17]. NP [LGZ+17]. NP-Hard
[LGZ+17]. NPPC [GMSD11]. NR [ISK18].
NS1 [RAA20]. Nsp3 [SDP+21]. nsSNPs
[GED+17]. Nuclear
[HCA+10, ISK18, CZB+16]. Nucleic
[NCJ24]. Nucleosome
[CGZ15, CHN+18, GZGX14]. Nucleotide
[CW07, CL08, KT07, LLTC19, SPD24]. null
[LWM14]. Number [BB04, BHMA06,
BFK17, BS07, CW09a, CGC24, DR16,
Gru11, MA12, MW21, NVSH18, PKRD12,
PK13, QSJ+20, SDCW11, TWW+20,
WHXS17, XL16, XLW20, YCCM12,
YLBX21, ZANN20, ZmCXS17, ZRK19,
dNG17, DR14, LWM14, MMSH14, SB16].
Numbers [YH13]. Numerical
[FMD18, SCCDK09]. NURBS [IGA18].
NURECON [HHC+24]. Nussinov
[TYDZ23]. Nutrition [HHC+24].

O [HPH+15]. Object [GAH+21, YXL+23].
Objective [BA18, CZZ+23a, CCF+24,
GSC+18, GCL+18, MDD18, XZG+18,
ZwGC17, RHH16, UKV18].
Objective-Based [MDD18].
Objective-Oriented [CCF+24]. Objects
[AAB22, Str11]. Oblivious [CLR10].
Observable [SPA17]. Obstructive
[ZLZZ23]. Occurrence [LSZ+23, ZWDR20].
OCT [WCDM23, ZHL+24]. odd [EES14].
Odds [Roc11]. ODE [ZSY+14].
ODE/DDE [ZSY+14]. Off [PH10b].
Offloading [NCL+23]. Oligomeric
[SKDA19]. Oligonucleotide
[HKS11, LEAK11]. Omic
[Ano12a, CCC+22, NVL22, SND22, YZP+21,
BCLC15]. Omicron [SCU+24]. Omics
[DPS22, HTZ+23, MZ17, MMBC22, VMC22,
YGY+19, ZL24, ZY20, PZH20]. OMIM
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[LTRW19]. Oncogenes [PG12, YCCM12].
Oncology [BVS+22]. One [CHZ+21, LX21,
MCM22, MCHT17, QSJ+20]. One-Class
[LX21]. One-Sided [QSJ+20]. Online
[HHC+24, SNC+16, ZZP+21b, ZLL21].
Onset [GCC+22]. Onto [WCQ+19].
OntoGene [RSK+10]. Ontologies
[HXXJ18, LQY+20, MSJP19]. Ontology
[ASP20, AMGC16, BM17, CM16, CPM18,
DLA+23, DKDD10, DBK18, FLM+16,
HXXJ18, IQA18, MPM11, NGZ+22, PA22,
PKM06, QDZ+21, TFTY23, YWF+20,
ZLY+13, ZXLZ18a, ZXLZ18b, ZSZ+21,
BM14, JC15]. Ontology-Based
[CM16, FLM+16]. Ontology-Independent
[QDZ+21]. Open [Ano13e, ZJW+22].
OpenCL [MGS+21]. Operation
[BFM13, OLS+13]. Operational [WLA+13].
Operations [HS09a, LTLTS23, OJF+21].
Operators [GSC17]. Operon [CYTY13].
Optimal
[AM19, BBN18, BHS+04, BAK06, BFK17,
Dal16, DK13, DS21, DYD15, DFM+11,
DOK+21, HYW08, KQD21, MCRC17,
Mne09, MDD18, SK08, SPMB13, SPP21,
THH+19, WAK13, YOKI09, pD20, ED14].
Optimality [ACC+13]. Optimization
[AKS13, BIDS23, CZZ+23a, CCL+24,
CAW+19, Che16, CYTY13, DMD13, ED15,
GK08, GSX+18, GCL+18, HKK07, HSS18,
HOS+12a, HOS+12b, mHB13, HGM18,
HRdR09, IGM+07, JDCC12, KWP+23,
LYW20, LPH+21, LSL+22a, LZH18,
LZW23b, MPF12, Mai09, Mat07, MLZ17,
NPD+17, NHTD17, NLW+18, ORCJ13,
OHK+21, PAAG07, RKDR11, SdOD+12,
SDS18, SB12, SIK20, SMSZ17, SB16,
VGBK19, WWLL16, WB17, WZZ+18,
XSS17, XWF07, XAW07, XZG+18, YZG+24,
ZwGC17, ZD17, ZWM+20, ZGB+12,
GÁVRRL15, Gu16, SPWF14].
Optimization-Based [ED15]. Optimized
[EFLA08, HDS+18, SBOA23, ZMKL22,
GH15]. Optimizer [GSX+18]. Optimizing

[Bro05, FW20, HC24, Jam18, KBBD+17,
LMZ14, PB12b, Pol11, TC16, WWF+21,
YYLL22]. Optimum [WS08]. Option
[QBPEL12]. Orchard [CPRC24]. Order
[BRF17, KLCH22, KCZ+15, LLH23,
LCZN16, LCGW19, MGKG17, PB12a,
PFGDCRM22, STY+23, Wig15, XWQ+24,
ZZH19, ZGW+24, DWZ+15]. Ordered
[ZZKW18]. Ordering [BG17, GCC+22].
Orderings [SMB12]. Orders
[JSA08, HZZT14]. Organelle
[ACC+13, SLX+18]. Organisation
[MDPR18]. Organisation-Oriented
[MDPR18]. organism [WFD15].
Organization [ZHZ+20, ZWW17, WZ14].
Organized [WZ14]. Organizing [WZA07].
Oriented [CLH+15, CCF+24, LHG+16,
MCD+11, MDPR18]. Origin [BPJ12, RB14].
Orthogonal [DSM23]. Ortholog [VKM07].
Orthologous [CZF+05, ZZS18]. oryzae
[ZJZ+24]. Oscillation [Wig15].
Oscillations [WGP11]. Oscillators
[VMZM17]. Oscillatory [ZLL+20]. Oshell
[LHN+14]. Other [AKS13, MMBC22].
OTU [NSZK15]. Out-of-Frame [RLRH18].
Outcome [MFF+18]. Outcomes
[HYC12, MCHT17, PGHT12]. Outer
[AM22b]. Outgoing [Gus09b]. Outlier
[CWL12, OFC+14, YLBX21]. Outliers
[GAH+21, MNLF+22]. Outline [IGA18].
Output [Wan12]. Output-Sensitive
[Wan12]. Outstanding [YCL+24]. Ovarian
[XLL+20]. Over-Approximation [FL18].
Over-Sampling [ZLZ+19]. Overlap
[GAH+21, KD15]. Overlapping
[LHDS18, MDMR+22]. overlaps [SSKH15].
Overproduction [DMD13]. Oversampling
[JZF+21]. Overview [CBK20, LMK+10].
OWL [LQY+20]. OWL-Based [LQY+20].

P [CXS15, TAL+15]. P-Finder [CXS15].
p53 [DSZ+06, WLMZ22, ZLL+20].
p53-Mdm2 [ZLL+20]. PacBio
[LLBL20, LZL+20]. Paced [DLO+23].
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Pacific [HC15, LYC24, WLC18, YSC19,
ZPC+21, ZC14]. Package [CS24]. Packed
[LLQW21]. PageRank
[MLZ+24, PWZW15, QZLL24]. Pair
[BNV+13, CLM10, KKI20, Tsa12, WZ13b,
ZG19, ZGDH16, OFC+14]. Pair-Wise
[ZGDH16]. Paired [LLH+17, LMW+24,
MP22, WLL+20, SKK14]. Paired-End
[LLH+17, WLL+20]. Pairing
[BWS05, JBP08]. PairProSVM [MGK08].
Pairs [BHS+04, PLH22, ZZS18]. Pairwise
[ALQ17, AH11, BAK06, DK13, MGK08,
VF09, ZLY+12]. palindromes [RB14].
Palytoxin [BCFCC13]. Pan
[CRK+19, CCC+22]. Pan-Cancer
[CCC+22]. Pan-Genomic [CRK+19].
Pancreas [PLC+20]. Pancreatic
[BMH+16, VDS+20, YLC+23, MFS+15].
Pandemic [BPJ12, HC24, LKK+23].
Panmictic [Wu10]. Papers
[Ano05b, Ano09c, Ano12a, Ano13d, Ano13b,
Ano13c, Cat17, Kim18, LC10, Ma22,
YGFC20, YTC21, YQWC22, YQBC22,
YPGC24, AS15]. ParaCells [SYL19].
Paradigm [SSD19, XG14]. Parallel
[BPM21, BBK+12, BBH12, Dem12, DBSL24,
GLS+16, GDM18, GMAS22, GCY+21,
KK19, LLQ20, LHS16, MBGP12, MPA15,
OMWX09, PFJ+19, PTM+19, PCY+19,
PZS+20, TIA+11, TYDZ23, VJRPNVJG24,
WSL+24, ZWLZ21, ZLS+15, CFIS+15,
GPScF15, GJY+14]. Parallelism [KK19].
Parallelizable [ATX21, CMS22].
Parallelization [AAB22, ZWcF17].
Parallelized [HTLL12]. Parallelizing
[GDWK+15]. Paralogous [ZZS18].
Paramecium [iAOSS16]. Parameter
[BBW18, BS11, BBK+12, BS07, CAW+19,
DK17, FKLS07, GB10, HF12, MNND13,
PK13, STS21, SGH12, WWLL16, ZWL+12,
Gu16, HLW15, ZSY+14].
Parameter-Advising [DK17].
Parameter-Free [HF12]. Parameterized
[BN06, BvBF+11, SLH+06a, SCC+15].

Parameterless [TK05]. Parameters
[JSS+18, NSAH19, QZL+22, SNC+16,
SMSZ17, TBRS13, XSS17, Zou13].
Parametric
[MSJP19, YAB13, FN14, KGK14]. Parasite
[GAR+09]. Parasites [FWW+22].
Paratope [LLW+22]. PARCEL
[WWL+23a]. Pareto
[ACC+13, DK13, RM13, VGBK19].
Pareto-Fronts [RM13]. parity [EES14].
Parkinson [ZWS+18]. Parsimonious
[CLH13, USMS19, MW16]. Parsimony
[ACPR10, BFK17, BVD+10, BH06, DST07,
GRH08, GE18, GM09, HZR+19, ICL11,
JNST09, LLT+19, NNSZ07, SHI06, SLB+08,
TBGL10, WMS09, vIKKS08, KO15].
Parsing [RAA10]. Part [Cas06, Cas07,
KJ04, LNY05b, LNY05a, KJ05]. Partial
[BBK+07, HYY11, HDKS04, KK08, LLH23,
MMS10, QZZ+21a, ST19, STB+19, Smi09,
TGGF10, WWC18, ZOZ10, MBS15].
Partially [SPA17, LV14]. Particle
[BU17, CYTY13, GSX+18, HKT+18,
HGM18, LZW23b, NPD+17, NHTD17,
SIK20, WZZ+18, XWF07, XAW07, ZwGC17,
ZCR+17, GBLZ14, SPWF14]. Partition
[Mai09, TC16]. Partition-Optimization
[Mai09]. Partitioned [LWS+20].
Partitioning [ACSR21, HKLN14, BM15].
PASA [JWZ+20]. Passing [CGL+23b].
Patch [XLZW22]. Path
[BCL13b, CXY+23, DNS19, HWPE17, HS08,
LTL+19, ME19a, ME19c, SK19, TSIA24,
Val11, WL19, XYLL23, ZD17, ZZRPZ19,
ZFZL22, ZYJ+23, BM14, ARZ+14, SVM14].
Path-Difference [ME19a, ME19c, WL19].
Pathogen [BRB21, STD20, YBGB10].
Pathogenic [KZW+18, WZC+21].
Pathogenicity [ZJZ+24].
Pathogenicity-Associated [ZJZ+24].
Pathological [LLK+22]. Paths
[MMS10, TGP+15]. Pathway
[AJD+12, BEQD19, CZZ+23a, CNM11,
CGL+23a, HHYH07, JKNE21, KDS+20,
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LLK+22, LLH18, LJZY24, PPM+13, PIPC18,
RAM17, STD20, TP18, WGK16, YM20,
YG19, ZW19, ZKW19, ED14, LYH+16].
Pathway-Based [BEQD19, YG19].
Pathway-Induced [TP18]. Pathways
[ATA+17, AAH+18, AFMS19, CCN22,
DMD13, ED15, FKLS07, GLS+16, HD24,
KCP19, KSN+12, SBRK11, UWLH15,
YYG+21, ZZ13, ZZ18, GJPSV14]. Patient
[LLH23, PLH22, SPW22]. Patient-Specific
[LLH23, PLH22]. Patients
[FLJS20, GLX+22, HEE+18, MFF+18,
PvRV+20, PSA21, YLC+23]. Pattern
[BHS+04, CLST+13, CLZ+18, DBSL24,
GGJ+06, Han10, HPL+13, LSTW+17,
LJK+12, LCW+18, MB16, NNW24, RB16,
RSV+22, STO06, SHJL10, WMWA12,
ZYW17, ZZN+11b, ZAZ11, ABH+14, KD15,
MNA14]. Pattern-Based [MB16].
Patterns [BLR08, BIBD21, CLW13,
CLC+17, Gra04, HLL+22, MGP+22,
MMH15, ML18, MB16, MCHT17, PG06,
PCGS05, SB09, VJRPNVJG24, XL16,
YLW+24, ZGC+05, CA14, GÁVRRL15,
KGK14, TYL+16, WL14]. PBN [MPSY18].
PC [LHL+19a, TSMMG+13]. PCID
[HZW+17]. PCR [Che16, YCYC12].
PCR-RFLP [Che16, YCYC12]. PCs
[LHL+19a]. PDL1 [GCGCP+23]. PDZ
[HZTP12]. Peak [PH10a, YLXS17,
YHYY12, YLL+06, ZLW+11].
Peak-Labeling [PH10a]. Peakbin
[ASI+11]. pediatric [ZMP+14]. Pedigree
[HWPE17, MYCW12, PVB+12]. Pedigrees
[HWPE17, PG06, PBJ12]. Pelvis
[QZZ+21a]. Penalized
[LW19b, PSIM17, ST05, ZZN+11b, LYH+16].
Penalty
[LNR+09, LLT10, WWY+24, YZG+17].
Penetrating [AKA+22, WCLY20]. Pepsin
[AHT+18]. Peptide [AKR12, BBN19,
FDZ+24, IDD13, JXN+16, KMS+21,
KNTB18, LZ18a, LMZL17, LJC+22,
SYKBG24, WM19a, WWT+20, YKW17,

YMW+12, YHYY12, ZLC+21, dAc17].
Peptide-HLA [LJC+22]. Peptides
[AM22b, AKA+22, FWY19, GXJ+24, GM22,
JKN+12, VKS17, WCLY20, ZZP+21a,
ZMKL22, ZLZW22, SVG+24]. Perception
[RGZ+23, WLW+23a]. Perceptual
[MWH+23]. Percolation [BMH+16].
Percolator [YMW+12]. Perfect
[BBSP08, BBCP07, GG11, HKM+18, KS14,
SM08, SDB+07, vIKKS08]. Perform
[ATA+17]. Performance
[iAOSS16, BOSF24, BGS+12, BWRF12,
CNM11, Dal16, HBH12, Jam18, LHG+16,
Maz12, WGL+21, ZWLZ21, pD20].
Performing [AKD17]. Periodic [AKMT12].
periodicities [MEOL14]. Periodicity
[KM20]. Permeation [KL11c].
Permutation [Gru11, MTNH17, TW10].
Permutation-Based [TW10].
Permutations
[GBD17, HZL19, HBM21, OJF+21, XYYZ20].
PerPAS [LLH18]. Personal
[GSX+18, WAG19].
Personal-Best-Position [GSX+18].
Personalization [LHH19]. Personalized
[Ano12a, CC21, CCL+24, LWZ+21c,
MLZ+24]. Perspective [BKAV23, CYL+21,
CM13, YHY13, SRLR14]. Perspectives
[HD24]. Perturbation [BDS12, FKB19,
HAH13, RM18, SMK22, WWLL16].
Perturbations [KSP22]. Perturbed
[ZZKW18]. Pertussis [GBSB21]. Petri
[BRS18, CNM11, RPBP18].
Pharmacologic [SSK+20].
Pharmacophore [TZWZ23]. Phase
[BCL+13a, RCM+19, SLCL22, ZCR+17].
Phase-Contrast [SLCL22]. Phasing
[BZ08, GMP08, LL22, MW20, Maz22,
PVB+12, YXYC13]. Phenomena
[MNND13, NNM+12a]. Phenotype
[ABVD12, CSW11, DMJ+18, ED15, LTX21,
MM24, RLR20, WDX+15, YZC+23,
ZPW+19]. Phenotype-dependent
[WDX+15]. Phenotype-Related [LTX21].
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Phenotype-Specific [ABVD12].
Phenotypes
[BKKG19, HYL+20, WLHY19, TWZ+14].
Phenotypic
[PN17, YZC+23, YXL+23, YWW+24].
Phenotypically [QD12]. Phenotyping
[CWT+19, ZDL+19]. Phi [MPA15].
Phoshphorylation [XTL12c].
Phosphohistidine [AHK+21].
Phosphorylation
[CRP12, XW16, LWG+14, TAL+15]. Phylo
[RLRP23]. Phylo- [RLRP23].
Phylogenetic [BZ07, BG12, BS07,
BGHM09, CRV09, CLRV09a, CLRV09b,
CLRV09c, CW12, GH08a, GFS13, GJS11,
HvIKS11, HDKS04, Hus09, Jam17, Jam18,
JS12, JvI18, JNST09, KL11a, LFK16,
LTLTS23, LRM12, LHG+16, LCSW18,
LP21, Mat09, MPKvH09, MNW+04, Mos07,
Nak10, PAS+11, PB12b, RdMCBC13,
Roc06, SNM08, SDB+07, SWH+12, SSS13b,
TGM+21, WLMW+11, WBE13, Wil12,
WMS09, YBMH24, ZM12, vIKK+09,
vIJJ+20, DNR15, DS14, MW16, Nye14].
Phylogenetics [AR09, Gus09b, HMS09,
LvH24, MBKK18, PBFB22, TM11].
Phylogenies [BCVS19]. Phylogenomic
[KMSY20]. Phylogenomics
[PR18, SZZ+19]. Phylogeny
[ANR+23, BBSP08, BFM13, BM13, GG11,
HKM+18, MR10, MS10, SM08, SLB+08,
WYL07, vIKKS08, KS14]. Physarum
[GLL+18, LGZ+17]. Physarum-Based
[LGZ+17]. Physarum-Inspired [GLL+18].
Physical
[BCL13b, GLS+16, WRH+09, KSA16].
Physically [LLDÁ21].
Physically-Inspired [LLDÁ21].
Physicochemical [ADPH13, TZWZ23].
Physics [WWL+23a]. Physics-Based
[WWL+23a]. Physiologically [VdTVV19].
PI [SJWW23]. Piecewise
[RBdJ11, ZHZ+20, dJP08].
Piecewise-Linear [RBdJ11, dJP08].

Pigeon [ZD17]. Pigeon-Inspired [ZD17].
Pipeline [GAJ+18, RGB+21, RAA20,
ZKLZ24, LHN+14, ZMP+14]. Pipelines
[AL12, Jam13]. PIT [ZGDH16]. Plagiarism
[NSC17]. plaid [HM15]. Planar
[GGH+13, SNM12]. Planning [ZD17].
Plant [BB24, CWT+19, GPF+20, YGJZ23,
YXL+23, YFYW23, wTCAK+20, KKC+14,
MZL15]. Planted [CW11, DBR07, Tan14].
Plants [DST15a, GF10]. Plasmid [WL22].
Platform [HG16, PGF18, SNK+22,
YHW+21, GMCB14, LLCZ15, PSR+24].
Platforms [GLS+16, ZSZ+22]. Plausible
[FHH+11, KP12]. Players [YFCM17].
Plexus [WKE11]. Plots [TSMMG+13].
PLS [PNP+18, TGGF10]. Pluribus
[SLGK17]. PMDAGS [YD24]. Pneumatic
[SNC+16]. Pneumonia [LLMZ23].
Pneumothorax [WSJ21]. Pockets
[RTA+16]. Point
[BCF+07, CW09a, CBM+20, FGKH11,
HC07, KKI20, LFF18, RKZ16]. Points
[IGA18, PS15, SKK14]. Poisson [WZA07].
Poisson-Based [WZA07]. Polarity
[GGH+13]. POLB [AAAM+24]. Policies
[QD12]. PolyCluster [MW20]. Polymer
[GZS12]. Polymers [ICZ+24].
polymorphisms [GBLZ14]. Polynomial
[Gra04, LLHW22, Pol11, vIJJ+20].
Polynomial-Time
[Gra04, LLHW22, vIJJ+20]. Polyploid
[MW20]. polytomy [DS14]. Pooled [FF24].
Pooling [Kur13, LLQ20, MDM13, WSL+24].
Pools [GKPS11]. Population
[AN21, CLS19, GBSB21, LLX+11, LHQ+18,
LT07, NJMF19, PR18, SLH06b, TBRS11,
VdTVV19, ZRK19, ZXZ+21, LAI+14].
Population-Based [ZXZ+21].
Population-Differentiation [ZRK19].
Population-Structured [NJMF19].
Populations [LMW+24, NGY+16, PPFG20,
PN17, SHUP19, Wu10, Wu11]. Position
[AH11, AHK+21, GSX+18, JLwC11, PRU11,
RW07]. Position-Specific [AH11, JLwC11].
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positional [KD16]. Positioning [CHN+18].
Positions [CGZ15, GZGX14]. Positive
[CZW+18, LCH19, UJ09]. Positives
[HZTP12]. Possibilistic
[SKD+07, YCCY20]. Possible
[CHZ+21, SLH06b]. Post
[BYW+23, LLDÁ21, PvRV+20, RCM+19,
SAS+23, TSM14]. Post-Processing
[SAS+23, TSM14]. Post-Sequence
[RCM+19]. Post-Structuring [PvRV+20].
Post-Transcriptional [LLDÁ21].
Post-Whitening [BYW+23].
Postcryopreservation [NFM+12].
posteriori [CZWT15]. Postfix [HEK18].
Potency [NGZ+22]. Potent
[SDP+21, SYKS15]. Potential
[AFAAW+11, CDBR21, FKZ+24, HKS11,
LH20, LZX+21, SB12, SVG+24, SMSZ17,
WZC+21, WLG+21, KPB14, LLW+15].
potential-based [LLW+15]. Potentials
[DZ11]. Power
[ANR11, ALWG18, PBhL+11, LWM14].
power-law [LWM14]. Powered [CHL21].
Powerful
[AAP06, GDM12, VTGC16, IM14]. PPI
[GTL+21, HC19, HC13, LCWZ13, LLW+15,
LLNW17, LTRW19, MQOH21, OC13,
TDZ+19, VBG+18]. PPIs [LZ18b, ZLZ+19].
pplacer [LFK16]. PPRTGI [MLZ+24].
Practical [DBR07, HLY+16, HvIKS11,
ME19a, PVB+12]. Practice
[PBFB22, SDB+07, BF14]. PRBP
[MGXS15]. Pre [JZL+24, YJS+24, ZLL21,
SYKM17, TSM14, KTLM15]. Pre-Align
[JZL+24]. Pre-Diagnosis [ZLL21].
pre-miRNA [SYKM17]. Pre-miRNAs
[KTLM15]. pre-processing [TSM14].
Pre-Trained [YJS+24]. Precise
[Bha23, PKM22, ZANN20, ZLS+21].
Precision [PSR+24, SJZ19]. Preclustering
[HF07]. Precursor [YHYY12]. Pred
[KNTB18]. Predator [ZD17].
Predator-Prey [ZD17]. Predict
[BAO22, BZWD22, DTA+23, GA23, KAS21,

LSY+20, LWZ+21a, LZZ+16, TZWZ23,
WCLY20, WLWJ22, WWT+20, ZLG+21,
ZHG20, ZYZ+23, TW10]. Predictable
[UWLH15]. Predicted
[CPM18, RSG18, Xu05]. PredictFP2
[WWT+20]. Predicting [ALC22, ATA+17,
CZC+23, CZW+23b, DZH16, DKDD10,
EMDH11, FYSM12, FWY19, FPC20,
GWW+22, GLX+22, GJPSV14, GLF+23,
GLW12, GED+17, HZW+17, HC17, HLZ+17,
HHL+20, HMK+07, HXX21, JJH12, JS23a,
JZF+21, Jia10, JM12, JHXP15, KLCH22,
KKI20, KTLM15, LWL+18, LLC+24,
LNC+19, LTT+22, LSZ+23, LDZL23,
LWY+23, LZL+24, LYZ+24, hLMBJ11,
LWL+20, LJN+23, LLZ+23, LLZ+22,
LCL+23, MHTJ22, MGP+22, PLF12,
PLCW17, PLD+23, PCD+23, PCCM22,
QLZZ22, QQD+21, QWC+16, RMV12,
SDH20a, STY+23, SBM15, TWZP14, TR07,
WFD15, WMK16, WCC+18, WYHZ20,
WXWL20, WZZ+22, WXY+23, WHL+24,
WGW+24, WWBZ19, WLL13, WCX+22,
XZG+23, YWN+19, YDW+21, YDZ+22,
YD24, YZG+19, YKWK18, YHZ+19,
YRD+15, YFWZ16, YFWZ18, YLJY21,
YYY+22, YZH+23, ZLF+21b, ZGC+05,
ZLZ+19, ZZH19, ZWXL20, ZXZ20, ZZBH20,
ZYH+21, ZWHH21, ZSH21, ZZQ22,
ZZW+22, ZWL+23, ZYC+22, ZYJ+23,
ZTY22, ZZDW13, vBdRD+11, BDBH15,
GZGX14, XG14, YDW+20]. Prediction
[AZHR22, Ale22, AHC+21, AFAAW+11,
AL12, AM12, AAE11, BM17, BP22, BYZ+18,
BMR21, BSR+21, BS10a, BM20, CLXL24,
CSW11, CC07, CWL12, CHZ+16, CZDZ22,
CGL+23a, CLYR23, CGW+16, CYWW22,
CM16, CGPW06, CNH+23, CYTY13,
CBF+18, DNS19, DPS+13, DCM20, DM22,
DFM+11, DLA+23, DMK22, DCVC11,
DH23, EZW+17, FSDR16, FSX19, FXZS22,
FKZ+24, FB19, FWA10, GSC+18, GXJ+24,
GZR+18, GZWD23, GM22, HZZY16,
HEE+18, HZTP12, HYC12, HCLS11,
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HHCY20, HSF+23, HWY+23, HRdR09,
IDD13, JBP08, JLwC11, JWG+22, JYW+24,
JMCY23, JQH+20, JLK+21, JCG+22,
JKN+12, KCD+12, Kar12a, KS18, KNTB18,
KZW+18, KBM21, KAP+12, KDRP24,
KY19, LSMF08, LQV+13, LRE+22, LN21,
LPH18, LH20, LLRZ15, LLX+16, LYL+17,
LC19, LZX+21, LZL+22, LZW+22, LWL+22,
LQJ+23, LXS+24, LX21, LZ18b, LHL+19b,
LZQ+20, LWZ+21c, LJC+22, LDYZ22,
LZC+23, LKD23, LJZY24, LBQ+13,
LLW+22, LW24, LDL+17]. Prediction
[LTRW19, MGL+12, MGXS15, MZLL22,
MGSP22, MKG20, MP19, MK16, MMS24,
MLZ18, MPM11, MSS13b, MCM22,
MFF+18, MW21, NZR11, NNNL22,
NNLT22, NVL22, NQNT23, OM07, PKM22,
PI09, PS19, PLTG22, QL16, QZJ+23, QL09,
QBPEL12, QZA+23, RLR20, RFFB+20,
RFBTD22, RTD23, RSK23, RP13, SFMS18,
SMRP15, STD20, SSS13a, SVG+24, SDH20b,
SZHH22, SZD+23, SHG+23, SLRQ19,
SYKM17, SWX+19, SWL19, TSIA24, TW10,
TDZZ24, UKC+23, VTMG22, Val11,
VRHB23, WMK17, WL13b, WMW+21,
WLP23, WLW23b, WLW+23a, WSL+24,
WYS+24, WXS+19, WDH08, WHS04,
WZ13a, WWL+17, WWL+23b, XLX+21,
XHY+18, XZS+21, XPXY11, YZP+21,
YZC+23, YZL23, YXS16, YJS+24, YL12,
YRD+13, YSW+17, YWF+20, YLS23,
YPL+23, YWL+24, ZLLZ17, ZLH+20, ZD12,
ZLY+13, ZLPW16, ZLH+17, ZCG+18,
ZZF+19, ZWM+20, ZXZ+21, ZZZ+23,
ZLZ+24, ZWL11, ZG19, ZWG+21, ZDY+23,
ZYYX23, ZDZ+23, ZLZZ23, ZDN+23,
ZZW+24, ZXW+24, ZYW+21]. Prediction
[ZZZ+24, ZLX+20, ZHE19, ZL15, dSPFF21,
AJYT+15, AM15, BHW+14, CM15,
FHRG14, HRHP16, SEC15, TYA15, WHZ14,
YMT+14, YRD+14a, YRD+14b, YLH+15,
ZHL+14, LZW+23a]. Prediction-Based
[BM20]. Predictions
[BRZ+17, DPW12, KL11a, NSAH19].

Predictive
[ALWG18, HW07, JKNE21, LLX+11,
VBG+18, ZZP+21a, AM15, CBN15].
Predictor [FSP23, FHDU22, FDZ+24,
MGXS15, TDZ+24, ZCL21, ZLZW22].
Predominant [CLXL24]. Preference
[SZHH22]. Preferences [SDH20a]. Prefix
[KK19]. Pregel [GCY+21]. Pregel-Like
[GCY+21]. Pregnancy [BIBD21].
premature [WDX+15]. PREMER
[VBB18]. Preprocessing [ICL11, ZANN20].
PreProPath [UWLH15]. Prescribed
[ZAZ+22]. Presence [MSG18, DYD15].
Preservation [SCU+24]. Preservations
[MJZY22]. Preserve [BMM06]. Preserves
[RBdJ11]. Preserving [ANR11, BKP+19,
BMM08, ELH24, FZM20, HBM19,
RTPM+19, SJNS19, XWP+24, ZDYH17].
Pressures [CS15]. Preterm [FMA+20].
Pretrained [ZLZW22]. PreVFs [ZJ23].
PreVFs-RG [ZJ23]. Prey [ZD17]. PRFold
[QZLL24]. PRFold-TNN [QZLL24].
Primary [YHZ+19]. Primer
[Che16, YCYC12]. primers [CFIS+15].
Principal [BKLS18, GPC+20, Han10,
HLGS21, LWW+21, MZLL22, dCAR11,
LLH+14, Nye14]. Principle
[BGHM09, CCYW12, ZWL11]. Principles
[PR18, Tho16]. Prior [KB20, QZZ+21a,
TAAP11, XHW+22, ZWHC19].
Prioritization
[CM16, CPM18, GSC17, PBV+20, WZC+21].
Prioritizing [XPH12, ZZRPZ19]. Priors
[BEQD19, ED14]. Privacy
[AJM18, ANT19, BBH+18, BMCY22,
BKP+19, ELH24, MZSL19, RCP+18,
RTPM+19, SJNS19, WAG19].
Privacy-Preserving
[BKP+19, ELH24, RTPM+19, SJNS19].
Private [BKLS18, GFG16, MZSL19].
PrivaTree [ELH24]. Privileged [GT24].
pro [WFD15, dSPFF21]. Pro- [dSPFF21].
Pro-/ [dSPFF21]. pro-longevity [WFD15].
Probabilistic
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[BTTR11, BCFCC13, CHL+12, CMQ+16,
DHC12, ED15, FFT16, HZZT14, JMA17,
JZL13, JFN11, KC11, LEAK11, MHKR12,
MPS18, MPSY18, MSS13b, NGY+16,
SREK19, SSP+17, TMLI19, TZY11,
TDK13a, TDK13b, WPL15, ZK16, FHRG14,
GTDK15, PJN+14]. Probability
[INT11, LLZ+22, CZWT15]. Probe
[CZ20, KKP+21, LEAK11, MSH+11].
Probes [HKS11]. Probing [ZD21].
Problem [AP07, AKR12, BE08, BEW09,
BS11, BMM08, BBK+07, BS08, BODD20,
CLH13, CCA12, CC09, CHC+21, CBF+18,
DPS+13, GGP08, GRH08, GB10, GG11,
HYW08, IMA13, LLT+19, MKS+17,
NNSZ07, PHX+08, Pol12, QSJ+20, SZ11,
SM08, SK19, SSS20a, WKLL12, Wan16,
YHY13, ZSW23, ZW13, dDD18, dNG17,
KD15, ARZ+14, Tan14, YHV+15, HBC+11].
Problems
[BBSP08, BN06, CW11, FM11, LGZ+17,
LCC+11, MMBC22, RZMC17, UKV18,
WBE13, ZTY22, vIKKS08, vIJJ+20, KS14].
Procedure
[ICL11, NSNA19, Sef22, MBS15].
Procedures [LGX10]. Process [CGZ15,
GLS+16, LLDÁ21, NT24, RdlCGW09,
RGCB05, TC13, YBGB10, PRZ+14].
Processes [AAF+13, ABVD12, GGM21,
NFM+12, RKZ16, ZC11, HM15, MCH+15].
Processing
[Dem12, GSK13, HCQ14, NCL+23, OLS+13,
SSD19, SAS+23, WYWX16, WMW+21,
ZDL+19, CFIS+15, MM14a, TSM14].
Processivity [ZLS+19]. Processor
[RA16, XLZ+15]. Processors [MTM+15].
Prodrug [MWD11]. Produce [DRS12].
producing [DR14]. Product
[CP13, LTM+13, PKM06, SHS15].
Production [LCH19]. Profile
[BPM21, HVG04, MGK08, PW21, TTWR13,
ZZY+17, ZXZ20]. Profile-Based
[TTWR13]. Profile-Guided [ZZY+17].
profiler [CA14]. Profiles

[BP22, BGS+12, CMMZ20, CGPW06,
HHYH07, IVA11, JQH+20, KCCC15, LN21,
LTT+22, MP22, MSS19a, PKRD12,
POS+18, QV17, SPD24, SPW22, SSS13b,
SB09, WPL15, YLY+12, YOKI09, YCY+14].
Profiling
[CZCL23, FSMJ05, HCA+10, KKK19, NS19].
Profitable [UWLH15]. Prognosis [DPS22,
HL21, MCHT17, SZLL11, SWL19, ZLPW16].
Prognostic [LLR+23, MGP+22, PLH22].
Programming [BRB21, BBK+07, BCD+21,
BH06, CLH13, CSSS16, CLR10, HT09,
ICZ+24, MIC+07, OC13, PI09, SLB+08,
VKS17, VBG+18, WYL07, WCL11,
YYG+21, YYLL22, ZFZL22, ZAZ+22, LV14].
Programs [DKY21]. Progression
[CSSS16, MGP+22, PSS09, RB16, RM18,
SSK+20, WGK16, ZLH+17, ZW19].
Progressive [GRH08, GZYL22, HVG04,
SLCL22, ZHL+24]. Project [HLLO19].
Projection [PYL+21, RLV04, WCQ+19].
Projective [SJWW23]. prokaryotes
[MBS15]. proline [AJYT+15, YMT+14].
Promising [MKKS20, YJJW21, WLG+14].
Promoter [CFOS06, FLW12, NNW24,
WLW23b, ZZCY10, HPH+15].
promoter-RBS [HPH+15]. Promoters
[LLTC19, LHL+19b, NTL+22].
promSEMBLE [NNW24]. Proof
[HS08, Roc06]. propagating [PRZ+14].
Propagation [HM13, JZW+22, NM22,
WWL+23b, GBLZ14]. Properties
[AGGM11, DTA+23, DGY05, DR16, DBK18,
KS18, NRV09, RBdJ11, TZWZ23, TR13,
WLL13]. property [KG15].
property-driven [KG15]. Proportional
[HL21, KSP22].
Proportional-Integral-Derivative
[KSP22]. Proposal [Pre04]. Prospects
[QZA+23]. Prostate
[FYZ+19, KCP18, XPH20, ZLXL19].
Prostatic [ZLXL19]. Prosthetics
[XLZ+15]. Prot2GO [ZWL+23]. ProtDet
[LL19]. ProtDet-CCH [LL19]. Protease
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[AFAAW+11, HHL+20, WGW+24].
Protecting [RCP+18]. Protection
[MZSL19, YCX+21]. Protein
[ACP22, ASJ+07, Alt23, AC12, ACSR21,
AM12, ADPH13, AAE11, BCS11, BM17,
BPM21, BP22, BWC17, BYZ+18, BIDS23,
BSV10, BTYC13, BM12, BVN+11, BNV+13,
Bro05, CCBR+21, CCA12, CLST+13, CC07,
CWL12, CHZ+16, CZW+18, CHC+21,
CHH+22, CDKT09, CGPW06, CBF+18,
CHK17, DLT10, DKCM12, DZA+06, DNS19,
DPS+13, DM22, DDS+17, DS19, DCVC11,
DSCM20, ECK16, EMK18, ED15, FSDR16,
FSX19, FJJ11, FXZS22, FMD18, FB19,
FWA10, GSC+18, GBS11, GLF+23,
GJSB23, GED+17, GA23, HBRU13, HK20,
HLV+10, HCN+19, HZZY16, HYY11, HC18,
HC19, HZL+20, HCLS11, HC13, HC17,
HLDZ17, HLZ+17, HYL+19, HSF+23,
HMK+07, mHB13, HRdR09, IQA18, IDD13,
JJH12, JLwC11, JS23a, JLYZ16, JMCY23,
JM12, JCG+22, JZW+22, JDHL20, JGKP21,
KCP19, KL19, KKI20, KAHK+10, KAP+12,
KSK+18, KDRP24, LS10, LDS+07, LRE+22,
LRM08, LSTW+17]. Protein
[LH20, LFF18, LLH+07, LBL12a, LZ18a,
LNC+19, LW19a, LMZ+20, LSY+20,
LQJ+23, LSZ+23, LZZ24a, hLMBJ11,
LZX20, LQW+23, LLW10, LLZ+13, LL19,
LCGW19, LZQ+20, LDYZ22, LCH19,
LGB15, LCB17, LWD+21, MSZ19a,
MHTJ22, MGSP22, MGK08, MSJP19,
MB20, Mam05, MGP+23, MK16, MMB+13,
MPS18, MCCZC08, MKH11, MCDD12,
MSKC19, MPM11, MSS13b, MDM13,
NZR11, NHH+17, NLXS19, NWW19,
ORCJ13, OM07, OYDZ15, PCL+22, PLF12,
PA22, PLCW17, PR12, Pol11, Pol12, Pol13,
PSN+15, QLZZ22, QLZ16, QZL+22,
QZLL24, RFFB+20, RFBTD22, RTD23,
RSK23, Roc11, dSRCT+11, RSG18, RSP08,
RGN+09, SZ11, SYM+10, SDS18, SN12,
SDH20a, SZHH22, SH11b, Shi10, STB+20,
SLRQ19, SBM15, Str11, SSFW12, SPL+23,

SSF18, TZWZ23, TRBK08, TRBK09, Tsa12,
VMD+08, VBG+18, WMK17, WLYZ+09,
WLCP11, WSX11, WLMW+11, WL13b,
WYHD17, WMW+21, WZC+21, WP08,
WXS+19, WHKK07]. Protein
[WAK13, WLL13, WLPW16, WOYL17,
WLG+21, WWL+23b, WZ13b, XHY+18,
XPXY11, XTL12c, XGWW19, YHYY12,
YHY13, YCL+24, YDM+08, YSGZ20, YF23,
YKWK18, YJS+24, YHZ+19, YRD+13,
YRD+14a, YRD+14b, YFWZ16, YPL+23,
ZD12, ZLY+12, ZDL12, ZLY+13, ZWcF17,
ZZY+17, Zha18, ZZH19, ZWXL20,
ZWM+20, ZZBH20, ZXZ+21, ZZQ22,
ZZW+22, ZZZ+23, ZWL+23, ZLZ+24, ZG19,
ZWG+21, ZYC+22, ZYYX23, ZXW+24,
ZWD+17, ZZZ+24, ZLX+20, ZZDY13,
ZZDW13, ZDYH17, ZLZW22, AM15,
BDBH15, BF14, CWZW15, CR14, CM15,
CXS15, DPL+14, DC15, GJPSV14,
GÁVRRL15, HLW15, KGK14, KD15,
LMZ14, LHWL15, NYOL15, PSK+15,
PWZW15, PWC+15, SCC+15, SEC15,
TYA15, TAL+15, WL14, WHZ14, XG14,
YTLL15, YLH+15, YRD+15, ZMT14, ZZ15,
ZWL+14b, ZMC+14, GZWD23, SDH20b,
WYHZ20, WSL+24, WSTL+15, ZYH+21].
Protein-Binding [ZZDY13].
Protein-Coupled [JCG+22, WLG+21].
Protein-DNA [ASJ+07, CLST+13,
HLZ+17, LSTW+17, GZWD23].
Protein-Ligand [AM12, WLL13].
Protein-Peptide [YHYY12].
Protein-Protein
[Alt23, AC12, ADPH13, BCS11, BSV10,
BVN+11, BNV+13, DSCM20, ECK16,
FSDR16, GLF+23, GED+17, HLV+10,
HMK+07, JS23a, JLYZ16, KAHK+10,
LSY+20, MGSP22, MB20, Mam05, MDM13,
NWW19, OYDZ15, PR12, RSG18, SBM15,
Tsa12, YKWK18, YHZ+19, ZLY+12, ZDL12,
ZLY+13, ZZZ+23, ZXW+24, ZZZ+24,
ZZDW13, ZDYH17]. Protein-RNA
[KSK+18, LW19a, WYHZ20].
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protein-to-protein [XG14]. Protein2Vec
[GTL+21, ZZQ22]. Proteins
[AM22b, AHK+21, CYJ+19, CZZ+23b,
DH23, DBK18, FHDU22, FWW+22, FL18,
GAR+09, HCA+10, HLG10, KNTB18,
LYW20, LCWZ13, LLX+16, LYL+17,
LLNW17, LNC+19, LZW+22, MGL+12,
MGXS15, NLGG12, QL16, QWC+16,
SKDA19, SP11, SSS+11, SSP+17, Tah18,
TR07, VJRPNVJG24, WMK16, WBP+12,
WLWP12, WKE11, WZ13a, YZG+24,
YFWZ18, ZLF+21a, Zha18, ZXLZ18a,
ZXLZ18b, ZXZ20, ZCL21, ZZDY13,
ZBFK10, dAc17, DGRC15, GJK15,
LLW+15, PWC+15, TWZP14]. Proteome
[MSJP19]. Proteomic [MCC16, RLRH18].
Proteomics [IC23, KBBD+17, PH10a].
Protocol [JHW+19]. Protocols [YFY+22].
prototype [EES14]. Protozoan [GAR+09].
Proximity [ASP20, JCF13]. Prune
[WM19b]. Prune-and-Regraft [WM19b].
PSAD [ZLXL19]. PseAAC [AHK+21].
PseU [CZQD24]. PseU-KeMRF
[CZQD24]. Pseudo
[AHK+21, LLTC19, NLGG12]. Pseudogene
[JZW17]. Pseudoknot [CC11].
Pseudoknots [Jia10, MWL+12, RAA10,
SW17, WHS04, WCLY12, NCJ24].
Pseudomonas [AM22b]. Pseudouridine
[CZQD24]. PSO [SSS+11, AV17, HYW+17,
MM14b, ZWL+12]. PSO-based [MM14b].
PSPEL [LYL+17]. PSPGO [WWL+23b].
PSSM [LN21]. Psychological [XLX+21].
Psychologically [TNQ08]. Pubcast
[GTTR+17]. Publications [GTTR+17].
Publishing [Ano13e]. Pull [GZS12].
Pulmonary [ACJP23, ZLZZ23, ZZH+24].
Pure [BVD+10, BH06, HVG04, ICL11].
Purely [MSKC19]. purification
[CWZW15]. purification/mass [CWZW15].
Push [HLN20]. Putative
[CAN+08, LPH18, SSP+17, YCCM12].
PyMut [LHDS18]. Python
[AAB22, CSZ+19, CS24].

QoS [CCL+24]. QSAR [NSMH19, WB11].
Quadratic [FWY19, RFB20, RB14].
Quadruplexes [BAO22, LBQ+13].
quadrupole [CZB+16]. Qualitative
[BDS12, INT11, Pau18]. Quality
[ANR11, BZ10, CLVT+20, GAJ+18,
PvRV+20, SGR+17, WLG+14].
Quantification
[RCBB19, VRHB23, ZKLZ24, LCOMG14].
Quantifying
[FLW+14, GF10, HC24, SZL+20, ZLH12].
Quantitative
[AAF+13, ARM+19, BCMW15, BMZM15,
CCBR+21, CMC+12, FYSM12, IDD13,
MVS+13, PLMV12, TRKRC13, RTWR15].
Quantum [Kar12b, SDP+21]. Quarantine
[HC24]. Quartet
[BLS12, DLRW18, Rho20, WYL07].
Quartet-Based [WYL07]. Quartets
[GSB+13, SR10]. Quasi
[CAW+19, Kar12a, LLW10, MMB+13].
Quasi-Bicliques [LLW10, MMB+13].
Quasi-Newton [CAW+19].
Quasi-Supervised [Kar12a]. Queries
[Jam18, SVM14]. Query
[HHSC13, NSC17, PHX+08]. Query-Based
[HHSC13]. Querying
[BSV10, FPPR11, Jam17, MCC16, QKÖ18].
Quest [DHCW18]. Question
[BYZ+23, DYL+23, MKS+17]. QuickVina
[HOS+12a, HOS+12b]. Quorum
[CZJ17, Kar12b].

r [SIM12, BBH12, VPB15]. R-based
[VPB15]. R5 [LSMF08]. R5X4 [LSMF08].
Radial [DM09]. Radiation
[ZLL+20, SDAA+14].
Radioimmunotherapy [GCGCP+23].
Radiology [PvRV+20]. Radiomics
[JLK+21]. RAFP [KNTB18]. RAFP-Pred
[KNTB18]. Rafts [HBRU13]. Random
[ALQ17, ABS17, CNO+23, CMSE+15,
CSK+11, Cza18, GT24, GC22, GAH22,
Gru11, HCMB18, HBM21, HBC+11,
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HLHAJ20, ISK18, LZX+21, LZHZ17,
LWL+19, MGXS15, PGHT12, PLCW17,
RXAH+23, RW07, WL13b, WFY+19,
WWL+17, XW16, XGWW19, YDW+20,
YSW+17, YFWZ18, ZLZ+19, ZJZ+24,
ZWG+21, ZHE19, CWZW15, DGRC15,
GGZZ14, SHK14, SPWF14, YLH+15].
Randomized [AJYT+15, FWXZ19, MT24].
Range [HYW08, KL19, MK16, SSKH15].
RANGI [RSJK13]. Rank
[CDB+16, DCW+24, HLN20, LC19,
LCW+18, SBOA23, SND22, WLCX18,
WLZ+19, WWY+24, XHQ+18, XLL+18,
XLP+21, YDW+21, YZG+17, ZOMC24,
ZJ22, SFH+14]. Ranked [DRS12, DR14].
Ranking [AM12, CJH+21, DLT10, EFLA08,
LXWL22, LJL+15, LL19, LWZ+21c, LGX10,
PRP21, RMV12, RV13, SPMB13, Tsa12,
ZLZ06, ZWSX12]. Rapid
[BPM21, PKA20, XLC+15]. Rare
[BIBD21, SVE21, LLH+14]. Rarely
[LGW20]. Rate
[AGMP09, CKRS21, GGP08, GCB+18,
HLM+13, HZL+20, JS12, LKY+11, SS04,
XSS17, YAB13, ZMT13, CWDS15, ZMT14].
Rate-Independent [CKRS21]. Rates
[EW04, HB11, GJY+14].
Rates-across-Sites [EW04]. Ratio
[SBW15, WM19a]. Ratios
[JS23b, KMSY20]. Raw [STB+19]. Ray
[LXC+24, Str11, WKZ+24]. Rays
[ZJW+22, WSJ21]. RBioCloud [VPB15].
RBP [LZW+23a]. RBS [HPH+15].
RDCurve [LGX10]. RDGAN [LW24]. Re
[YLXS17]. Re-Mapping [YLXS17].
Reachability [GTDK15, Gos11, LT17].
Reaction [BBW18, CKRS21, FMRS18,
FZWS17, HLM+13, HM13, LR20, MKKS20,
MDPR18, SWSA21, TLSA18, TZP17,
VSR+06, YZG+24, ZWZZ22, SYV14].
Reaction-Based [LR20].
Reaction-Diffusion [FZWS17]. Reactions
[BCFCC13, DB14, XLC+15]. Reactive
[GLS+16]. Read

[AKLJ17, GMAS22, JZW17, AKD17,
LKW+19, LLL+20, LSL22b, LWS+20,
MGS+21, MTM+15, ML18, TED+12, TC16,
YZZ+24, YYX+21, CWLZ14, FSL+15].
Readable [HLG10]. Reading
[DLL+24, GGP08, LJ20]. Readmission
[WCC+18]. Reads [CBK20, KK19, LZL+20,
LLL+21b, LLBL20, PS11, STB+19, SC22a,
WLL+20, ZFZ+20, FSL+15]. Real
[GPC+20, HG16, LKW+19, WSJ21,
YWW+24]. Real-Time
[GPC+20, HG16, WSJ21, YWW+24].
Rearrangement
[BMM06, BFM13, BAO+23, CZF+05, FM11,
HWS+18, MMS10, MS10, SBDD21, ZZS07].
Rearrangement-Based [BFM13].
Rearrangements
[BG05, FM13, HBM19, BS15]. Reasoning
[BDS12, BD19]. Reassortment
[BJ10, BPJ12]. RecA [SB12].
Recalibration [BM08]. Receiver
[WLA+13]. Receptor
[HBRU13, JCG+22, JGKP21, STT+14].
Receptor-Binding [JGKP21].
receptor-ligand [STT+14]. Receptors
[ISK18, KAL+17, WLG+21]. Recipe
[LLX+11]. Reciprocal [QLLX10].
Recognition
[ASJ+07, AV17, DLL+24, FLW12, HLSR18,
HGC+20, LJ20, LLX+23, LXZ+23, LCGW19,
LWZ+21b, QZL+22, QZLL24, TGLP16,
VKS17, WFY21, XNYC21, Xu05, YXL+23,
YWW+24, YJS+24, ZZCY10, ZZP+21b,
ZCWW19, DPL+14, HK15, MNA14].
Recombinant [Wu11]. Recombination
[BB04, NNSZ07, NLHL17, GJY+14].
Recombinations [PBJ12].
Recommendation
[AHN23, JJZ+22, ZLL21]. Recommender
[RD24, WLCX18]. Reconciliation [GET13,
GDRLH21, KB17, KB19, LCEMO18, LB19,
MB23, USMS19, WHBM15, ZZ14].
Reconciliations
[DHC12, DOK+21, HZR+19]. Reconciling
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[Wil09]. Reconsidered [GDRLH21].
Reconstruct [AJD+12, BA18].
Reconstructed [OSA+21].
Reconstructibility [MNW+04].
Reconstructing
[CW09b, HMW+12, HvIKS11, KP12, LP21,
NNSZ07, SW09, TBRS11]. Reconstruction
[AAKB22, BM13, CDB+16, CH11,
CXW+13, GPF+20, HAK+12, HWPE17,
IGA18, KSMT19, LHH13, LTT+22,
LMW+24, LLZ+13, LCSW18, PKA20,
Roc06, SDB+07, Str11, VMD+08, WYL07,
XWQ+24, CXS15, HZZT14]. Record
[GLYZ21, Jam15]. Records
[HXXJ18, SGR+17]. Recovering [YHCS19].
Recovery [SMK22]. Rectangular [GZS12].
Recurrence [SMRP15]. Recurrent
[CC07, HB05, KBM21, LJC+22, SDH20b,
XL16, XLW20, XWF07, ZJ23]. Recursive
[DYZC22, KLC24, LZX20, LHY+11, MT11,
PWY+21]. Red [GRD+21]. redesign
[STT+14]. Redesigned [NLW+18]. Reduce
[MTNH17, SSD19]. Reduced [BPP+13,
CLRV09c, HZTP12, Nak10, PB12a, SSS+11].
Reduced-Order [PB12a]. Reduction
[BHMA06, LRM08, MBKK18, Pau18,
RBdJ11, ST05, SCCDK09, YLC20].
Reduction-Based [ST05]. Redundancy
[FW20, LLC+13, WSX11]. redundant
[MM14b]. Reference
[AAH+18, PS11, YXZD21]. Referential
[WL13a]. Refine [XLL19, ZWLZ21].
Refined [ACP22, LNC+19, WL22].
Refinement [LCLL10, MDPR18, PCDP18].
Refinements [BvdGK+11]. Refining
[WMS09, ZM12, ZZH18b]. Reformulated
[GLS+16, SPMB13]. Reframed [GJZH17].
Region [ABO+23, BdOS+18, LWD+21,
MYCW12, OLS+13, SKDA19, GBTL14].
Regional [JQGY21]. Regions [BTYC13,
BAO+23, CRK+19, CAN+08, HHSC13,
LZ18b, MK16, MCCZC08, NRV22, PWT10,
SSS20b, TWG+12, YNWC07, ZKP+07].
Registration [MCRC17, XLZW22, ZLB24].

RegNetC [NCMCAR15]. Regraft
[WM19b]. Regression
[AGGM11, AAT20, BTTR11, BEQD19,
CSK+11, EMDH11, FYSM12, GCB+18,
ICZ+24, JHW+19, LW19b, MLZ18, PSIM17,
PNP+18, QL09, ST05, SZGZ21, SZLL11,
TGGF10, WGX+17, WXWL20, WP08,
YZG+17, ZYX+23, BOSF24, YLH+15].
Regression-Based [ZYX+23]. Regular
[ARM+19, SNM12, Wil11]. Regularisation
[DCM20, HLHAJ20]. Regularization
[CSW+23, JHX17, LCW+18, MHHJ20,
ZZP+21b, ZYW+13, JHXP15]. Regularized
[EZW+17, LX21, LWG+18, MLZ18, MCM22,
SZGZ21, TGGF10, WLG+16, WCA+19,
WLZ+19, ZDL12, ZLH+17, ZWXL20, CR14,
Mir14]. Regulated [WLMZ22]. Regulating
[MVW+13]. Regulation
[BCL+13a, BIBD21, DS19, DBTB09, Gou06,
KCCC15, LCH19, LLA19, LLDÁ21,
PAAG07, WMWA12, KD16]. Regulations
[LCZN16]. Regulators [HL16]. Regulatory
[ARK20, AOSN+18, AGAS18, APPG18,
BGHC20, BMK11, BGS+12, BA18,
CDB+16, CXW+13, CMMZ20, CHW+18,
EAS13, EBP24, FZWS17, FWXZ19, FKB19,
FSD+11, GPZ20, GTX+23, GHL05, HL16,
HI24, HLY+16, INT11, IBN19, IL18, JSS+18,
JZS+18, KBNHD18, KSP22, LL11, LCZN16,
LZL+24, LLK+21, LT07, LHC18, MTSCO10,
MSS19a, MPP+20, NRV09, NI07, NSNN12,
PB12a, PM20, PCDP18, PKA20, QD12,
RC11, RST10, RXAH+23, RRTB12, RMS15,
SV16, SPA17, SWSA21, TAAP11, VRK12,
WLL+09, XWQ+24, XWF07, XYLL23,
YLZW21, YCCM12, YGY+19, ZZKW18,
ZM12, ZWZ16, ZWHC19, ZSD08, ZZH18b,
ZDX+24, ZKLZ24, dJP08, CZWT15,
DYD15, GGZZ14, KKC+14, LLL16a,
MM14a, RHH16, ZWC15]. Regulon
[OMAdG+12]. Reinforce [TDZ+19].
Reinforced [XTO+24]. Reinforcement
[DQZ+23, IBN19, SLCL22]. Reject
[QBPEL12]. Rejection [YBGB10, ZCT22].
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Related [AC12, FFT16, HYR+19, JZSZ12,
JZZQ19, LTX21, MYCW12, PL17, PZH20,
RYK+19, WWC18, XYYZ20, YZL+22,
MFS+15, NM22, SFH+14, Tah14]. Relation
[BMR21, DZW24, ZD21, ZZY+22, ZYN+19].
Relational
[KHO+20, PCD+23, RBdlVMPG16,
SKD+07, YWL+24, GJPSV14]. Relations
[DLL+24, HL16, NAHT+20, ZYC+22, HK15].
Relationship [QQD+21, YNN+18].
Relationships [CCCY20, LHH13, LNC+05,
PZWC20, YPS11, GJPSV14, LKLB14].
Relative [AHK+21]. Relativity [CLH+15].
Relaxation [AKR12]. Relaxed [ZGDH16].
Relaxing [BCVS19]. Release [JLW17].
Relevance [DTA+23, MBGP12, MBP+19,
RYK+19, SW17, BCLC15, LHWL15].
Relevant [AGGM11, KTLM15, MTR+22,
SDN+11, SPL+23, ZOZ10]. Reliability
[LEAK11]. Reliable
[CBZ18, GJY+14, SDAA+14, WLCX18].
RELION [ZWLZ21]. Remodeling
[PLMV12]. Remote [LL19, LCGW19,
LGB15, LCB17, Sen19, DGRC15]. Removal
[HCLS11, ZHL+24, ZHX+24]. Removing
[WSX11, ZZS07]. Renal
[DCHW17, LLR+23]. RENNSH [MRB12].
REPA [PIPC18]. Repairing [CDB+16].
Repeat [KVX12, ZKP+07]. Repeated
[PCGS05]. Repeats
[CW09b, MTH22, SS06a, TDA+09].
Replacement [MRK18]. Replica [BPM21].
Replica-Exchange [BPM21]. Replicated
[LLHF15, SVZ09, SBDD21, SGK12, ZAZ11].
replicates [PJN+14]. replication
[RB14, SSML15]. Reported [BOSF24].
Reports [CHL21, PvRV+20].
Repositioning
[DLO+23, JZYL24, LWL+19, LWY+21,
RV13, WCQ+19, WDL+22, XHW+22, YJ22].
Representation
[CZ20, CPRC24, CCBR+21, CGL+23a,
CL08, FZNZ23, GTL+21, GZN21, HLDZ17,
JLH16, JHX17, KY19, LWY+23, LZZ24a,

LQW+23, LCB17, LW13b, QDZ+21, RSK23,
SSDN12, SYKBG24, VMC22, WLHY19,
WLZ+19, WCLY20, WZJS23, WWL+23a,
WWY+24, XHQ+18, YXS16, YZG+17,
ZLW+11, ZZY+22, ZDZ+23, ZXW+24,
ZZN+11a, ZPW+21, SXL+14].
Representations
[DLRW18, SGR+17, ZYN+19].
Representative [GDRLH21, IMA13].
Represented [SSS+11]. representing
[KGK14]. Repression [SZGZ21].
Reproducibility [EFLA08].
Reproducibility-Optimized [EFLA08].
Reproducible [NLW+24].
Reprogramming [MSP+19]. Repurposing
[CNO+23, SK21, WLCX18]. ReQA
[BYW+23, ZBL+23]. requirement
[DNR15]. Requirements [HHC+24].
Reranking [YHYY12]. Resampling
[LLHF15]. Rescue [DSZ+06]. rescuing
[FSL+15]. Research
[BPRZ11, CLS22, CNS22a, CLSW23, CZ24,
CZ12, HMZ17, HLSR18, MPZ07, MPZ08,
MPSZ09, MWZ13, MSZ19b, MNPZ10,
MSS+13a, UBP+19, CEG14, SVM14].
Reserve [BS08]. Residual
[FSX19, GAX+23, LXL+21, LLL+21a, ZJ23,
ZDN+23, ZZZ+24]. Residue
[CD08, GBLZ14, GJSB23, MGXS15,
MZS+16, TRBK08, TRBK09, YPL+23,
ZD21, ZLZ+24, ZG19, ZLX+20].
Residue-specific [GBLZ14]. Residues
[CWL12, CDKT09, GLW12, GZWD23,
HLZ+17, KSK+18, LBL12b, MGL+12,
WZ13a, YZG+19, ZCG+18, FLW+14].
Resistance [AHT+18, DCM20, KS18,
LW24, MWZY17, QZA+23, YFY+22].
Resistant
[JGW+21, MWD11, PRP21, FN14]. Resists
[RKDR10]. ResNet
[GAX+23, LZY+22, YKG+21]. Resolution
[CYL+21, DZD+23, DPW12, HCLS11,
LDS+07, MRB12, MKS+17, RGZ+23,
SKS22, WCDM23, ZWLZ21, CV14].
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Resolving [MBJ19]. Resonance
[AAG+18, DCW+24, WL07, CZB+16].
Resource [LHG+16, NSNA19, ZS18].
Resource-Efficient [LHG+16]. Resources
[XLL19]. Respect [RV13]. Respiratory
[RSCX18, SNC+16, XHY+18]. Response
[BMH+16, CCCY20, CNH+23, CRP12,
GCGCP+23, GBB+11, HI24, NNNL22,
NVL22, RBdJ11, SdOD+12, SSD+16,
SCU+24, TC13, UKV18, ZLL+20, GCC+14,
HPH+15, MZL15, PKM22]. Responses
[KG12, TWZ+14]. ResSeq [FSL+15].
Restart [ZJZ+24]. Resting
[BCY+22, JHZL19]. Resting-State
[JHZL19]. restricted [SHK14]. Resulting
[SSS+11]. Results [JNST09, RZMC17].
Reticulate [CW12]. Reticulation
[vIJJ+20]. Reticulum [LLES18]. Retinal
[LLL+21a]. Retrieval
[SK12, XLL+18, XLL19, CWDS15].
Retrieving [MCDD12]. Retrospective
[ZLXL19]. Retroviral [AD12].
Retroviruses [WWT+20]. Reusable
[HT09]. Reveal [QTZ15, WL14]. Revealed
[BYS+22, CBM+20]. revealing [MEOL14].
Reveals
[LGN+19, WWL19, YCCY20, YCCM12].
Reversal
[ABO+23, BMM08, BODD20, MMS10].
Reversals [BBCP07, BMM06, BSST08,
DST07, GBD17, HZL19, Wan16]. Reverse
[BGS+12, INT11, LLA19, RPB+13,
SdOD+12, SYKS15, TSM14].
reverse-complement [TSM14].
Reverse-Engineering [INT11, LLA19].
Reversible [GZS12, ZM22]. Review
[AMHH16, CSK+11, HD24, HTZ+23,
JDHL20, QZD+22, SK21, SGH12, KSM14].
Reviewer [Ano10a, Xu14b]. Reviewers
[Ano06a, Ano08b, Ano09a, Ano13a, KL11b,
IEE05, IEE07, XTL12b, Ano16]. Revisited
[DCVC11, Pre04]. Revisiting [STS21].
Reviving [MPY18]. Revolutionary
[MS21]. Rewiring [TOYHZ19, XOYHZ18].

RF [ISK18, SDTK19]. RF-NR [ISK18].
RFCM [PM20]. RFE [FLHG24, TZH07].
RFLP [Che16, YCYC12]. RG [ZJ23].
RGCN [WLP23]. RGCNPPIS [ZZZ+24].
Rheological [GRD+21]. Rhythm
[KM20, WLMZ22]. Ribosome
[MT12b, MT12a, RZMT15, ZMT13,
ZMST18, ZMT14]. Rice [ZJZ+24]. Rich
[MP19, YSC13]. Ring [RZMT15]. RISC
[MRB+24]. RISC-V [MRB+24]. Risk
[AHC+21, JQH+20, MLZ18, LLRZ15].
RJMCMC [MBJ19]. RJMCMC-Based
[MBJ19]. RLIMS [TAL+15]. RLIMS-P
[TAL+15]. RLSegNet [DQZ+23]. Rmaps
[MDMR+22]. RMSD [WS08]. RNA
[AM19, AS05, ABH+14, AALD17, BDD+10,
CLC+17, CLL+21, CWP+23, CZQD24,
CBK20, CZM+18, DBZ12, DLG+24, DH23,
FSP23, FSB+11, GzS11, GXL24, HSTW06,
HVG04, HS15, JKC23, Jia10, KSK+18,
LQV+13, LHTT11, LH20, LTaS13, LHN+14,
LW19a, LHHL19, LXG+16, LZZ+16,
LYY+19, LBQ+13, LTRW19, MGXS15,
MMC+23, MIC+07, Mne09, NA11, NSAH19,
RAA10, RP13, SW17, SDH20a, SDH20b,
SZHH22, STB+19, Smi09, ST23, TYDZ23,
TW10, UWZ+24, VTMG22, WS12,
WYHZ20, WW22, WWY+24, WSL+24,
WDH08, WHS04, XZG+23, XZL+24,
XZX+24, YWW20, Yan22, ZHEB05, ZZ20,
ZWXL20, ZCL21, ZFZ+20]. RNA-Binding
[MGXS15, ZCL21]. RNA-Protein
[SDH20b, WSL+24, SZHH22]. RNA-Seq
[DLG+24, LXG+16, STB+19, UWZ+24,
WS12, WW22, WWY+24, XZX+24, ZFZ+20,
LYY+19, LTRW19, CBK20, LHN+14].
RNA-Sequencing [YWW20, ZZ20]. RNAi
[AAH+18, OC13]. RnaPredict [WDH08].
RNAs [SLW15, WCLY12]. RNN
[BA18, ZLL21]. RNPredATC [ZDN+23].
Roadmap [MPS18]. Robinson
[CLRV09a, CBFB12]. Robots [TDY+18].
Robust
[AZHR22, BKKG19, FZNZ23, GCL+18,
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GLG10, HSF+23, JZW+22, JZS+18,
JQGY21, KNTB18, LT17, LZ18a, LZH18,
LHZ+19, MZLL22, PLC+20, RFFB+20, SZ11,
SJS19, SND22, SGK12, TGD+16, VdTVV19,
VRK12, WZJH12, WLG+16, WZJS23,
WCMB19, YM11, YZL+22, YFYW23,
ZHJ17, MMSH14, RHH16, SXL+14].
Robustness [ALWG18, KKC16, TC13,
USMS19, Wil09, pD20, MG14]. ROC
[Dal16]. ROC-Based [Dal16]. ROI
[HYR+19]. Role
[HBRU13, RBB+19, WWBZ19]. Root
[MVW+13]. Rooted [GJS11, Hus09, SR06].
Roots [HRAGS+23]. Rosette [DST15a].
Rough [MP13, MZL15]. Rough-Fuzzy
[MP13]. Round [DS21]. Routing
[GCL+18]. RPCA [LXZ+15].
RPCA-based [LXZ+15]. rRNA [LW13a].
RS [SHK14]. rSPR [CHNW20]. Rugged
[RJNN18]. Rule
[AHK+21, BCC+23, BU17, DMD13, FL18,
HLG10, JRSS18, Maz22, MC07, Val11,
WHW21, TAL+15, WSTL+15]. Rule-Based
[BU17, FL18, TAL+15]. Rules [AMGC16,
GBB+11, NZR11, PAAG07, SDN+11, YL12].
Rumen [ZWDR20]. Run [QD12]. Russians
[TYDZ23].

S [LWZ12, GCC+22]. S-System [LWZ12].
S2 [BCMW15]. SADR [JZYL24]. Safe
[JZF+21]. Safe-Level [JZF+21]. Safely
[ST19]. SAFETY [SAM+19]. SAGCN
[SRXZ24]. Saliency [SLCL22]. Sample
[ALQ17, BB04, CLZ+18, HC07, LLH18,
PH10a, PH10b, SLH06b, WDL+22, YHB12,
GRDV14]. Sampled
[AGAS18, CSSS16, SWSA21].
Sampled-Data [AGAS18, SWSA21].
Samples
[CMQ+16, GXL24, HKM+18, LWG+18,
NQNT23, WLZ+19, XLW20, YLWS21,
ZLZ06, ZHJ17, ZBL+23, RHK14, XLWL15].
Sampling
[AM19, BIDS23, BO12, HLHAJ20, MMS10,

MSS13b, RJNN18, SN12, TGLP16, TRBK09,
ZZY+17, ZLZ+19, ZZZW19, SHK14].
Sampling-Based [TGLP16]. Sapiens
[LUdSCH10]. SARNA [TW10].
SARNA-Predict [TW10]. SARS
[CHZ+21, JGKP21, SDP+21, SCU+24,
YJS+24, YLW+24]. SARS-CoV-
[YLW+24]. SARS-CoV-2 [CHZ+21,
JGKP21, SDP+21, SCU+24, YJS+24].
SASA [GJSB23]. SASA-Net [GJSB23].
SAT [DT11]. SAT-Based [DT11].
satisfying [TSM14]. Saturation [ACP10].
SAU [GKS+22]. SAU-Net [GKS+22].
SBML [CPQ08]. Scaffold
[JZSZ12, LJZZ13, MJZY22]. Scaffolding
[LTL+19, LCSW18]. Scaffolds [RBB+19].
Scalable [BZ08, GZG17, GFG+21, GCY+21,
GMP08, KG20, PZS+20, SLCZ22, SPD24,
WGL+21, SDAA+14]. Scale
[ALR+13, BBH+18, CCF+24, DSHM08,
DWSB11, FWXZ19, GJZH17, GSX+18,
GFG+21, GHL05, HAK+12, HZW+17,
HLX+21, HXX21, JGBR15, JLYZ16, LFK16,
LSM+21, LSY+20, LDGY21, LJZY24,
MPA15, MKKS20, OHK+21, OC13, PZS+20,
QBPEL12, RNAR+24, SNK+22, SSS20a,
SDH20b, TBRS13, UWZ+24, YLL+06,
ZSW23, ZZF+19, ZYH+21, IM14, SHK14].
Scale-Invariant [LSY+20].
Scale-Space-Based [YLL+06]. Scaled
[AC12]. Scales [SHUP19]. scaling
[AMBK14]. Scalogram [NVSH18]. Scan
[RHZ+24]. Scans [TB23]. Scattered
[MZ17]. scCAN [DLG+24]. SCDA
[YKG+21]. Scenario [NCL+23]. Scenarios
[ZOMC24]. Schafer [RGI13]. Schedule
[NCL+23]. Schema [STB+20]. Scheme
[CWCJ21, HZL19, NHH+17, PPM+13,
SSS13b, ZCG+18, ZWHH21]. Schemes
[KK08, LRM08, OM07, RTC23, ZWL14a].
Schizophrenia [DHCW18, WHF+20].
Schmidt [GZG17]. scICML [ZL24].
Science [MMC+23, IM14]. Scientific
[HVD18]. SCJ [FM11, LLT+19]. Sclerosis
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[MGP+22]. SCOP [AV12]. scope [HWK14].
Score [JNST09, Roc11, SYKBG24, Tsa12,
XWQ+24, LJL+14]. Scores [CLST+13,
SSK+20, WOYL17, XPH20, ZLLZ17].
Scoring [AM12, Csu04, GZFT15, JLwC11,
JBgLS19, KK08, LLZ+20a, MSKC19, PA22,
PSN+15, AM15, OFC+14, RB14].
Screening [CHW21, GZYL22, HF07,
RAA20, SDP+21, SFK+24, SDTK19, UJ09,
WWM+24, ZPW+21, GCC+14, KKC+14].
Screens [STB+20]. SCRN [ZDX+24].
scRNA [FSNF21, WZHM23]. scRNA-Seq
[WZHM23, FSNF21]. SCS
[FLW12, ZZCY10]. SDE [MCH+15].
SDMF [SB16]. SDN [SRM+24].
SDN-Based [SRM+24]. Search
[AKS13, ARP+16, BPM21, BG05, Bro05,
CCA12, CBFB12, CZZ+23b, DBR07,
FLM+16, FS18, GD22, GDRLH21, HZZY16,
LFS06, LTaS13, ME19a, ME19c, MSS13b,
MWSM12, NI07, PG12, SZ11, SS04, Smi09,
SMSZ17, SJNS19, SB09, TDY+18, YF23,
Zha07, ZWcF17, ZKW19, ZLC+21, dJP08,
CM15, DGRC15, KFHK14, LMZ14, SHK14,
SSKH15, Tan14, YHV+15]. Searches
[BEW09, CW07, CWDS15]. Searching
[DWZ+15, GZC+17, KP12, MWL+12,
RBdlVMPG16, TZY11, ZHEB05]. Second
[LLH23, STY+23, BCMW15].
Second-Order [LLH23, STY+23].
Secondary [AS05, AL12, BRZ+17, CC07,
CGPW06, GA23, HVG04, Jia10, KAP+12,
LZZ+16, LBQ+13, NA11, NZR11, NSAH19,
RSK23, RP13, ST23, TW10, WDH08,
WHS04, Yan22, ARZ+14, SEC15]. Secreted
[SSS+11]. Secretion [RSCX18, SZCX19].
Secretory [DADF+10, FWW+22]. Section
[BLP18, BPW17, BPRZ11, CLS22, CNS22a,
CLSW23, CZ24, Cas07, CZ12, FS12, FS13a,
FJJ18, GH08b, GJH19, Gus09b, GM16,
HMZ17, HBG16, HBG17, HBG18, HBG19,
HBG20, HBG21, HHA22, HMS09, KJ04,
KJ05, MPZ07, MPZ08, MPSZ09, MWZ13,
MSZ19b, MNPZ10, MJ18, RZF07, TS17,

TS18, TH18, WYWX16, WLWN17, YS17,
ZC15, dSK13, CEG14, LW15, MKARB16,
PR14, SA15, XHS15]. Sectional [WGK16].
Secure [DBSL24, JHW+19, RTPM+19,
SAM+19, SJNS19, ZGW+24]. SecureLR
[JHW+19]. Security
[AIS+16, AJM18, RCP+18, Sen19, KSA16,
MKARB16, ANT19]. Seed
[HAH13, LLH+17]. Seed-Extension
[LLH+17]. Seeded [LPR+08]. SeedHit
[JZL+24]. Seeds
[Bro05, RGN+09, TC16, Zha07]. Seeks
[Ano12b]. SeeSite [LKLB14]. SEGA
[MKH11]. Segment [Csu04, ZCWW19].
Segmental [CGPW06, FM12].
Segmentation
[ALR+13, CXY+23, CSQ+22, CSW+23,
DPA+17, DQZ+23, HLX+21, HLY+22,
JGW+21, LSW+23, LLL+21a, LZZ+24b,
MWH+23, PWT10, RFBTD22, TB23,
WYF+23, ZHD+21, ZZH+24, DPL+14].
segmentation-based [DPL+14].
Segmentation-Free [ALR+13].
Segmented [BJ10]. Segmenting
[BdOS+18]. Segments [YXS16, NYOL15].
Seizures [ZHG20]. Select
[KCP18, LLZC12, WB11]. Selected
[Cat17, HCQ14, Kim18, LC10, Ma22,
YGFC20, YTC21, YQWC22, YQBC22,
YPGC24, AS15]. Selecting
[HKS11, KTLM15, LLC+15]. Selection
[AV17, AWW18, AMHH16, AAT20, ASI+11,
ACWW05, ACWW07, BMSZ22,
BHHMCL16, Bon07, BS08, BCL13b, BHP19,
CLVT+20, CWCJ21, DM22, DYZC22,
FLHG24, FYSM12, GZG17, GCB+18,
HYW+17, HLL+18a, HLN20, HDS+18,
HLGS21, HC07, KWP+23, LTM+12, LH10,
LLC+13, LW17, LDM18, LPH+13, LW19b,
LHH19, LTW+22, LSB+11, LHY+11,
MLFM22, MT11, MNLF+22, MCRC17,
MCHT17, MBF+11, NPD+17, NO09,
OLZ11, PGHT12, PBhL+11, QZLL24,
QQD+21, RM13, SMRP15, SLX+18, SIM12,
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SZLL11, TZH07, TZ16, WSX11, WL13b,
WLG+16, WXS+19, WWC18, XZX+24,
YM11, YZG+19, YHB12, YZS+24, ZLPW16,
ZwGC17, ZCR+17, ZRK19, ZKL18,
ZWY+10, dSPFF21, BCLC15, HRHP16,
HLW15, LLRZ15, LJL+14, MZL15,
MMSH14, WFD15, YCY+14]. Selectivity
[VKS17]. Self [CZC+23, CYWW22,
CMC+12, DZW24, DLO+23, GF10, GJSB23,
JWW+24, JZYL24, KLC24, LYL+17,
WZA07, WMWA12, WFY21, WCDM23,
WCW+24, XHQ+18, YWK+07, YMW+12].
Self-Adaptive [WFY21, YWK+07].
Self-Assembly [CMC+12]. Self-Attention
[CYWW22, GJSB23]. Self-Boosted
[YMW+12]. Self-Composite [KLC24].
Self-Interacting [LYL+17].
Self-Nestedness [GF10]. Self-Organizing
[WZA07]. Self-Paced [DLO+23].
Self-Regulation [WMWA12].
Self-Supervised [CZC+23, JWW+24,
JZYL24, WCDM23, WCW+24].
Self-Training [DZW24, XHQ+18].
Semantic
[CLH+15, DKDD10, DBK18, GM16, IQA18,
JZL13, MCC16, RGZ+23, SSP+05, XLL19,
YFWZ16, HK15, JC15, SLS+14].
Semantic-Based [GM16]. semantically
[Tah14]. Semantics
[FMRS18, GzS11, HS09b]. Semi
[AMHH16, CSW+23, DGV+17, HF12,
JWG+22, JM12, KL11c, LRE+22, YDZ+22,
ZJW+22, YCY+14]. Semi-Automated
[DGV+17]. Semi-Markov [KL11c].
Semi-Supervised
[AMHH16, CSW+23, HF12, JWG+22, JM12,
LRE+22, YDZ+22, ZJW+22, YCY+14].
Semiglobal [COW20, MKH11].
Semisupervised
[FSMJ05, KC11, LHLY11, LTL+07, XAW07].
Sense [HVD18]. Sensing
[CZJ17, GCJ+21, Kar12b, MDM13, GFG16].
Sensitive [HB11, MKG20, Wan12,
WCC+18, WZS+22, WZ13a, LJL+14].

sensitivities [SYV14]. Sensitivity
[ATA+17, HYW+17, HJD24, LWZ+21a,
LLZ+23, PSIM17, SRXZ24, WXWL20,
XZG+18, BHW+14]. Sensitivity-Based
[XZG+18]. Sentence [DGJ+24, NAHT+20].
Separability [MT11, UC10]. Separable
[LWZ12]. Separated [Pol13]. Sepsis
[YZL+22]. Seq [LYY+19, LTRW19, CBK20,
FSNF21, LHN+14, ZWHH21, AALD17,
CZM+18, DLG+24, LXG+16, MHTJ22,
NRV22, STB+19, UWZ+24, WS12, WW22,
WWY+24, WZHM23, XZX+24, ZGDH16,
ZFZ+20]. Seq-BEL [MHTJ22]. Seq2seq
[KKI20]. SeqDB [How13]. Sequence
[AH11, ASK+23, AGMP09, BAK06,
BKAV23, COW20, CCYW12, CLW13,
CHZ+16, CWLS15, CGPW06, CW22,
DSZ+06, DK17, DK13, DM22, FHDU22,
FS18, GBSB21, HB05, HZTP12, HT09,
HPL+13, HLZ+17, HYZ16, HLG10, IGM+07,
IQA18, JL10, KPP19, KCD+12, KS18, KK08,
Kuk13, KMG+05, LN17, LPH18, cLWA07,
LCGW19, LWD+21, MWL+12, MGL+12,
MHTJ22, NNSZ07, NP13, NSZK15, PLF12,
PS11, POS+18, PT09, QZZ21b, RFBTD22,
RTD23, RW07, RCM+19, dSRCT+11, SN24,
SLH+06a, SLCL22, WLMW+11, WYHD17,
WXS+19, WCZ+23, WZ13a, WCXL18,
XHY+18, YZG+19, YHZ+19, YH13,
YXZD21, ZSW23, ZANN20, ZWcF17,
ZSZ+21, ZSH21, ZZW+22, ZXW+23,
ZDY+23, ZLX+20, CV14, GJPSV14, MBS15,
PSK+15, STT+14, SPWF14, YTLL15].
Sequence- [ZSZ+21]. Sequence-Based
[CHZ+16, DM22, FHDU22, HLZ+17, LPH18,
MGL+12, MHTJ22, WXS+19, WZ13a,
ZDY+23]. sequence-independent
[PSK+15]. Sequence-Order [LCGW19].
Sequence-Specific [AH11]. Sequences
[BMCY22, Bi09, CW07, CZ20, CFOS06,
CWLS15, CLS19, CAN+08, CHK17,
DSVMM18, FM12, HC17, HLDZ17, HLH11,
JDHL20, Kar12a, KWL07, KC11, KT07,
LPH18, LLW+11, LYL+17, LL22, MRK18,
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MS21, MIC+07, NNW24, PFJ+19, RH05,
RFFB+20, RLV04, RA16, SIK20, SLH06b,
ST23, TED+12, WL13a, WKLL12, Wan12,
WCLY20, WL22, Wu11, XLZW22, ZWZS16,
ZGZ+20, ZWL+23, CR14, DKS+15,
GÁVRRL15, LZGZ14, WL14, YlCW+15].
Sequencing [AKR12, BBN18, CH11, FS13b,
GXL24, HG16, JKC23, AKD17, KSS15,
Kur13, LMW+24, LLL+21b, LMZL17,
LSL22b, MMC+23, ML18, OLS+13,
PNP+18, Pre04, SC22a, TWW+20, WM19a,
WGL+21, WPL15, YKW17, YWW20,
YWW+18, YYX+21, ZZ20, FSL+15,
WLC+15, XZY+14].
Sequencing-by-Hybridization [Pre04].
Sequential [AKV16, DGJ+24, KCZ+15,
LLW+22, MSP+19, SSZ+23, WL07, YLL+06,
ZWZS16, ZCT22]. Serial [WZA07]. Series
[AM22a, BMK11, EAS13, EBP24, GTX+23,
HAH13, KSB12, KMG+05, LLL15,
MTSCO10, ÖBT21, PH10b, RMS15, SMK22,
SC11, WLL+09, WGP11, ZZKW18]. Serum
[RTA+16]. Server [XYYZ20, LBL+10].
Service [XLX+21]. Services
[KPP19, YJJW21, ZBY+21]. Set
[AFAAW+11, BGHC20, BSV10, DRS12,
FLAM15, HYY11, HMK+07, JKNE21,
LDZL23, LZH18, NLGG12, SMSZ17,
WYL07, XLZ+15, YSC13, YNN+18,
ZJW+22, BM15, DB14, MZL15, WLG+14].
Set-Integrated [LDZL23]. Sets
[AJD+12, ANR+23, BKP+19, BMHS13,
BNV+13, Csu04, Cza18, DK17, DG19,
GLG10, HS08, HC07, KNS+05, KBSCZ12,
LZS23, LWS+20, OMWX09, PAS+11, Pol13,
RBdlVMPG16, RGCB05, SSS+11, SMK+12,
UC10, WZZ+18, WCQ+19, YC08, ZWW17].
Seventh [MVVR21a]. Several [FM11].
Severity [LZZ+24b]. Sex [GGM21].
SGLMDA [JYW+24]. Shaking [CNS+22b].
Shannon [DGH+06]. Shape
[ADPH11, ADPH13, ARP+16, DZA+06,
GAGM11, Mat07, Str11, YFYW23, ZSH21,
ZZW+22, ZHD+21]. Shape-Structure

[DZA+06]. Shaped [AKS20, BG13]. Share
[LBL12b]. Shared [JGW+21, PYL+21].
Sharing [NGY+16, WAG19]. Shaving
[GLG10, SDCW11]. Sheet [AAE11, DNS19].
Shewanella [DS19]. Shifting [AMBK14].
Shifting-and-scaling [AMBK14]. Shock
[CRP12]. Shoot [GPF+20, TRKRC13].
Shorelines [vIKKS08]. Short [AKLJ17,
GBD17, JL10, KK19, LEAK11, LKW+19,
LL19, LSL22b, MTM+15, Pha23, Roc06,
SC11, SSS20b, TR07, TED+12, WLL+09,
WCLY20, WHW21, YYX+21, ZCL21,
ZMKL22, ZYYX23, ZLX+20, FSL+15].
Short-Read
[LKW+19, TED+12, YYX+21, FSL+15].
Short-Term [LL19, Pha23, TR07, WHW21,
ZCL21, ZYYX23, ZLX+20]. Shortest
[ATX21, ARZ+14]. Shot
[CJH+21, GM22, LCTW24, WLL+24].
Shotgun [YFY+22, ZKP+07]. Show
[SYKS15]. Shrinkage [MRS09, WDS+12].
Shuffled [HDS+18]. Siamese [XWP+24].
Siamese-Based [XWP+24]. Side
[AD12, JQH+20, LBL12b, UKC+23,
ZYJ+23, GBLZ14]. Side-Chain
[LBL12b, GBLZ14]. Side-Effect [JQH+20].
Sided [QSJ+20]. SIG [ZLD+24]. Sigma
[LHL+19b]. Sigma-54 [LHL+19b].
Sigma70 [LLTC19]. Sign [SBOA23]. Signal
[BZ10, FLW12, GCJ+21, GZN21, GAX+23,
HCQ14, HXX21, Kar12b, LZL+19, QRT+23,
TP18, WPL15, ZZCY10, ZZP+21b, SB16].
Signaling
[AJD+12, AAH+18, CCN22, ED15, FKLS07,
HAK+12, JKNE21, KKC16, LLZ+13, OC13,
RAM17, YOGY11, ZZ13, CXS15, LP15].
Signalling [HLLO19, LCH19]. Signals
[HLH11, HSZ+23, LDGY21, LWZ+21b,
RH05, XNYC21, MEOL14]. Signature
[CBZ18, MMBC22, SMRP15, YZL+22,
KGF+14]. Signatures
[ALC22, BVS+22, DST15a, PN17, WDL+22].
Signed
[Gru11, HZL19, HBM21, LNW20, OYDZ15].
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Significance [AH11, MS17, PBV+20, WS12,
ZLZ06, FLW+14]. Significant
[PRU11, YNWC07, Tah14]. Significantly
[AAP06]. Signs [BVCD24]. Silico
[DMD13, LYL+17, PG12, VDS+20, SYKS15,
XHW+22]. SimBioNeT [DFTC12].
Similar [AFJ12, LBL12b, MP13, PB19,
QDZ+21, WL13a, XDZ+23]. Similarities
[CWLS15, LWL+18, VSKJ11, YWN+19,
YDW+20, YDW+21, YD24]. Similarity
[ACP22, Alt23, ARP+16, CC11, CLW13,
CLL+21, CHH+22, DBK18, FS18, HC14b,
HLDZ17, HYZ16, IQA18, KPW13, MZLL22,
MQOH21, MS17, MMBC22, MS21,
NWZ+20, NWW19, PA22, PKM06,
QDZ+21, RBdlVMPG16, SZZ+19, STD20,
SSP+05, TFTY23, WLYZ+09, WYS+24,
XLP+21, YDZ+22, ZHJ17, ZKW19,
ZLG+21, ZDYH17, BM14, CM15, JC15,
KFHK14, LMZ14, SLS+14, YTLL15].
Similarity-Based [STD20, ZLG+21].
Similarity-Constrained [NWW19].
Simple
[GDM12, MWL+12, PK13, GJPSV14, IM14].
Simpler [CMS12]. Simplification [WZ13b].
Simplified [BBK+07, FS18]. Simplifies
[FM11]. Simulated [BA18, TW10].
Simulating [BBH+18, SH11a]. Simulation
[BU17, CP13, CHC+05, GLS+16, GPZ20,
GD22, GCC+22, JGBR15, KAL+17,
LKW+19, LZZ+16, MS11, MBGP12,
PTM+19, PZS+20, SJZ19, TZP17,
ADTAQ16]. Simulations
[ACCT20, CNM11, Dem12, JGKP21, LR20,
RTA+16, SCM19, ZCT22, KD16].
Simulator [DFTC12, VdTVV19].
Simultaneous [CDW12, THL11]. SINE
[AD12]. Single [ABS15, BFM13, CSSS16,
CBM+20, DLG+24, GGP08, Gou06, JKC23,
JLJC24, KBND19, KKI20, LLCC21,
LLL+21b, LLH18, MMC+23, NGZ+22,
SSS20a, UWZ+24, WWLL16, WWY+24,
XWC15, XLP+21, ZL24, ZLXL19, ZZ20,
ZCL22, ZDX+24, SXL+14]. Single-Cell

[CSSS16, CBM+20, DLG+24, JKC23,
JLJC24, KBND19, LLCC21, LLL+21b,
MMC+23, NGZ+22, UWZ+24, WWY+24,
ZL24, ZZ20, ZCL22, ZDX+24].
Single-Center [ZLXL19].
Single-Cut-or-Join [BFM13].
Single-Dimensional [WWLL16]. singleton
[KH14]. Singular [BMSZ22, FWXZ19,
LLL16b, QZJ+23, XL16, YWK+07]. Siphon
[BRS18]. siRNA [QL09]. Site
[CHZ+16, JFR+19, JLW17, KCD+12,
KL11a, MWZY17, MZLL22, MMS24,
WLL13, ZZZ+24]. Site-Disease [MZLL22].
Sites [AHK+21, BYZ+18, BCVS19,
CZQD24, EW04, FSP23, FLHG24, GLF+23,
GLW12, HHL+20, JZF+21, JGKP21,
Kar12a, LN21, LPH18, LFF18, LQJ+23,
LZW+23a, LLX+24, NHH+17, NTL+22,
NZM22, PLF12, QWC+16, RTC23, SDH20b,
SBM15, WMW+21, WSL+24, WGW+24,
WXS+19, WHKK07, WPL15, Wu10,
XZL+24, XW16, ZZH19, ZYH+21, ZSH21,
ZXW+23, ZXW+24, PSK+15, RB14]. Situ
[GMAS22, LHCL20]. Sixth
[MVVR21b, FJJ18]. Size
[ALQ17, LLH+17, RRTB12, ZLS+21].
Skeletonization [ALR+13]. Sketch [GK19].
Sketch-Based [GK19]. Skipped [BP22].
Skipped-Grams [BP22]. Sleep [SGP+20].
Slice [AAG+18, CYL+21]. Slice-based
[AAG+18]. Slide
[JWW+24, TDZZ24, XPH20]. SLIDER
[BVN+11]. Sliding [dSRCT+11]. Slowly
[MMS10]. SLPA [YWW+24]. SLPA-Net
[YWW+24]. SM [LZL+19]. Small
[ALQ17, AFAAW+11, GXL24, HC07,
LYK07, LLT+19, NNSZ07, RSK23].
Smallest [GJS11]. Smart
[ACJ24, JQGY21, ZBY+21]. SMGCN
[WYS+24]. Smoke [ZHX+24]. Smoking
[WQY18]. Smoking-Induced [WQY18].
Smoldyn [Dem12]. Smolign [SSFW12].
Smooth [ZmCXS17]. smoothed [MEOL14].
SMOTE [NZM22]. SMT-based [KH14].
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SNP [CSK+11, Che16, DWZ+15, FYSM12,
GGP08, GZYL22, LLC+15, Wu11, XZY+14,
YCYC12, YLCC13]. SNPs
[LLC+13, LLZC12]. SNR [CLL+24]. Social
[ZSZ+22]. SODA [ZJW+22]. Soft
[LCB17, MDH11, RP13, FHRG14]. Softmax
[DSM23]. Software [Ano13b, Ano13c,
CM15, GSK13, AKD17, MZ17, XHS15].
sofware [Ano13d]. Solid [KHP12].
Solution [BSST08, HLM+13, PSR+24,
SSS20a, YJJW21, LV14, XLC+15, SAM+19].
Solutions
[AM19, BLS12, ST19, TGM+21, WOYL17].
Solvent [GSC+18, GA23]. Solvents
[JGKP21]. Solving [BMM08, LGZ+17,
ARZ+14, PHX+08, TGP+15]. Somatic
[KCZ+15, OZWA21]. Some [BvdGK+11].
Sorting
[BBCP07, BSST08, BS15, EH06, GBD17,
HZL19, HBM19, HBM21, MR10, OJF+21,
QLLX10, Wan16, ZOMC24, dDD18, ZZ14].
sound [BCMW15]. Source
[LKL+23, PSPM20, YSW+17, YLJY21].
Source-Target [PSPM20]. Sources
[JSA08, LZHZ17, RM18]. SP [ADPH13].
SP-Dock [ADPH13]. spa [AKNB07]. Space
[AKS13, BPV+11, BSST08, DKCM12,
DHC12, GLS+16, HZR+19, HZZY16,
JGW+21, LR20, Nak10, NSNN12, OP11,
SWSA21, YLL+06, ZZY+17, ZZW+24,
LHS16, SHK14, BU17]. Space-Dividing
[SWSA21]. space-efficient [LHS16].
Spaced [Zha07, LMZ14]. Spaces
[DSZ+06, HEF17, YDM+08]. Spanning
[HEF17]. Sparse [AM22a, BBH12, CCCY20,
CDB+16, Che10, CZX19, DLY+21, FYSM12,
GCB+18, GZN21, HYR+19, HLGS21, JY21,
JFN11, KSN+12, KSLW23, LDM18, LLT10,
LXG+16, MLZ18, MM24, MJ23, SdOD+12,
TP18, WHXS17, WHF+20, XL16, YXS16,
YCCM12, YZG+17, ZDL12, ZmCXS17,
ZRK19, ZXJ+23, ZZN+11a, SXL+14].
Sparse-Group [KSLW23]. Sparsified
[TYDZ23]. Sparsity

[NSNN12, ZJ22, MMSH14].
sparsity-inducing [MMSH14]. Spartan
[ATA+17]. Spatial [BU17, CSZT19,
GJSB23, HKT+18, JL10, LUdSCH10, LW18,
LMZ+20, LCOMG14, LLW+22, RKZ16,
SSFW12, ZHZ+20, ZYF+18].
Spatial-Aware [GJSB23].
Spatial-Temporal [ZYF+18]. Spatially
[RXAH+23, ZZW+22, ZMC+14].
Spatially-Varying [RXAH+23]. Spatio
[CLL+24, SDA+06]. Spatio-Temporal
[CLL+24, SDA+06]. Special
[Ano09c, Ano12a, Ano13d, Ano13b, Ano13c,
BLP18, BPW17, BPRZ11, CLS22, CNS22a,
CLSW23, CZ24, Cas06, CZ12, FS12, FS13a,
FJJ18, GZB23, GH08b, GJH19, Gus09b,
GM16, HMZ17, HBG16, HBG17, HBG18,
HBG19, HBG20, HBG21, HHA22, HMS09,
KJ04, KJ05, MPZ08, MPSZ09, MWZ13,
MSZ19b, MNPZ10, MJ18, TS17, TS18,
TH18, WYWX16, WLWN17, WH11, YS17,
ZC15, dSK13, CEG14, LW15, MKARB16,
PR14, SA15, XHS15, Ano05b, Cas07,
LNY05b, LNY05a, MPZ07, RZF07].
Speciation [ZZS18, ZZI+21]. Species
[ADR18, DRS12, DR16, DHC12, GM22,
KHO+20, LSM+21, LLHW22, LB19, MB23,
MSG18, SRM18, VRJ+10, WWL+23b,
YGJZ23, YWCC22, YFYW23, Zha11,
ZWG+21, wTCAK+20, DR14, HWK14].
Species-Based [VRJ+10].
Species-Specific [GM22]. Species-VOC
[KHO+20]. Specific
[AH11, ABVD12, AAB22, CSS11, GM22,
JLwC11, LLH23, MSQ18, MSS+19b, MM24,
MB16, PLH22, RB16, SZGZ21, XLZ+15,
YKWK18, YJS+24, ZCG+18, ZHE19,
GBLZ14, MZS+16, MEOL14]. Specificities
[LLX+16]. Specificity [FW20]. Specified
[ZWL11]. Speckle [ZHL+24]. Spectra
[BM08, BKR11, LMZL17, OG11, SLL+19,
YKW17, ZGC+05, ZLC+21, ZGB+12,
DST+15b]. Spectral
[FLAM15, SSDN12, SH11b, WNT+17,
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YLY+12, ZHJ17, ZLC+21, ZYW+13].
Spectrometry [ASI+11, BBN19, HYY11,
KSS15, PH10a, SN12, YMW+12, ZLW+11,
CWZW15, KGF+14, SHK14].
Spectrometry-Based [SN12].
spectroscopy [CZB+16]. Spectrum
[KSS15, Pre04, SVdSS+18]. Speech
[QRT+23]. Speed [BE08, TC16, WYHZ20].
Speed-Up [BE08]. SpeedHap [GGP08].
SPF [HKT+18]. SPF-CellTracker
[HKT+18]. Spike
[ASK+23, HLL18b, JGKP21, SCU+24]. Spin
[AAG+18]. Splice [KCD+12, LKLB14].
Spliced [RLRH18]. splicing [LKLB14].
Spline [ZXB11, ZSY+14]. Split
[BG12, MPKvH09, PB12b, SNM08, SNM12,
BCMW15]. Splits [ADR18, DH04]. Spots
[LZX20, SP11, ZLZ+19]. SPP [QLZZ22].
SPP-CPI [QLZZ22]. SPR [CCLS13].
Spread [DZMB22]. Spreadsheet [VSR+06].
Spring [DABV17]. Spurious
[WCY+24, ZZDW13, ZDYH17]. Square
[Cza18, DYZC22]. Squared [CD08].
Squares [FYSM12, LN13, WWC18, MBS15].
Squares-Based [WWC18]. sRNAs
[ZJZ+24]. SSP [XWP+24]. SSP-Net
[XWP+24]. Stability [CXW+13, FZWS17,
HLG10, KKI20, LFK16, LGX10, MT12b,
ZLH12, ZWZ16, ZL15, ZWC15].
Stability-Based [CXW+13]. Stabilization
[AGAS18]. Stable
[CBZ18, LCH19, SMRP15, STHM+24,
Wig15, Yan22, YHB12]. Stacked [FDZ+24].
Stacking [SSD+16]. Stacks [MCRC17].
Stadiums [Cza18]. Stage
[ALC22, CZDZ22, CGC24, HLL+18a,
HHYH07, HGC+20, JLK+21, KWP+23,
KKK19, RD24, TZH07, ZWM+20].
Stage-Dependent [KKK19]. Stages
[DCHW17, SGP+20]. Staining [BB24].
Staphylococcus [AKNB07]. STAR
[ADR18]. Start [IGM+07]. Starvation
[RBdJ11]. State [BCY+22, CHW+18,
Gus05, Gus06b, Gus07c, HLM+13, HGC+20,

JHZL19, KBNHD18, LR20, MT12a,
MKKS20, MPY18, NSNN12, SH11a, SW17,
SBRK11, SWSA21, WHW21, ZZKW18,
ZMT13, ZWL+12, EES14, Gu16, SYV14].
State-of-the-Art [SW17]. State-Space
[NSNN12]. Statements [JZZ+21]. States
[BFK17, FPC20, PPM+13, XZS+21, dJP08].
Static [GBJ08, LKL+23, MKS+17].
Stationary [APPG18]. Statistic [EFLA08].
Statistical
[AH11, AGMP09, AHK+21, CW09a, CBN15,
DADF+10, HSTW06, KSN+12, NJMF19,
RCBB19, RSP08, YOGY11, ZZS18, BMM14,
WSTL+15, XLC+15]. Statistically
[YNWC07]. Statistics [ÅSWH22, HCQ14,
Mat07, NU06, SBW15, WLL+20, ZPW+19].
Steady
[HLM+13, MT12a, MKKS20, PPM+13,
SBRK11, ZZKW18, ZMT13, dJP08, SYV14].
Steady-State [HLM+13, MT12a, MKKS20,
ZMT13, SYV14]. Steering [PPM+13].
Stem
[GBTW16, JKNE21, GBTL14, YHV+15].
Step [AHK+21, PBhL+11]. Stepwise
[DCM20]. Sticky [MQOH21]. Stilbene
[NSMH19]. Stochastic
[BBW18, BIDS23, CP13, CAW+19, GD22,
GzS11, JLW17, KG12, MS11, MDPR18,
NA11, NT24, PTM+19, SS04, TZP17,
YLZW21, ZCT22, DGRC15, MCH+15].
Stomata [YXL+23, YWW+24]. Storage
[CIZ+22, SK12]. Strain [DZMB22]. Strains
[CLXL24]. Strand
[JBP08, ZWZZ22, SJWW23]. Strategies
[CMC+12, HLY+16, LHL+19b, OMAdG+12,
QV17, VRJ+10, XZL+24, YNWC07].
Strategy [BPP+13, BMSZ22, BKKG19,
Bon07, GCC+22, SSS13a, SJS19, TZH07,
TDY+18, WMW+21, ZZZW19, ZLS+21].
Stratification [ZLD+24]. Stratified
[LLCC21]. Streams [ZSZ23].
Strengthened [WXWL20]. Stress
[BVCD24, XLX+21, MZL15]. String
[CW11, Kuk13, SLRQ19, SJNS19]. Strings
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[BO12, LJZ+24]. Strip [LWW+21]. Stroke
[MFF+18, ZHD+21]. Strongly [HKT+18].
Strongly-Correlated [HKT+18].
Structural
[AV12, AKS20, BM12, CWG+18, DPS+13,
GHZ+22, GBSB21, GF10, HSS18, HZTP12,
JWZ+20, JQH+20, KL19, KCY+24, KS18,
KLC24, LCTS08, LDS+07, LFF18,
MCD+11, MSKC19, NRV09, SSFW12,
SSF18, VSKJ11, WLHY19, WHKK07,
WCLY12, YB08, ZLD+24, DGRC15,
DPL+14, DC15, GZGX14, LP15, YLH+15].
Structure [AS05, ACSR21, AL12, BWC17,
BRZ+17, BTYC13, BKR11, BM12,
CCBR+21, CSZT19, CSZ+19, CCA12,
CC07, CC11, CHL+12, CLW13, CGL+23a,
CZZ+23b, CMQ+16, CDKT09, CGPW06,
CBF+18, DZA+06, DBZ12, DCVC11,
DKY21, ED15, FLW12, FSDR16, FXZS22,
FSB+11, FMD18, GSC+18, GJSB23, GA23,
HZZY16, HS09a, HVG04, HCLS11, KAP+12,
LQV+13, LBL12a, LZ18b, LZZ+16,
LHQ+18, LBQ+13, MP19, MPS18, MKH11,
MSS13b, NA11, NZR11, NSAH19, NLW+18,
ORCJ13, Pol11, Pol12, Pol13, QTZ15,
RSK23, RP13, RM18, SH11b, SLH+06a,
SK12, SLL+19, SSF18, ST23, TMLI19,
TW10, WS08, WSX11, WDH08, WAK13,
WWL+17, XWP+24, Yan22, ZZCY10,
ZCG+18, ZWM+20, ZXZ+21, HS15, LAI+14,
ARZ+14, PWZW15, SEC15, Vog15].
Structure-Based [CCA12, CZZ+23b,
DBZ12, MKH11, ZCG+18].
Structure-Guided [MPS18].
Structure-Preserving [XWP+24].
Structure-Redesigned-Based [NLW+18].
Structure-Sequence [SLH+06a].
Structured
[CFOS06, GSK13, KKP22, LW19b, MYLS24,
NJMF19, TBKH05, VdTVV19, MMSH14].
Structures [AJD+12, BDD+10, HXXJ18,
Jia10, KL19, MCDD12, Mne09, Ozy12,
Shi10, VMD+08, WLYZ+09, WHS04,
YHCS19, ABH+14, NYOL15, ZMC+14].

Structuring [PvRV+20]. Student
[DZW24]. Studies [EFLA08, FMA+20,
GCJ+21, IYA12, KAL+17, LEAK11,
LRM08, LZW20, LLZC12, RGI13, SYKS15,
SJZ19, VTGC16, WYY+13]. Study
[AVD+12, BOSF24, BCY+22, CSSS16,
CLZ+18, DS19, GSC17, KAP+12, LW18,
LNC+05, MSB19, NSMH19, OMAdG+12,
RSK23, SCCDK09, SKK14, WHF+20,
WWBZ19, WAG19, WB11, WLPW16,
WLA+13, XYYZ20, ZLXL19, ZWW17,
ZBFK10, BMM14, LCOMG14, TWZ+14].
Studying
[HBRU13, LHTT11, MWLS18, SNK+22].
Sub [AM19, BP22, MTR+22, RTD23].
Sub-Chloroplast [BP22]. Sub-Optimal
[AM19]. Sub-Sequence [RTD23].
Sub-Types [MTR+22]. Subcellular
[LYZ+24, hLMBJ11, LZQ+20, MGK08,
OM07, PCL+22, QWC+16, SLX+18, TR07,
WL13b, XPXY11, YL12, ZXZ20, ZHE19].
Subchloroplast [WMK17]. subclones
[XLWL15]. Subdivided [Wu10].
Subdomains [YGJZ23]. Subgraph
[BG17, CLC+17, JYW+24, SKDA19,
SRXZ24, ZLY+12]. Subgraph-Aware
[SRXZ24]. Subgraphs [MSS+19b].
Subgroups [SPW22]. Subject [LWZ+21b].
Subject-Independent [LWZ+21b].
Submodels [JS12]. Submodular [BBN19].
Subnetwork [NM22]. Subnetworks
[SAE+20]. Subpath [WTM23].
Subpopulations [FSNF21]. Subsequence
[BVD+07]. Subset [MT11, RGN+09].
subsets [SQZA14]. Subspace
[CHWY19, LCW+18, SY09, XHQ+18,
YZP+21, YZL23, AJYT+15]. Substitution
[AH11, DFM+11]. Substitutions [SGC07].
Substrate [BCD+21, LLX+16].
Substrate-Independent [BCD+21].
Substrates [HHL+20]. Substring [CW11].
Substrings [ATX21]. Substructural
[CLC+17]. Substructure
[TBRS11, YZC+23].
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Substructure-Phenotype [YZC+23].
Substructures [ZAZ+22]. Subtilis
[NPBD16, SSDN12]. Subtree
[BN06, WM19b]. Subtrees [SCPS12, WS21].
Subtype [CZW+23a, CZDZ22, GXSZ17,
LLX+23, MMC+23, MNLF+22, POJ+22,
WZJH12, YZP+21, ZLD+24]. Subtypes
[LZS23, MP22, YLC+23]. Subtyping
[CCC+22, ZJ22, ZY20]. Subunit [KAL+17].
Sufficient [Son06]. Suffix
[SLGK17, LHS16]. Suitable [RAA10]. suite
[CM15]. Sum
[CD08, SBOA23, JZS+18, LL11].
Sum-Squared [CD08]. Summarizing
[MSH+11]. Summary [ÅSWH22, DLRW18].
Super [CYL+21, DZD+23, DDS+17,
GBD17, HDKS04, RGZ+23, YNN+18].
Super-Networks [HDKS04].
Super-Resolution
[CYL+21, DZD+23, RGZ+23].
Super-Thresholding [DDS+17].
superbubbles [SSS+15]. Supercomputer
[PCY+19, PZS+20]. Superfamily [AV12].
Superiority [Zha07]. Supermatrix
[WBE13]. SuperMIC [WDL+17].
Supernetworks [GSB+13]. Superposition
[FGKH11, HS15]. Superpositioning
[LFF18]. SuperQ [GSB+13]. Supertree
[DLRW18, GB10, WBE13, Wil09, BM15,
LCEMO18]. Supertrees
[CBFB12, CEFBS06]. Supervised
[AMHH16, AN21, BCLC15, CXY+23,
CZC+23, CSW+23, CZL+22, DZW24,
DDS+17, HF12, JWG+22, JM12, JWW+24,
JZYL24, Kar12a, LRE+22, MKG20,
SFMS18, WCDM23, WCW+24, YDZ+22,
ZZBH20, ZJW+22, YCY+14]. Supervision
[QZZ+21a]. Support
[DDZ+21, LLX+11, LLX+16, LZL+24,
LLT10, MNR09, MSKC19, QL09, RTA+16,
SZLL11, TNQ08, WLL13, WZ13a, ZLL21].
Supported [DM09]. Supporting
[CLVT+20, RSG18]. Suppressed
[YNBM05]. Suppression [NVSH18].

Suppressor [WLMZ22]. Surface
[GAGM11, GPF+20, HCA+10, MCD+11].
Surface-Based [GAGM11]. Surfaces
[DM09, ZXB11]. Surveillance [JQGY21].
Survey [BKAV23, ECK16, GCJ+21, IYA12,
AKD17, LUdSCH10, LTM+12, LWG+18,
MO04, MSS+13a, RG16, RHAK13, SHG+23,
SXW+24, TV11, BMM14]. Survival
[CKWY12, GLX+22, GZXH21, LLY+23,
PGHT12, SAE+20, TDZZ24].
Susceptibility [YLCC13]. Sustainable
[JQGY21]. SVM
[DLT10, JXN+16, MGK08, SBM15, TZH07].
SVM-Based [DLT10, JXN+16].
SVM-RFE [TZH07]. SVMs
[HLZ+17, ZYW17]. Swarm
[ALWG18, CCL+24, CYTY13, GSX+18,
HGM18, KP12, LYW20, LSL+22a, NPD+17,
NHTD17, SIK20, TS17, TS18, TDY+18,
WZZ+18, WWF+21, XWF07, XAW07,
ZwGC17, SPWF14]. Swarm-Based [TS18].
Swine [BPJ12]. Swine-Origin [BPJ12].
Switch [KG12, WLY15]. Switch-Like
[KG12]. Switched
[LLA19, YLZW21, ZWL15]. Switching
[ZWL+12]. Symbiont [USMS19].
Symbiosis [NHTD17]. Symbiosis-Based
[NHTD17]. Symmetric [MHHJ20].
Symmetries [STS21]. Symmetry
[WHWP12]. Symposium [SA15]. Synaptic
[KAL+17]. Synchronization
[SJWW23, ZWL14a, ZWL15].
Synchronizing [ZHX+24]. Synchronous
[DT11]. Syndrome [XHY+18].
Syndrome-Coronavirus [XHY+18].
Synergism [PCCM22]. Synonymous
[SGC07]. SynPAM [SGC07]. Syntenic
[SZZ+19]. Synthesis
[BBK+12, CL15, ZMST18]. synthesizing
[CL14]. Synthetic [GLYZ21, JZF+21,
LWL+20, LCL+23, ZLZ+19, KG15]. System
[ACJ24, AAG+18, CWT+19, CLM10,
CHZ+16, DBSL24, FJJ18, GCY+21,
HXS+21, HHC+24, LWZ12, LGZ+17,
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LBL+10, MIC+07, MWD11, RD24, RSCX18,
SYM+10, STD20, SJS19, TNQ08,
WMWA12, WLCX18, XTL12c, CWLZ14,
GRDV14, MZL15, TYA15, TAL+15].
Systematic [BDS12, BSR+21, BKAV23,
HPH+15, MBP+19, MM14a, ZZ13].
Systematically [WLHY19]. Systems
[ACCT20, BLP18, BMZM15, CSW11, CN12,
DGV+17, FS12, FS13a, FKLS07,
GDWK+15, GJH19, JGBR15, JFN11, LR20,
LLH+07, MZ17, MGS+21, MS11, Maz12,
MVS+13, MPKvH09, MJ23, MDM13,
PFJ+19, PB12b, SH11a, SdOD+12, SJZ19,
SNM08, SGH12, TC13, VRHB23, Wig15,
WH11, Zha16, GPScF15, Gu16, JZCZ15,
KSA16, KG15, SYV14, WLY15, ZSY+14].

T [SCU+24, YBGB10]. T-Cell [YBGB10].
Tables [FS18, PHX+08]. Tabu [CCA12].
tag [LLC+15]. Tailed [NVSH18]. Taking
[MSH+11]. TAME [MGKG17]. Taming
[MPQY19]. Tandem
[BBN19, BG05, BKR11, CW09b, HCMB18,
HBM21, KSS15, MTH22, SS06a, ZGC+05,
ZWD+17, CWZW15, YMW+12]. Tangible
[dNG17]. Tanglegrams
[MBKK18, VASG10]. Tardiness [SSS20a].
Target [Ale22, CZC+23, CGW+16,
CYWW22, CWG+18, EZW+17, GZR+18,
HXS+21, IGM+07, LH20, LC19, LWL+22,
LX21, MLZ+24, MKG20, NNLT22,
NQNT23, PSPM20, PLTG22, SFMS18,
SSP+17, VKS17, WLWJ22, WLW+23a,
WYS+24, YZL23, YLJY21, ZDY+23,
ZDZ+23, ZZW+24, DB14, FHRG14].
Targetability [MSJP19]. Targeted
[DMD13, FYZ+19, WLCX18, YZG+24].
Targeting [PG12]. Targets
[KCP19, SPMB13, TDY+18, YSBB22]. Task
[ATO22, CLXL24, CLM10, CSW+23,
DLY+21, FB19, GZXH21, LS10, MM24,
SSZ+23, YZS+24, ZYW17, CR14].
Task-Level [CSW+23]. Task-load
[ZYW17]. Taxa [Bha23, BM15].

Taxonomic [CHL+12, LW13a, ZSZ23].
Taxonomy [CBK20, KKP22, QTZ15]. TBC
[ZC15]. TBI [BYS+22]. TBR [BE08].
TCBB [Ano09b, Ano10b, Ano13d, Ano13b,
Ano13c, Gus09b, KL11b, SA15]. TCGA
[GZR+18]. TCLUST [DWSB11]. TCR
[BZWD22, YJS+24]. TD [SPA17]. TDFFM
[WGW+24]. Teaching
[Che16, KWP+23, GÁVRRL15].
Teaching-Learning-Based
[Che16, KWP+23]. Team
[WL11, WKLL12, WLY14]. Teams [WL11].
Technique
[HEK18, NZM22, WXS+19, ZLZ+19].
Techniques [CMSE+15, GAR+09, HSS18,
HC07, KAS21, LTM+12, RHAK13, ZL19].
Technologies [GCJ+21]. telomerase
[KPB14]. Temporal [ATA+17, CLL+24,
GCC+22, KCCC15, LMZ+20, LZM22,
LZZ24a, MSS19a, MCHT17, RdMCBC13,
SDA+06, TRKRC13, ZYF+18, KD16].
Tensor [DCW+24, HLGS21, MGKG17,
YSBB22, ZGDH16]. Tensor-Based
[MGKG17]. Term
[LL19, LHH19, Pha23, TR07, WHW21,
YKWK18, ZCL21, ZYYX23, ZLX+20].
Term-Based [LHH19]. Terminal
[NCL+23]. Terms [Ano12b, BM17, CLH+15,
LSZ+23, XLL19, SLS+14]. Tertiary
[BM12, MCDD12]. Test
[EFLA08, KM20, LLCC21, YBGB10, ZS19].
Testing [FLAM15]. Tests
[MTNH17, ZYX+23, BMM14]. Tetrameric
[CMC+12]. Text
[BMHS13, DLT10, GLYZ21, HLV+10, JLH16,
KAHK+10, LS10, LNC+05, SYM+10].
Texts [HVD18, NAHT+20]. Textual
[LXZ+23]. TF
[MLZ+24, ZWHH21, RFBTD22]. TF-DNA
[ZWHH21]. Tf-Idf [RFBTD22]. TF-Target
[MLZ+24]. tgMC [LHG+16]. thaliana
[HRAGS+23, MVW+13, TRKRC13,
WWL19]. Their [AKA+22, BIBD21,
CPRC24, DADF+10, GCJ+21, LCTS08,
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LLZC12, MHKR12, RYK+19, VASG10,
WZJS23, Wil11, FKLS07]. Theme [Gus09b].
Theoretic [BRS18, BLR08, GBS11, GLW12,
VRK12, ZL24, ZSD08, CA14]. Theoretical
[BCL13b, CHK17, MWD11]. Theory
[BDP11, BD19, LQV+13, NWZ+20, PBFB22,
RGB+21, SK19, SDB+07, BF14, MZL15].
Therapeutic [RV13]. Therapeutics
[CDBR21, JR14]. Therapies
[BRS18, HI24, MPF12, NTCO07]. Therapy
[SSK+20, VDS+20, WLCX18, KPB14].
There [DFM+11]. Thermodynamic
[BCD+21, DPW12, TSM14, ZL15].
Thermostability [ZD21]. Things
[DBSL24]. Thinning [ZWS+18]. Third
[LL22, MVVR19]. Third-Generation
[LL22]. Thomas [KSB12]. Thread
[LZL+20]. Three [CHC+05, DZA+06,
PLCW17, TZY11, VJRPNVJG24, WLW23b,
WRH+09, WWL+17, ZD17, ZWLZ21, BF14,
ZZ15, ZMC+14]. Three-Color [TZY11].
Three-Dimensional [CHC+05, DZA+06,
VJRPNVJG24, WRH+09, WWL+17, ZD17,
ZWLZ21, BF14, ZMC+14]. Three-level
[WLW23b]. Threshold [ACP22, BMH+16].
Threshold-Free [ACP22]. Thresholded
[HAH13]. Thresholding [DDS+17, NRV22].
Thresholds [PAAG07]. Throughput
[CHW21, HF07, How13, Kur13, LW18,
LJL+15, MJPP20, MDM13, SDP+21,
SFK+24, YP13, ZZH18a, GCC+14, XZY+14].
Thyroid [XTO+24]. Tianhe
[PCY+19, PZS+20]. Tianhe-2
[PCY+19, PZS+20]. Tight [BS08, LCH19].
Tikhonov [DCM20, Mir14]. Tiled
[TYDZ23]. Tiling
[BCL13b, HKS11, LLYS21, SK08]. Time
[AM22a, AKV16, BBH+18, BEW09, BMK11,
DST15a, EAS12, EAS13, EBP24, FZWS17,
GTX+23, Gra04, GPC+20, HAH13, HG16,
IVA11, JSS+18, JZS+18, JNST09, KCCC15,
KSB12, KMG+05, LLHW22, LCZN16,
LLL15, LCC+11, MTSCO10, NRV22,
OMAdG+12, ÖBT21, PTH+18, PH10b,

PRU11, Pol11, PKA20, RFB20, RMS15,
SH11a, SMK22, SCSS05, SC11, SHUP19,
SLCL22, TZP17, Vis18, WLL+09, WGP11,
WSJ21, WLMZ22, YWW+24, YC08,
YLZW21, ZZKW18, ZWHC19, vIJJ+20,
CZWT15, GM14, SSS+15, WLY14, ZWC15].
Time-Course [EAS12]. Time-Courses
[SCSS05]. Time-Delay [JSS+18].
Time-Delayed [JZS+18, LCZN16, LLL15].
Time-Dependent [AKV16]. time-lagged
[GM14]. Time-Lapse [DST15a, SLCL22].
Time-Series [EAS13, GTX+23, LLL15,
PH10b, RMS15, SC11, ZZKW18].
Time-Varying [FZWS17, PKA20, YC08,
YLZW21, ZWHC19, CZWT15, ZWC15].
Times [EW04]. Tissue [BMT17, CMS22,
JGBR15, LZQ+20, YLXJ04, ZHE19].
Tissue-Specific [ZHE19]. Tissues
[MMH15, SCM19]. TMELand [ZKLZ24].
TNet [DZMB22]. TNN [QZLL24]. ToBio
[ZKW19]. toggle [WLY15]. Tomek
[NZM22]. Tomography [GHZ+22, ZZH+24].
Tool [BMZM15, CZZ+23a, CYJ+19, GPZ20,
HRAGS+23, IL18, JKN+12, KMS+21,
LTaS13, LMPT15, LZL+20, LHDS18,
MBKK18, VSKJ11, VBB18, ZLW+11,
ZLC+21, MCH+15, SSML15]. Toolbox
[MPSY18]. Tools [CBK20, LKW+19, MZ17].
Top [AFJ12, SIM12, OFC+14]. Top-
[AFJ12]. Top-r [SIM12]. Topic
[BLP+12, CHL+12, KY22, WXWL20].
Topological [BG05, BGHM09, DGY05,
DBK18, HC13, JY21, RB16, Rho20, Wil09,
ZKW19, ZAZ+22]. Topologically
[LLL+23, ZHZ+20]. Topologies
[MSJP19, Wu11]. Topology [BRZ+17,
DNS19, DFTC12, FW20, KL11a, LLH18,
MMBC22, MBGP12, NGZ+22, Roc11,
TDK13a, WWL+17, ZXLZ18a, ZXLZ18b,
ZXZ20, BDBH15, DST+15b, LLW+15].
Topology-Based [LLH18, MMBC22].
Torsion [FSX19, GA23]. Total [KMSY20,
SSS20a, SMSZ17, YYX+21, ZYW+13].
Touring [DKCM12]. Toxicity [BPP+13].
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Toxicogenomics [SWX+19]. TP53
[MBP+19]. Trace [LZH18, ZSW23].
Trace-Norm [LZH18]. Traces [FL18].
Tracker [KKP+21]. Tracking
[BM20, DZMB22, HKT+18, LHQ+18,
LLQW21, MBJ19, XLZW22, XSL+21].
Tractability
[BS11, GB10, SHI06, vIKKS08]. Tractable
[BS07, KO15, Lab06, PK13]. Trade [PH10b].
Trade-Off [PH10b]. Train [HLL18b].
Trained [RSK23, YJS+24]. Training
[DZW24, ELH24, XHQ+18, YSC13, ZLB24].
trait [HRHP16]. Traits
[FYSM12, MTNH17, YXL+23].
Trajectories
[BYS+22, KBNHD18, KBND19].
Trajectory [CBM+20, CGLF12]. TraM
[AFJ12]. Trans
[PHX+08, AJYT+15, YMT+14].
Trans-Genomic [PHX+08]. Transaction
[Gus05]. Transactional [XPH12].
Transactions
[Ano09c, Ano12b, Gus04b, Tit16]. TransC
[LLX+24]. TransC-ac4C [LLX+24].
Transcript [CM13]. Transcriptase
[SYKS15]. Transcription
[BPP+13, LPH18, LX21, MMS24, PIPC18,
WPL15, ZSH21, ZXW+23].
Transcriptional
[BBN18, CXW+13, DS19, Gou06, KMG+05,
LHH13, LLA19, LLDÁ21, SZGZ21, WP08,
ZWHC19, KD16, NCMCAR15].
Transcriptome [CLVT+20, CZCL23, CS15,
FS13b, GAJ+18, ZFZ+20, ZFZL22].
Transcriptomic [YLXS17]. Transcripts
[AALD17, STB+19]. Transduction
[LZL+19, LDL+17]. Transductive
[WNT+17, WMK17, HRHP16]. Transfer
[AHN23, AKH+23, BYW+23, CXY+23,
CYL+21, DSM23, GZB23, GDRLH21,
HZR+19, HXXJ18, JGW+21, JCG+22,
KQD21, KB17, KB19, LLMZ23, LZL+24,
LZW21, MSG18, RGZ+23, SSV+19,
SLRQ19, SAK+21, WQLL23, YGJZ23,

YXL+23, ZM12, ZZP+21b, ZXJ+23, ZS18].
Transfer-Based [ZS18]. Transferable
[JQGY21]. Transferred [HWZ+23].
Transferring [LXZ+23]. Transfers
[CDW12, THL11]. Transform
[DZD+23, KK19, KVX12, LSY+20, Mat09,
MCCZC08, SP11, TED+12, LHS16,
YTLL15, LKY+11, TZY11, ZLLS17].
Transformation [AFMS19, ED15, XPH12].
Transformer [CDAL22, CWP+23,
CNH+23, CW22, LQJ+23, LLY+23,
QZLL24, WGW+24, YCL+24].
Transformer-Based [CDAL22, LLY+23].
Transformers [WKZ+24]. Transforming
[QZZ+21a]. Transient [PB12a, Pau18].
Transition [LDGY21, MPS18, RCM+19].
Translation [CPQ08, LDGY21, WYF+23,
ZMT13, ZK16, ZMT14]. Translational
[BYZ+18, RKDR10, RKDR11].
Translocation [CWZL08]. Translocations
[QLLX10]. Transmembrane
[WWL+17, YXS16]. Transmission
[DZMB22, PG06, XLX+21]. Transport
[FVP+20, KHP12, LN21, LLX+16].
Transporter [DGV+17]. Transposable
[WQL+16]. Transposition
[BODD20, Lab06]. Transpositions
[EH06, HZL19]. transposon [DI15].
Transreversals [HZL19]. TransRNAm
[CWP+23]. TransSurv [LLY+23].
Trapping [MBP+18]. Travel [GAGM11].
Traversal [UAH16]. Treating [MWD11].
Treatment [JKNE21, MWZY17]. Tree
[APRS11, ADR18, BWC17, BPV+11, BN06,
BS09, CRV09, DHC12, GZFT15, GRH08,
GET13, GE18, GM09, GJS11, HYR+19,
HEF17, JRSS18, JvI18, KVX12, LCEMO18,
LSM+21, LNR+09, LPR+08, MLFM22,
Mat07, NSNA19, OP11, QTZ15, Rho20,
Roc06, SLGK17, STO06, SRM18, Son06,
SDB+07, TGM+21, TBRS11, Wu11, Zha11,
ZLW+11, ZRK19, GE15, LAI+14, WLY14,
ZZ14]. Tree-Based [JvI18, MLFM22].
Tree-Child [CRV09]. Tree-Guided
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[HYR+19]. Tree-Like [HEF17, NSNA19].
tree-reconciliation-based [ZZ14].
Tree/Species [DHC12]. TreeDT [STO06].
Treelength [LNR+09]. Trees
[BG05, BG12, BS07, CLRV11, CW12,
DLRW18, DRS12, DR16, ELH24, GF10,
HSlSM11, HW13, HDKS04, KB17, KB19,
LRM12, LS09, ME19a, ME19b, ME19c,
Mat09, Mos07, MG19, PK13, Rho20, SKS22,
SGHS23, SN12, Smi09, SR06, VASG10,
WL11, Wil11, WMS09, WCX+22, YBMH24,
Zha11, DR14, LV14, Mat15, MW16].
Treespace [WYH17, Nye14]. Treespaces
[GFS13]. trends [MKARB16]. tREP
[SVG+24]. Tri [DLO+23, LX21, PCCM22].
Tri-Factorization
[DLO+23, LX21, PCCM22]. TRIAL
[VSKJ11]. Triangular [MGKG17, MJ23].
Trick [WHL+24]. Trigger
[HLL+18a, JRN+18]. Triggered
[KY22, ZZ13]. Trimming [LLZ+20a]. Trios
[BZ08]. Tripartite [LWXX22]. Triple
[YLY+12]. Triplets
[CLRV09b, GJS11, vIKK+09]. TripNet
[JSM+22]. tRNA [SVG+24]. Tropical
[YBMH24]. True
[ALR+13, MKKS20, Val11]. Trypanosoma
[GAR+09]. Trypsinized [dAc17]. TSK
[ZZP+21b]. TSVM [LZL+24].
Tuberculosis [HWZ+23, SKS+19]. Tumor
[BCVS19, CSQ+22, CHL21, GCGCP+23,
HKM+18, KHP12, LHHL19, LLX+23,
LSW+23, LCW+18, OZWA21, RGVP24,
SMPS20, SJS19, SCM19, SSS13b, WZJH12,
WLZ+19, WLMZ22, WLL+24, XLW20,
YCY+13, ZZN+11a, LXZ+15, XLWL15,
YCY+14]. Tumor-Associated [LHHL19].
Tumor-Immune [SJS19]. Tumorgenesis
[KCZ+15]. Tumors
[DGY05, PYL+21, RHZ+24, SMPS20].
tunnels [PSK+16]. Twelve [CWP+23].
Twin [HCLS11]. Twins [LGL24, WQLL23].
Two
[APRS11, BS07, CGC24, GGM21, GAX+23,

HLL+18a, HHYH07, HGC+20, KWP+23,
LTaS13, LLC+13, MPY18, PBhL+11, PK13,
RD24, SC11, SY09, TZH07, Wan12, XWC15,
ZCR+17, ZWM+20]. Two-Dimensional
[GAX+23, LTaS13]. Two-Locus
[LLC+13, XWC15]. Two-Phase [ZCR+17].
Two-Sex [GGM21]. Two-Stage
[CGC24, HLL+18a, HHYH07, HGC+20,
KWP+23, RD24, TZH07, ZWM+20].
Two-State [MPY18]. Two-Step
[PBhL+11]. Two-Tree [APRS11].
Two-Way [SY09]. txCoords [YLXS17].
Type [CLZ+18, LLX+23, LZW23b,
MMC+23, SKS22, UKV18, WCLY20, ZZ13].
Types [ALC22, CWP+23, JLJC24,
MTR+22, WMK16, ZLF+21a]. Typing
[AKNB07, BBSP08].

U [CSQ+22, LSW+23, LLL+21a, ZHD+21].
U-Net [CSQ+22, LSW+23, LLL+21a].
uAnalyze [DPW12]. Ubiquitination
[NHH+17]. UDoNC [PWC+15]. Ultra
[ATX21, ZKL18]. Ultra-Fast [ATX21].
Ultra-High [ZKL18]. Ultrasound
[FYZ+19]. Unbalanced [PLCW17].
Uncertain [BMZM15, dHMPFdM23,
MDD18, dSPFF21, ZWL+14b].
Uncertainties [SJS19]. Uncertainty
[Dal16, RCBB19, RdlCGW09, UWLH15,
VRHB23, DI15, DYD15].
Uncertainty-Aware [UWLH15].
Unconstrained [GPE17, GET21].
Uncorrelated [CIZ+22, YLXJ04].
Uncovering [LLX+11, PSIM17, PAS+11].
Underestimation [HZZY16]. Underlying
[ZZP+21b, ZXJ+23]. Underrepresented
[XYYZ20]. Undersampling [JZF+21].
Understand [ACCT20]. Understanding
[KLC24, NZR11]. Undirected
[SM08, TRBK09]. UNet [ZHD+21, ZLB24].
Unfold [Qiu14]. Unicyclic [SS06b].
Unidentifiable [EW04]. Unified
[CLST+13, GET13, GKS+22, LYY+19,
SYM+10, SW09, WCXL18, ZBY+21].
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Uniform [RLV04]. unify [LLC+15].
Unifying [LLX+23]. Uninhabited [ZD17].
Unique [ATX21]. Uniquely [Wil11]. Unit
[SDH20b, ZJ23]. United [LLNW17]. Units
[Dem12, IMA13, ZSZ23, CFIS+15].
Universe [PBV+20]. Unknown [LBM+18].
Unlabeled [CZW+18, YLWS21]. Unpaired
[XWP+24]. Unparametrized [KSB12].
Unravel [JZZQ19, HM15]. Unravelling
[dNG17]. Unrelated [BZ08]. Unrooted
[ADR18, BG12, CBFB12, GET13, WM19b].
Unscented [MNND13]. Unsigned
[CWZL08]. Unstressed [WLMZ22].
Unsupervised [AMHH16, AV12, BMSZ22,
BYS+22, CJH+21, JLH16, KL19, LW17,
LHKL17, Mam05, NO09, SFMS18, SAS+23,
Vog15, WWL+23a, ZWSX12, LZGZ14].
Untangling [VASG10]. update [ZWL14a].
Updates [HT09]. upon [CSW11, KKI20].
upstream [MBS15]. Uptake [AKA+22].
Usage [CS24, LSMF08, MNR09]. Use
[ALWG18]. Used [LZW21, Pol11]. Using
[AKNB07, AH11, ACJP23, AV17, AOSN+18,
ALR+13, ACCT20, AAAM+24, AGGM11,
AFJ12, AFAAW+11, AV12, ACSR21,
ANR+23, AAT20, AN21, ASI+11, AD12,
ADPH13, BMCY22, BBN18, BP22, BGS+12,
BHMA06, BMSZ22, BCC+23, BFM13,
BMR21, BMHS13, BSV10, BS10a,
BHHMCL16, BM12, BM20, BWRF12,
BBH12, CP13, CZ20, CCL+24, CPRC24,
COW20, CC11, CLC+17, CGL+23b,
CWLS15, CLH+15, CZL+22, CYWW22,
CD08, CKWY12, CHH+22, CCN22, CWZ08,
CYTY13, CSS11, CAN+08, CCC+22,
DSM23, DGH+06, DSHM08, DNS19,
DMJ+18, DZMB22, DZD+23, DM09,
DKDD10, DLL+24, DABV17, DBK18,
EMDH11, FWXZ19, FLHG24, FSX19, FJJ11,
FWY19, FXZS22, FSB+11, GT24, GZG17,
GRK23, GK08, GPMH16, GLW12, GED+17,
GZYL22, GZWD23, GAX+23, GM22,
GPC+20, GCY+21, HEK18, HOS+12a,
HOS+12b, HZZY16, HZTP12, HYY11, HS08,

HYC12, HKT+18, HCLS11, HPL+13].
Using [HLSR18, HDS+18, HGC+20, HC07,
HMK+07, HF12, HGM18, HXX21, HWZ+23,
INT11, IQA18, IBN19, JKNE21, JKC23,
KMSY20, KSMT19, Kar12a, KNTB18,
KSP22, KCP18, KKP22, KK19, KKPP22,
KAHK+10, KVX12, LCEMO18, LFK16,
LTLTS23, LSM+21, LTP22, LLX+11,
LLH+17, LYL+17, LW19a, LMZ+20,
LSY+20, LWW+21, LZW+22, LTT+22,
LQJ+23, LLMZ23, LMW+24, cLWA07,
LZH18, LYZ+24, LQW+23, LWZ12,
LHKL17, LHQ+18, LNW20, LWZ+21c,
LJN+23, LZC+23, LLX+24, LLL15, LT07,
LLW+22, MNR09, MGXS15, MTSCO10,
MTNH17, MSB19, MLFM22, MK16,
MBP+18, MGP+22, MMS24, MCCZC08,
MIC+07, MSKC19, MFF+18, MWSM12,
MGS17, MDM13, NTL+22, NSAH19,
NWW19, OC13, PRP21, PGHT12, PI09,
PA22, PR18, PLCW17, PYL+21, PPFG20,
PGF18, PN17, QZJ+23, QZL+22, QZLL24,
QBPEL12, RLR20, RM13, RTA+16,
RFFB+20, RdlCGW09, RP13, RKZ16,
RNAR+24, RTC23, RHZ+24, RBdJ11,
RA16, SKDA19, SP11, SKS22]. Using
[SLGK17, SMRP15, SB12, SBW15, SSV+19,
SVG+24, SYZ+13, SRM18, ST05, SDH20a,
SDCW11, SSD+16, SAK+21, SSP+17,
SKD+07, SR06, SVE21, SYKBG24, SZLL11,
SGH12, SPL+23, SRXZ24, TIA+11,
TGGF10, TZY11, TED+12, TB23, TW10,
TAI+19, TWZW16, UAH16, UWZ+24,
Vis18, WS12, WCX07, WZJH12, WFY+19,
WHF+20, WZR+22, WYF+23, WZJS23,
WLP23, WWBZ19, WRH+09, WXS+19,
WL22, WB11, WLL13, WDS+12, WZ13a,
WW19, XZG+23, XZS+21, XWF07, XAW07,
XLL+18, XLL19, YCYC12, YLCC13,
YYG+21, YYLL22, YWCC22, YLXJ04,
YJ22, YJS+24, YNBM05, YBGB10,
YPL+23, YLWS21, YOKI09, ZLLZ17,
ZHEB05, ZHSS07, ZLPW16, ZLH+17,
ZZY+17, ZCG+18, ZPW+19, ZLXL19,
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ZZF+19, ZWXL20, ZLS+21, ZCL21,
ZZP+21b, ZWLZ21, ZXZ+21, ZWHH21,
ZSH21, ZCT22, ZCL22, ZYX+23, ZZLH23,
ZXW+23, ZSD08, ZMKL22, ZZW+24,
ZWW17, ZSC+10, ZYF+18, ZWY+10,
ZZDY13, ZGDH16, ZDYH17, ZCWW19,
ZHE19, ZLZW22, ZL15, ZM22]. Using
[vBdRD+11, wTCAK+20, CWDS15, CR14,
CZB+16, DGRC15, EES14, GGZZ14,
GZGX14, GÁVRRL15, HC14a, HLHAJ20,
HS15, HWK14, HK15, JZCZ15, JHXP15,
KGK14, KD15, KAS21, LJL+14, LP15,
LXZ+15, MZL15, MEOL14, MMSH14,
ARZ+14, NI07, PWZW15, PRZ+14, RHH16,
SHK14, SSS20a, SLS+14, SXL+14,
WSTL+15, XZY+14, YRD+13, YRD+14a,
YRD+15, ZSY+14]. uSPR [BS10b]. UTE
[QZZ+21a]. UTE-mDixon [QZZ+21a].
Utilization [ED15, XNYC21]. Utilizing
[DSCM20, FMA+20, HC13, NSC17].

V [MRB+24, ZLS+19]. Vaccine
[AM22b, GBSB21, LKK+23, QQD+21,
SVG+24, SSP+17]. Validated [LZL+24].
Validation
[BG13, CBZ18, GZR+18, GHL05, JCF13,
MBF+11, VDS+20, ZLLZ17]. Validations
[SVG+24]. Validity [SMK+12, FN14].
Value [BMSZ22, FWXZ19, QZJ+23,
WCA+19, XL16, YWK+07, YPS11]. Valued
[LW13b]. Values [QZZ21b, VTGC16, KS14].
Variability [LKY+11, MSH+11, PPFG20].
Variable [BG17, EAS13, QZL+22,
RFFB+20, SS06a, ZKL18, MM14b].
Variable-Length [RFFB+20]. Variables
[ALQ17]. Variance [SYZ+13]. Variant
[PR18, SCU+24, SVE21, TWW+20].
Variants [JWZ+20, KB20, LZL+24,
LQY+20, NLGG12, SCU+24, WHXS17,
ZmCXS17, ZRK19, LLH+14]. Variation
[TBRS13, YYX+21, ZYW+13, LWM14].
Variation-Based [YYX+21]. Variational
[JKC23, JWG+22, ZZW+24, BCLC15].
Variations [CW09a, CSK+11, YLBX21,

ZANN20, dNG17, PV16, SB16]. Variety
[ZGZ+20]. Various [HLY+22]. VARUN
[ACP10]. Varying
[FZWS17, PKA20, RXAH+23, YC08,
YLZW21, ZWHC19, CZWT15, ZWC15].
Vascularization [UBP+19]. VCF
[LQY+20]. VCF-Based [LQY+20]. VCV
[SZCX19]. Vector [BM17, CCYW12,
FDZ+24, GT24, LLX+11, LLX+16, LZL+24,
LLT10, MNR09, MSKC19, QL09, RTA+16,
SZLL11, WLL13, WZ13a, JHXP15].
Vectors [CZ20, Kar12a, YH13]. Vehicle
[GCL+18, ZD17]. Vehicular [NCL+23].
Vein [wTCAK+20]. Vendor [ZSZ+22].
Ventilated [RSCX18]. Ventilation
[MGP+22]. Ventilator [SZCX19].
Verification [GMAS22, MGS+21].
Verification-Aware [MGS+21]. Verified
[SFB+08]. Versus [YF23, SDN+11, TSM14].
Vertex [BSV10]. Vertices [MSS+19b].
verticillioides [KZW+18]. Very
[WCX07, SYV14]. Vesicles [DADF+10].
Vessel
[JLK+21, LLL+21a, MWH+23, ZZH+24].
Via [CZC+23, GRD+21, SND22, AHC+21,
BSS+22, CWZW15, CCCY20, CLXL24,
CSSS16, CZF+05, CHNW20, CJH+21,
CZDZ22, DZW24, DLM12, DKS+15,
GAJ+18, GBLZ14, GPScF15, GFG16,
HYR+19, HLN20, HF07, HYL+19, HJD24,
JHW+19, KSN+12, LYH+16, LDM18,
LFZ+19, LCW+18, LWL+20, LLZ+23,
LLZ+22, LW24, LTX21, MDMR+22, NRV22,
NM22, NSNN12, PS15, QD12, RFBTD22,
RTD23, RdMCBC13, SBOA23, SdOD+12,
SDH20b, SWSA21, SGR+17, SJWW23,
TYL+16, TK05, TC13, VF09, VM18,
WLL+09, WL13b, WYHD17, WCC+18,
WCL11, WOYL17, XL16, XW16, XYLL23,
YHCS19, YZL23, YFCM17, YHB12,
YFWZ16, YWF+20, ZZKW18, ZDL12,
ZHZ+20, ZZY+22, ZYJ+23, ZYW+13,
ZZDW13]. Video [DST15a, ZHG20].
Videocapsule [LWW+21]. Videos
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[GBTW16]. View [BCF+07, CZL+22, LC19,
LXL+21, PLD+23, SND22, SSF18, TDZ+24,
WZHM23, YJ22, ZL24, ZHJ17]. Views
[WRH+09]. Vignette [WAG19]. Vimentin
[CMC+12]. Vina [HOS+12a, HOS+12b].
ViPRA [LMW+24]. ViPRA-Haplo
[LMW+24]. Viral [LMW+24]. Virtual
[BB24]. Virulence [ZJ23]. Virulent
[NLGG12]. Virus [LLW+11, MHTJ22,
MBP+18, QQD+21, RAA20, ZZ13].
Virus-Human [MHTJ22].
Virus-Triggered [ZZ13]. Viruses
[BJ10, CLXL24]. Visibility [JMCY23].
Vision [CWT+19, GPF+20, MMC+23].
Visual [Jam17, LTwG+11, MBB+17,
WRH+09, GCC+14]. Visualization
[CMS12, GLG10, RWH+10, SW17, ZKLZ24].
Visualizing [RdlCGW09]. Visually
[Jam13]. Vital [BVCD24]. Vitiligo
[MSJP19]. Vitro [XSS17, ZZW+22, ZSH21].
VOC [KHO+20]. Vocabulary [BMHS13].
Vogtmann [WYH17]. Vol [Tit16]. Volume
[SSK+20]. Vote [LRE+22]. Voting [PI09].
Voxel [CBES11]. Vulnerability [LKK+23].

WABI [Cas07, KJ04, KJ05]. Waddington
[ZKLZ24]. Walk
[LZX+21, LZHZ17, LWL+19, PLCW17,
XW16, XGWW19, YDW+20, YSW+17,
ZJZ+24, ZWG+21, CWZW15]. Walking
[ABS17]. Walks
[CCLS13, CNO+23, GFS13, YFWZ18].
Warning [HSZ+23, TP18]. Wasserstein
[CZW+23a]. Watermarking [HEK18].
Wavefronts [MBF+13]. Wavelet
[DZD+23, KVX12, MK16, MCCZC08,
NVSH18, SJNS19, ZZDY13, GZGX14,
YTLL15, MSS+13a]. wavelet-based
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[AWW18, CHWY19, DYL+23, GAH+21,
MP22, WWY+24, YHB12, LZGZ14].
Weighting-Assisted [MP22]. Weights
[HRdR09]. Welcome
[Gus07a, Gus07b, Wil04b]. Wheeler
[KK19, KVX12, LHS16, NTR16, TED+12].
Which [iAOSS16, SSS+11]. Whitening
[BYW+23]. Whole
[HKS11, JWW+24, LN17, LTX21, NLHL17,
PH10a, SSS13b, TGLP16, TWW+20,
TDZZ24, XPH20, YFY+22, ZZS18].
Whole-Exome [TWW+20].
Whole-Genome
[HKS11, TGLP16, YFY+22].
Whole-Sample [PH10a]. Wide
[AKH+23, BGS+12, DGV+17, FLW12,
FMA+20, GZC+17, KMSY20, LW18, LW19a,
LZW20, MK16, NPK+07, NTL+22, PIPC18,
SKS+19, TIA+11, Val11, VTGC16, WYY+13,
ZZCY10, ZHG20, ZAZ11, TYL+16, WHZ14].
Wide-Range [MK16]. Widely [Pol11].
Wilcoxon [SBOA23]. Wild [PCGS05].
Window [MK16, dSRCT+11, SSS13a].
Wing [GGH+13]. Wise
[GCB+18, HZL+20, ZGDH16]. Within
[DZMB22, ZSZ+22, BEQD19, PWT10].
Within-Host [DZMB22]. Without
[JZS+18, OZWA21, XLZW22, BBSP08,
MYCW12, ZWS+18]. Wolf [SBOA23].
Women [FMA+20]. Word [ANR+23,
HVD18, HLL+18a, JLH16, LLQ+16].
Workflow [AAF+13, HVD18, LBL+10,
MZ17, SVG+24, BF14].
Workflow-Enabling [LBL+10]. Workshop
[AJM18, ANT19, HCQ14, Kim18].
Workshop/International [Kim18].
Wrapper [LH10]. Wright [NT24]. Wrong
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[LNR+09].

X [LXC+24, Str11, WSJ21, WKZ+24,
YMW+12, ZJW+22]. X-Ray
[LXC+24, Str11, WKZ+24]. X-Rays
[ZJW+22, WSJ21]. X4 [LSMF08]. XDR
[SKS+19]. Xeon [MPA15]. XGB [FLHG24].
XGB-RFE [FLHG24]. XGBoost [OW20].
XlnR [OMAdG+12]. XML [LLZ+20b].
XML-Based [LLZ+20b]. Xor [BVD+10].
Xylanase [ZD21].

Y-Ion [WM19a]. Y-Linked [GGM21].
YamiPred [KTLM15]. Year [Gus09a].
Yeast [CAW+19, CS15, ZACS09].

Zassenhaus [CP13]. zebrafish [GCC+14].
Zero [GM22, YNBM05, ZW13]. Zero-
Suppressed [YNBM05]. Zika [RAA20].
Zoom [TDZZ24]. ZoomOut [ABS15].
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Franco. A basic protein com-
parative three-dimensional
modeling methodological

workflow theory and prac-
tice. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics,
11(6):1052–1065, November
2014. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Boes:2017:LBN

[BFK17] Olivier Boes, Mareike Fis-
cher, and Steven Kelk. A
linear bound on the num-
ber of states in optimal
convex characters for max-
imum parsimony distance.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 14(2):472–
477, March 2017. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Biller:2013:RBP

[BFM13] Priscila Biller, Pedro Fei-
jao, and Joao Meidanis.
Rearrangement-based phy-
logeny using the single-cut-
or-join operation. IEEE/
ACM Transactions on Com-
putational Biology and Bioin-
formatics, 10(1):122–134,
January 2013. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bertrand:2005:TRL

[BG05] Denis Bertrand and Olivier
Gascuel. Topological rear-
rangements and local search
method for tandem dupli-



REFERENCES 117

cation trees. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 2(1):15–28, January
2005. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Bogdanowicz:2012:MSD

[BG12] Damian Bogdanowicz and
Krzysztof Giaro. Match-
ing split distance for un-
rooted binary phylogenetic
trees. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 9
(1):150–160, January 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Baya:2013:HMC

[BG13] Ariel E. Baya and Pablo M.
Granitto. How many clus-
ters: a validation index
for arbitrary-shaped clus-
ters. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 10
(2):401–414, March 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bonnici:2017:VOS

[BG17] Vincenzo Bonnici and Ros-
alba Giugno. On the
variable ordering in sub-
graph isomorphism algo-
rithms. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 14(1):193–203, January

2017. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Bakhteh:2020:IMS

[BGHC20] Somayeh Bakhteh, Alireza
Ghaffari-Hadigheh, and Nader
Chaparzadeh. Identifica-
tion of minimum set of
master regulatory genes in
gene regulatory networks.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 17(3):999–
1009, May 2020. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2018.2875692.

Bordewich:2009:CTM

[BGHM09] Magnus Bordewich, Olivier
Gascuel, Katharina T. Hu-
ber, and Vincent Moulton.
Consistency of topological
moves based on the balanced
minimum evolution princi-
ple of phylogenetic infer-
ence. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 6
(1):110–117, January 2009.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Belcastro:2012:REA

[BGS+12] Vincenzo Belcastro, Francesco
Gregoretti, Velia Siciliano,
Michele Santoro, Giovanni
D’Angelo, Gennaro Oliva,
and Diego di Bernardo. Re-



REFERENCES 118

verse engineering and anal-
ysis of genome-wide gene
regulatory networks from
gene expression profiles us-
ing high-performance com-
puting. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 9(3):668–678, May 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Brown:2006:IPA

[BH06] Daniel G. Brown and Ian M.
Harrower. Integer program-
ming approaches to haplo-
type inference by pure par-
simony. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
3(2):141–154, April 2006.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bhattacharyya:2023:BAD

[Bha23] Ramkishore Bhattacharyya.
Bidirectional association dis-
covery leads to precise iden-
tification of lung cancer
biomarkers and genome taxa
class. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 20
(3):1783–1794, May 2023.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2022.3215630.

Bonilla-Huerta:2016:HFU

[BHHMCL16] Edmundo Bonilla-Huerta,

Alberto Hernandez-Montiel,
Roberto-Morales Caporal,
and Marco Arjona Lopez.
Hybrid framework using
multiple-filters and an em-
bedded approach for an ef-
ficient selection and classi-
fication of microarray data.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 13(1):12–26,
January 2016. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Berger:2006:JAG

[BHMA06] John A. Berger, Sampsa
Hautaniemi, Sanjit K. Mi-
tra, and Jaakko Astola.
Jointly analyzing gene ex-
pression and copy number
data in breast cancer us-
ing data reduction mod-
els. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 3(1):2–16, January 2006.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Brankovic:2019:DFS

[BHP19] Aida Brankovic, Marjan
Hosseini, and Luigi Piroddi.
A distributed feature selec-
tion algorithm based on dis-
tance correlation with an
application to microarrays.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 16(6):
1802–1815, November 2019.



REFERENCES 119

CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2833482.

Bannai:2004:ADO

[BHS+04] Hideo Bannai, Heikki Hyyro,
Ayumi Shinohara, Masayuki
Takeda, Kenta Nakai, and
Satoru Miyano. An O(N 2)
algorithm for discovering
optimal Boolean pattern
pairs. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 1
(4):159–170, October 2004.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bokes:2021:MBF

[BHS21] Pavol Bokes, Michal Hojcka,
and Abhyudai Singh. Mi-
croRNA based feedforward
control of intrinsic gene ex-
pression noise. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 18(1):272–282,
January 2021. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2938502.

Berlow:2014:IAA

[BHW+14] Noah Berlow, Saad Haider,
Qian Wan, Mathew Geltzeiler,
Lara E. Davis, Charles
Keller, and Ranadip Pal.
An integrated approach to

anti-cancer drug sensitiv-
ity prediction. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 11(6):995–1008,
November 2014. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bi:2009:MCE

[Bi09] Chengpeng Bi. A Monte
Carlo EM algorithm for
De Novo Motif discovery
in biomolecular sequences.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 6(3):370–
386, July 2009. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bouasker:2021:PAB

[BIBD21] Souad Bouasker, Wissem In-
oubli, Sadok Ben Yahia, and
Gayo Diallo. Pregnancy as-
sociated breast cancer gene
expressions: New insights
on their regulation based
on rare correlated patterns.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 18(3):
1035–1048, May/June 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.3015236.

BinZaman:2023:ASO

[BIDS23] Ahmed Bin Zaman, Toki Tah-
mid Inan, Kenneth De



REFERENCES 120

Jong, and Amarda Shehu.
Adaptive stochastic opti-
mization to improve pro-
tein conformation sampling.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 20(5):
2759–2771, 2023. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3134103.

Bokhari:2010:RNI

[BJ10] Shahid H. Bokhari and
Daniel Janies. Reassortment
networks for investigating
the evolution of segmented
viruses. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
7(2):288–298, April 2010.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bulteau:2013:IED

[BJ13] Laurent Bulteau and Minghui
Jiang. Inapproximability
of ((1, 2))-exemplar distance.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 10(6):
1384–1390, November 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bohnsack:2023:AFS

[BKAV23] Katrin Sophie Bohnsack,
Marika Kaden, Julia Abel,
and Thomas Villmann.

Alignment-free sequence com-
parison: a systematic sur-
vey from a machine learn-
ing perspective. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 20(1):119–135, 2023.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2022.3140873.

Biswas:2019:RIM

[BKKG19] Ashis Kumer Biswas, Dong-
Chul Kim, Mingon Kang,
and Jean X. Gao. Robust
inductive matrix completion
strategy to explore associa-
tions between LincRNAs and
human disease phenotypes.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 16(6):
2066–2077, November 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2844816.

Bogdanov:2018:IEA

[BKLS18] Dan Bogdanov, Liina Kamm,
Sven Laur, and Ville Sokk.
Implementation and evalua-
tion of an algorithm for cryp-
tographically private princi-
pal component analysis on
genomic data. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 15(5):1427–1432,
September 2018. CODEN
ITCBCY. ISSN 1545-5963



REFERENCES 121

(print), 1557-9964 (elec-
tronic).

Baker:2019:PPL

[BKP+19] Dixie B. Baker, Bartha M.
Knoppers, Mark Phillips,
David van Enckevort, Petra
Kaufmann, Hanns Lochmuller,
and Domenica Taruscio.
Privacy-preserving linkage of
genomic and clinical data
sets. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 16
(4):1342–1348, July 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bocker:2011:DGS

[BKR11] Sebastian Bocker, Birte
Kehr, and Florian Rasche.
Determination of glycan
structure from tandem mass
spectra. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 8(4):976–986, July 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bicego:2012:ITM

[BLP+12] Manuele Bicego, Pietro Lo-
vato, Alessandro Perina,
Marianna Fasoli, Massimo
Delledonne, Mario Pezzotti,
Annalisa Polverari, and Vit-
torio Murino. Investigating
topic models’ capabilities in
expression microarray data
classification. IEEE/ACM
Transactions on Computa-

tional Biology and Bioin-
formatics, 9(6):1831–1836,
November 2012. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bartocci:2018:GEI

[BLP18] Ezio Bartocci, Pietro Lio,
and Nicola Paoletti. Guest
editors’ introduction to the
special section on the 14th
International Conference on
Computational Methods in
Systems Biology CMSB
2016. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 15
(4):1122–1123, July 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Boscolo:2008:ITE

[BLR08] Riccardo Boscolo, James C.
Liao, and Vwani P. Roy-
chowdhury. An informa-
tion theoretic exploratory
method for learning pat-
terns of conditional gene co-
expression from microarray
data. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
5(1):15–24, January 2008.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Basu:2015:EIF

[BLR15] Saurav Basu, Chi Liu, and
Gustavo Kunde Rohde. Ex-
traction of individual fil-



REFERENCES 122

aments from 2D confocal
microscopy images of flat
cells. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
12(3):632–643, May 2015.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bonet:2012:CFM

[BLS12] Maria Luisa Bonet, Si-
mone Linz, and Kather-
ine St. John. The com-
plexity of finding multi-
ple solutions to between-
ness and quartet compati-
bility. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 9
(1):273–285, January 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bocker:2008:CAM

[BM08] Sebastian Bocker and Veli
Makinen. Combinatorial ap-
proaches for mass spectra
recalibration. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 5(1):91–100, January
2008. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Bonnel:2012:LFP

[BM12] Nicolas Bonnel and Pierre-
François Marteau. LNA:
Fast protein structural com-
parison using a Laplacian
characterization of tertiary

structure. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 9(5):1451–1458,
September 2012. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bordewich:2013:AGP

[BM13] Magnus Bordewich and
Radu Mihaescu. Accuracy
guarantees for phylogeny
reconstruction algorithms
based on balanced mini-
mum evolution. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 10(3):576–583, May
2013. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Bandyopadhyay:2014:NPB

[BM14] Sanghamitra Bandyopad-
hyay and Koushik Mallick. A
new path based hybrid mea-
sure for gene ontology simi-
larity. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 11
(1):116–127, January 2014.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bhattacharyya:2015:CCS

[BM15] Sourya Bhattacharyya and
Jayanta Mukherjee. COSPEDTree:
couplet supertree by equiv-
alence partitioning of taxa
set and DAG formation.
IEEE/ACM Transactions on



REFERENCES 123

Computational Biology and
Bioinformatics, 12(3):590–
603, May 2015. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bandyopadhyay:2017:NFV

[BM17] Sanghamitra Bandyopad-
hyay and Koushik Mallick.
A new feature vector based
on gene ontology terms for
protein–protein interaction
prediction. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 14(4):762–770, July
2017. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Boukari:2020:ACT

[BM20] Fatima Boukari and Sokratis
Makrogiannis. Automated
cell tracking using mo-
tion prediction-based match-
ing and event handling.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 17(3):959–
971, May 2020. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2018.2875684.

Bae:2022:DPA

[BMCY22] Ho Bae, Seonwoo Min,
Hyun-Soo Choi, and Sun-
groh Yoon. DNA privacy:
Analyzing malicious DNA
sequences using deep neu-
ral networks. IEEE/ACM

Transactions on Computa-
tional Biology and Bioin-
formatics, 19(2):888–898,
March 2022. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.3017191.

Bahlouli:2016:FBP

[BMH+16] S. Bahlouli, A. Mokaddem,
F. Hamdache, H. Riane, and
M. Kameche. Fractal behav-
ior of the pancreatic β-cell
near the percolation thresh-
old: Effect of the KATP

channel on the electrical re-
sponse. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 13(1):112–121, January
2016. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Bleik:2013:TCB

[BMHS13] Said Bleik, Meenakshi Mishra,
Jun Huan, and Min Song.
Text categorization of biomed-
ical data sets using graph
kernels and a controlled
vocabulary. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 10(5):1211–1217,
September 2013. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Barker:2011:LGR

[BMK11] Nathan A. Barker, Chris J.
Myers, and Hiroyuki Kuwa-



REFERENCES 124

hara. Learning genetic reg-
ulatory network connectiv-
ity from time series data.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 8(1):152–
165, January 2011. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bernt:2006:GRB

[BMM06] Matthias Bernt, Daniel
Merkle, and Martin Midden-
dorf. Genome rearrange-
ment based on reversals
that preserve conserved in-
tervals. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 3(3):275–288, July 2006.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bernt:2008:SPR

[BMM08] Matthias Bernt, Daniel
Merkle, and Martin Midden-
dorf. Solving the preserv-
ing reversal median prob-
lem. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 5(3):332–347, July 2008.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bandyopadhyay:2014:SCS

[BMM14] Sanghamitra Bandyopad-
hyay, Saurav Mallik, and
Anirban Mukhopadhyay. A
survey and comparative

study of statistical tests for
identifying differential ex-
pression from microarray
data. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 11
(1):95–115, January 2014.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Biswas:2021:RPC

[BMR21] Saikat Biswas, Pabitra Mi-
tra, and Krothapalli Sreeni-
vasa Rao. Relation predic-
tion of co-morbid diseases
using knowledge graph com-
pletion. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
18(2):708–717, March 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2927310.

Bhadra:2022:UFS

[BMSZ22] Tapas Bhadra, Saurav Mallik,
Amir Sohel, and Zhongming
Zhao. Unsupervised fea-
ture selection using an inte-
grated strategy of hierarchi-
cal clustering with singular
value decomposition: an in-
tegrative biomarker discov-
ery method with application
to acute myeloid leukemia.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 19(3):1354–
1364, May 2022. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-



REFERENCES 125

tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3110989.

Becker:2017:MTL

[BMT17] Matthias Becker and Nadia
Magnenat-Thalmann. Mus-
cle tissue labeling of hu-
man lower limb in multi-
channel mDixon MR imag-
ing: Concepts and applica-
tions. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 14
(2):290–299, March 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bordon:2015:FLC

[BMZM15] Jure Bordon, Miha Moskon,
Nikolaj Zimic, and Miha
Mraz. Fuzzy logic as a com-
putational tool for quanti-
tative modelling of biologi-
cal systems with uncertain
kinetic data. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 12(5):1199–1205,
September 2015. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Berry:2006:IPC

[BN06] Vincent Berry and François
Nicolas. Improved param-
eterized complexity of the
maximum agreement subtree
and maximum compatible
tree problems. IEEE/ACM
Transactions on Computa-

tional Biology and Bioinfor-
matics, 3(3):289–302, July
2006. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Boyen:2013:MMM

[BNV+13] Peter Boyen, Frank Neven,
Dries Van Dyck, Felipe
Valentim, and Aalt van
Dijk. Mining minimal mo-
tif pair sets maximally cover-
ing interactions in a protein-
protein interaction network.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 10(1):73–86,
January 2013. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Boucher:2012:HCS

[BO12] Christina Boucher and Mo-
hamed Omar. On the
hardness of counting and
sampling center strings.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 9(6):
1843–1846, November 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Brito:2020:HRT

[BODD20] Klairton Lima Brito, An-
dre Rodrigues Oliveira,
Ulisses Dias, and Zanoni
Dias. Heuristics for the re-
versal and transposition dis-
tance problem. IEEE/ACM
Transactions on Computa-



REFERENCES 126

tional Biology and Bioinfor-
matics, 17(1):2–13, January
2020. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic). URL
https://dl.acm.org/doi/
abs/10.1109/TCBB.2019.
2945759.

Bontempi:2007:BSI

[Bon07] Gianluca Bontempi. A
blocking strategy to improve
gene selection for classifi-
cation of gene expression
data. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
4(2):293–300, April 2007.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Barnett:2024:GML

[BOSF24] Eric J. Barnett, Daniel G.
Onete, Asif Salekin, and
Stephen V. Faraone. Ge-
nomic machine learning
meta-regression: Insights on
associations of study fea-
tures with reported model
performance. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 21(1):169–177, 2024.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2023.3343808.

Bankapur:2022:EML

[BP22] Sanjay Bankapur and Nagamma
Patil. An effective multi-
label protein sub-chloroplast

localization prediction by
skipped-grams of evolution-
ary profiles using deep neural
network. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
19(3):1449–1458, May 2022.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.3037465.

Bokhari:2012:RNE

[BPJ12] Shahid H. Bokhari, Laura W.
Pomeroy, and Daniel A. Ja-
nies. Reassortment networks
and the evolution of pan-
demic H1N1 swine-origin in-
fluenza. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
9(1):214–227, January 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Banerjee:2021:EPG

[BPM21] Anupam Banerjee, Kun-
tal Pal, and Pralay Mi-
tra. An evolutionary pro-
file guided greedy paral-
lel replica-exchange Monte
Carlo search algorithm for
rapid convergence in protein
design. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
18(2):489–499, March 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2928809.



REFERENCES 127

Bach:2013:SND

[BPP+13] Christian Bach, Prabir Pa-
tra, Jani M. Pallis, William
Sherman, and Hassan Ba-
jwa. Strategy for naturelike
designer transcription fac-
tors with reduced toxicity.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 10(5):
1340–1343, September 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Borodovsky:2011:GEI

[BPRZ11] Mark Borodovsky, Teresa M.
Przytycka, Sanguthevar Ra-
jasekaran, and Alexander
Zelikovsky. Guest Editors’
introduction to the spe-
cial section on bioinformat-
ics research and applica-
tions. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 8(4):865–866, July 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Battagliero:2011:EAA

[BPV+11] Simone Battagliero, Giu-
seppe Puglia, Saverio Vi-
cario, Francesco Rubino,
Gaetano Scioscia, and Pietro
Leo. An efficient algorithm
for approximating geodesic
distances in tree space.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(5):
1196–1207, September 2011.

CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Basu:2017:GEI

[BPW17] Mitra Basu, Yi Pan, and
Jianxin Wang. Guest Ed-
itors introduction to the
special section on ISBRA
2014. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 14
(2):314–315, March 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Biswas:2021:CNM

[BRB21] Sourav Biswas, Sumanta
Ray, and Sanghamitra Bandy-
opadhyay. Colored net-
work Motif analysis by dy-
namic programming ap-
proach: an application in
host pathogen interaction
network. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
18(2):550–561, March 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2923173.

Barragan:2017:COA

[BRF17] Sandra Barragan, Cristina
Rueda, and Miguel A. Fer-
nandez. Circular order ag-
gregation and its application
to cell-cycle genes expres-
sions. IEEE/ACM Trans-
actions on Computational



REFERENCES 128

Biology and Bioinformatics,
14(4):819–829, July 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Brown:2005:OMS

[Bro05] Daniel G. Brown. Opti-
mizing multiple seeds for
protein homology search.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 2(1):29–38,
January 2005. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Behinaein:2018:PNS

[BRS18] Behnam Behinaein, Karen
Rudie, and Waheed San-
grar. Petri net siphon analy-
sis and graph theoretic mea-
sures for identifying com-
bination therapies in can-
cer. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 15
(1):231–243, January 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Biswas:2017:ECM

[BRZ+17] Abhishek Biswas, Desh Ran-
jan, Mohammad Zubair,
Stephanie Zeil, Kamal Al
Nasr, and Jing He. An effec-
tive computational method
incorporating multiple sec-
ondary structure predic-
tions in topology deter-
mination for cryo-EM im-

ages. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
14(3):578–586, May 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bordewich:2007:CHN

[BS07] Magnus Bordewich and
Charles Semple. Comput-
ing the hybridization num-
ber of two phylogenetic trees
is fixed-parameter tractable.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 4(3):458–
466, July 2007. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bordewich:2008:NRS

[BS08] Magnus Bordewich and
Charles Semple. Nature re-
serve selection problem: a
tight approximation algo-
rithm. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
5(2):275–280, April 2008.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bryant:2009:CDT

[BS09] David Bryant and Mike
Steel. Computing the dis-
tribution of a tree met-
ric. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 6(3):420–426, July 2009.



REFERENCES 129

CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bogdanov:2010:MFP

[BS10a] Petko Bogdanov and Am-
buj K. Singh. Molecu-
lar function prediction us-
ing neighborhood features.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 7(2):208–
217, April 2010. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Bonet:2010:CUD

[BS10b] Maria Luisa Bonet and
Katherine St. John. On
the complexity of uSPR dis-
tance. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 7(3):572–576, July 2010.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Bansal:2011:NFP

[BS11] Mukul S. Bansal and Ron
Shamir. A note on the fixed
parameter tractability of the
gene-duplication problem.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(3):
848–850, May/June 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Braga:2015:SLG
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Fernando D. Von Borstel,
Amada Torres, Gabriella
Rustici, Joaqúın Gutiérrez,
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Highly scalable genotype
phasing by entropy min-
imization. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 5(2):252–261, April
2008. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Ghorai:2011:CCG

[GMSD11] Santanu Ghorai, Anirban
Mukherjee, Sanghamitra
Sengupta, and Pranab K.
Dutta. Cancer classifica-
tion from gene expression

data by NPPC ensemble.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(3):
659–671, May/June 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Goni:2013:NAI

[Gon13] Osman Goni. A new ap-
proach to implement ab-
sorbing boundary condition
in biomolecular electrostat-
ics. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
10(3):799–804, May 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Gossler:2011:CBM

[Gos11] Gregor Gossler. Component-
based modeling and reacha-
bility analysis of genetic net-
works. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 8(3):672–682, May/June
2011. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Goutsias:2006:HMM

[Gou06] John Goutsias. A hidden
Markov model for transcrip-
tional regulation in single
cells. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
3(1):57–71, January 2006.
CODEN ITCBCY. ISSN



REFERENCES 211

1545-5963 (print), 1557-9964
(electronic).

Guo:2020:NEE

[GPC+20] Qian Guo, Tianhong Pan,
Shan Chen, Xiaobo Zou, and
Dorothy Yu Huang. A novel
edge effect detection method
for real-time cellular ana-
lyzer using functional prin-
cipal component analysis.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 17(5):
1563–1572, September 2020.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2903094.

Gorecki:2017:UDD

[GPE17] Pawel Pawel Gorecki, Jaroslaw
Paszek, and Oliver Eulen-
stein. Unconstrained diam-
eters for deep coalescence.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 14(5):
1002–1012, September 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Gibbs:2020:AVS

[GPF+20] Jonathon A. Gibbs, Michael P.
Pound, Andrew P. French,
Darren M. Wells, Erik H.
Murchie, and Tony P. Prid-
more. Active vision and
surface reconstruction for
3D plant shoot modelling.
IEEE/ACM Transactions

on Computational Biology
and Bioinformatics, 17(6):
1907–1917, November 2020.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2896908.

Gong:2016:GBN

[GPMH16] Maoguo Gong, Zhenglin
Peng, Lijia Ma, and Jiaxi-
ang Huang. Global biological
network alignment by using
efficient memetic algorithm.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 13(6):
1117–1129, November 2016.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Gomez-Pulido:2015:ABA

[GPScF15] Juan A. Gomez-Pulido,
Bertil Schmidt, and Wu chun
Feng. Accelerating bioin-
formatics applications via
emerging parallel comput-
ing systems. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 12(5):971–972,
September 2015. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Ganor:2020:NGT

[GPZ20] Dor Ganor, Ron Y. Pin-
ter, and Meirav Zehavi. A
note on GRegNetSim: a
tool for the discrete simu-



REFERENCES 212

lation and analysis of ge-
netic regulatory networks.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 17(1):316–
320, January 2020. CO-
DEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2878749.

Gramm:2004:PTA

[Gra04] Jens Gramm. A polynomial-
time algorithm for the
matching of crossing contact-
map patterns. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 1(4):171–180, Octo-
ber 2004. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Ge:2021:CMB

[GRD+21] Yan Ge, Philipp Rosendahl,
Claudio Durán, Nicole Töpfner,
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[MPZ07] Ion I. Mãndoiu, Yi Pan, and
Alexander Zelikovsky. Guest
Editors’ introduction to the
Special Section on Bioinfor-
matics Research and Appli-
cations. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
4(4):513–514, October 2007.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mandoiu:2008:GEI

[MPZ08] Ion I. Mandoiu, Yi Pan, and
Alexander Zelikovsky. Guest
Editors’ introduction to the
special section on bioinfor-
matics research and applica-
tions. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 5(3):321–322, July 2008.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Maharaj:2021:CNE

[MQOH21] Sridevi Maharaj, Taotao
Qian, Zarin Ohiba, and
Wayne Hayes. Common
neighbors extension of the
sticky model for PPI net-
works evaluated by global
and local graphlet similar-
ity. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics,
18(1):16–26, January 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.3017374.

Mossel:2010:ILS

[MR10] Elchanan Mossel and Se-
bastien Roch. Incom-
plete lineage sorting: Con-
sistent phylogeny estima-
tion from multiple loci.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 7(1):166–
171, January 2010. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Ma:2012:RNH

[MRB12] Lingyu Ma, Marco Reis-
ert, and Hans Burkhardt.
RENNSH: a novel α-helix
identification approach for
intermediate resolution elec-
tron density maps. IEEE/
ACM Transactions on Com-
putational Biology and Bioin-
formatics, 9(1):228–239,
January 2012. CODEN



REFERENCES 344

ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Morris:2024:EDA

[MRB+24] Jordan Morris, Ashur Rafiev,
Graeme M. Bragg, Mark L.
Vousden, David B. Thomas,
Alex Yakovlev, and An-
drew D. Brown. An event-
driven approach to geno-
type imputation on a custom
RISC-V cluster. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 21(1):26–35, 2024.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2023.3328714.

Ma:2018:MLR

[MRK18] Eddie Y. T. Ma, Sujee-
van Ratnasingham, and Ste-
fan C. Kremer. Machine
learned replacement of N -
labels for basecalled se-
quences in DNA barcod-
ing. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 15
(1):191–204, January 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mossel:2009:SEA

[MRS09] Elchanan Mossel, Sebastien
Roch, and Mike Steel.
Shrinkage effect in ances-
tral maximum likelihood.
IEEE/ACM Transactions on

Computational Biology and
Bioinformatics, 6(1):126–
133, January 2009. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Munoz:2010:RPG

[MS10] Adriana Munoz and David
Sankoff. Rearrangement
phylogeny of genomes in con-
tig form. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
7(4):579–587, October 2010.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mauch:2011:EFE

[MS11] Sean Mauch and Mark
Stalzer. Efficient formula-
tions for exact stochastic
simulation of chemical sys-
tems. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
8(1):27–35, January 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Maji:2017:SFS

[MS17] Pradipta Maji and Ekta
Shah. Significance and func-
tional similarity for iden-
tification of disease genes.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 14(6):
1419–1433, November 2017.
CODEN ITCBCY. ISSN



REFERENCES 345

1545-5963 (print), 1557-9964
(electronic).

Medhat:2021:FRA

[MS21] Belal Medhat and Ahmed
Shawish. FLR: a revolu-
tionary alignment-free sim-
ilarity analysis methodol-
ogy for DNA-sequences.
IEEE/ACM Transactions
on Computational Biol-
ogy and Bioinformatics, 18
(5):1924–1936, September/
October 2021. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.2967385.

Mandal:2019:BIC

[MSB19] Koyel Mandal, Rosy Sarmah,
and Dhruba Kumar Bhat-
tacharyya. Biomarker iden-
tification for cancer dis-
ease using biclustering ap-
proach: an empirical study.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 16(2):490–
509, March 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2820695.

Mykowiecka:2018:IGS

[MSG18] Agnieszka Mykowiecka, Pawel
Szczesny, and Pawel Gorecki.
Inferring gene-species as-
signments in the presence
of horizontal gene transfer.
IEEE/ACM Transactions

on Computational Biology
and Bioinformatics, 15(5):
1571–1578, September 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Magni:2011:SPI

[MSH+11] Paolo Magni, Angela Sime-
one, Sandra Healy, An-
tonella Isacchi, and Roberta
Bosotti. Summarizing probe
intensities of Affymetrix
GeneChip 3’ expression
arrays taking into ac-
count day-to-day variability.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(5):
1425–1430, September 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Malhotra:2019:PTE

[MSJP19] Anvita Gupta Malhotra,
Sudha Singh, Mohit Jha,
and Khushhali M. Pandey.
A parametric targetabil-
ity evaluation approach
for vitiligo proteome ex-
tracted through integration
of gene ontologies and pro-
tein interaction topologies.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 16(6):
1830–1842, November 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2835459.



REFERENCES 346

Mirzaei:2019:PSP

[MSKC19] Shokoufeh Mirzaei, Tomer
Sidi, Chen Keasar, and Sil-
via Crivelli. Purely struc-
tural protein scoring func-
tions using support vec-
tor machine and ensem-
ble learning. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 16(5):1515–1523,
September 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Mandon:2019:ASR

[MSP+19] Hugues Mandon, Cui Su,
Jun Pang, Soumya Paul, Ste-
fan Haar, and Loic Pauleve.
Algorithms for the sequential
reprogramming of Boolean
networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 16(5):1610–1619,
September 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Ma:2018:ICS

[MSQ18] Xiaoke Ma, Penggang Sun,
and Guimin Qin. Identify-
ing condition-specific mod-
ules by clustering multi-
ple networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 15(5):1636–1648,
September 2018. CODEN
ITCBCY. ISSN 1545-5963

(print), 1557-9964 (elec-
tronic).

Meng:2013:WAC

[MSS+13a] Tao Meng, Ahmed T. Soli-
man, Mei-Ling Shyu, Yimin
Yang, Shu-Ching Chen, S. S.
Iyengar, John Yordy, and
Puneeth Iyengar. Wavelet
analysis in current cancer
genome research: a survey.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 10(6):
1442–14359, November 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Molloy:2013:PSE

[MSS13b] Kevin Molloy, Sameh Saleh,
and Amarda Shehu. Prob-
abilistic search and energy
guidance for biased decoy
sampling in ab initio pro-
tein structure prediction.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 10(5):
1162–1175, September 2013.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Majumder:2019:CMD

[MSS19a] Aurpan Majumder, Mri-
tyunjay Sarkar, and Pro-
lay Sharma. A composite
mode differential gene regu-
latory architecture based on
temporal expression profiles.
IEEE/ACM Transactions
on Computational Biology



REFERENCES 347

and Bioinformatics, 16(6):
1785–1793, November 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2828418.

Meysman:2019:MES

[MSS+19b] Pieter Meysman, Yvan
Saeys, Ehsan Sabaghian,
Wout Bittremieux, Yves Van
de Peer, Bart Goethals, and
Kris Laukens. Mining the en-
riched subgraphs for specific
vertices in a biological graph.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 16(5):
1496–1507, September 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Ma:2019:IFP

[MSZ19a] Xiaoke Ma, Penggang Sun,
and Zhong-Yuan Zhang. An
integrative framework for
protein interaction network
and methylation data to dis-
cover epigenetic modules.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 16(6):
1855–1866, November 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2831666.

Mandoiu:2019:GEI

[MSZ19b] Ion I. Mandoiu, Pavel
Skums, and Alexander Ze-

likovsky. Guest Editors’
introduction to the spe-
cial section on bioinformat-
ics research and applica-
tions. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
16(4):1362–1363, July 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mao:2011:RMS

[MT11] Kezhi Z. Mao and Wenyin
Tang. Recursive Maha-
lanobis separability mea-
sure for gene subset selec-
tion. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 8
(1):266–272, January 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Margaliot:2012:SSD

[MT12a] Michael Margaliot and Tamir
Tuller. On the steady-state
distribution in the homoge-
neous ribosome flow model.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 9(6):
1724–1736, November 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Margaliot:2012:SAR

[MT12b] Michael Margaliot and Tamir
Tuller. Stability analysis
of the ribosome flow model.
IEEE/ACM Transactions



REFERENCES 348

on Computational Biology
and Bioinformatics, 9(5):
1545–1552, September 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Malik:2024:GEE

[MT24] Ashwani Kumar Malik and
M. Tanveer. Graph em-
bedded ensemble deep ran-
domized network for diag-
nosis of Alzheimer’s dis-
ease. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
21(4):546–558, July 2024.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2022.3202707.

Matroud:2022:AAA

[MTH22] Atheer Matroud, Christo-
pher Tuffley, and Michael
Hendy. An asymmetric
alignment algorithm for esti-
mating ancestor-descendant
edit distance for tandem re-
peats. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
19(4):2080–2091, July 2022.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3059239.

Martinez:2015:CAS

[MTM+15] Hector Martinez, Joaquin
Tarraga, Ignacio Medina,
Sergio Barrachina, Maribel

Castillo, Joaquin Dopazo,
and Enrique S. Quintana-
Orti. Concurrent and ac-
curate short read map-
ping on multicore processors.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 12(5):
995–1007, September 2015.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mahjani:2017:FCF

[MTNH17] Behrang Mahjani, Salman
Toor, Carl Nettelblad, and
Sverker Holmgren. A flexible
computational framework
using R and map-reduce for
permutation tests of massive
genetic analysis of complex
traits. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
14(2):381–392, March 2017.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Mondol:2022:AAA

[MTR+22] Raktim Kumar Mondol,
Nhan Duy Truong, Moham-
mad Reza, Samuel Ippolito,
Esmaeil Ebrahimie, and
Omid Kavehei. AFExNet:
an adversarial autoencoder
for differentiating breast
cancer sub-types and ex-
tracting biologically relevant
genes. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
19(4):2060–2070, July 2022.



REFERENCES 349

CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3066086.

Madeira:2010:IRM

[MTSCO10] Sara C. Madeira, Miguel C.
Teixeira, Isabel Sa-Correia,
and Arlindo L. Oliveira.
Identification of regulatory
modules in time series gene
expression data using a lin-
ear time biclustering algo-
rithm. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 7
(1):153–165, January 2010.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Murali:2018:GE

[Mur18] T. M. Murali. Guest edi-
torial. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 15(4):1036, July 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Milotti:2013:CAB

[MVS+13] Edoardo Milotti, Vladislav
Vyshemirsky, Michela Sega,
Sabrina Stella, Federico
Dogo, and Roberto Chig-
nola. Computer-aided bio-
physical modeling: a quan-
titative approach to com-
plex biological systems.
IEEE/ACM Transactions on
Computational Biology and

Bioinformatics, 10(3):805–
810, May 2013. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Martin-Vide:2019:ACB

[MVVR19] Carlos Martin-Vide and
Miguel A. Vega-Rodriguez.
Algorithms for computa-
tional biology: Third edi-
tion. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
16(3):701–702, May 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Martin-Vide:2020:ACB

[MVVR20] Carlos Mart́ın-Vide and
Miguel A. Vega-Rodŕıguez.
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Mumcuoğlu. Subcellu-
lar localization prediction
with new protein encoding
schemes. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
4(2):227–232, April 2007.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Omony:2012:EDS

[OMAdG+12] Jimmy Omony, Astrid R.
Mach-Aigner, Leo H. de Graaff,
Gerrit van Straten, and An-
ton J. B. van Boxtel. Eval-
uation of design strategies
for time course experiments
in genetic networks: Case
study of the XlnR regu-
lon in Aspergillus niger .
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 9(5):
1316–1325, September 2012.
CODEN ITCBCY. ISSN

1545-5963 (print), 1557-9964
(electronic).

Olman:2009:PCA

[OMWX09] Victor Olman, Fenglou Mao,
Hongwei Wu, and Ying Xu.
Parallel clustering algorithm
for large data sets with
applications in bioinformat-
ics. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
6(2):344–352, April 2009.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Owen:2011:FAC

[OP11] Megan Owen and J. Scott
Provan. A fast algorithm
for computing geodesic
distances in tree space.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 8(1):2–13,
January 2011. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Oakley:2013:PSO

[ORCJ13] Mark T. Oakley, Eliza-
beth Grace Richardson, Har-
riet Carr, and Roy L. John-
ston. Protein structure opti-
mization with a “Lamarck-
ian” ant colony algorithm.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 10(6):
1548–1552, November 2013.
CODEN ITCBCY. ISSN



REFERENCES 366

1545-5963 (print), 1557-9964
(electronic).

Ozden:2021:DDR

[OSA+21] Furkan Ozden, Metin Can
Siper, Necmi Acarsoy, Tu-
grulcan Elmas, Bryan Marty,
Xinjian Qi, and A. Ercument
Cicek. DORMAN: Database
of Reconstructed MetAbolic
Networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 18(4):1474–1480,
July/August 2021. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2944905.

Ogunleye:2020:XMC

[OW20] Adeola Ogunleye and Qing-
Guo Wang. XGBoost
model for chronic kidney dis-
ease diagnosis. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 17(6):2131–2140,
November 2020. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2911071.

Ou-Yang:2015:DPC

[OYDZ15] Le Ou-Yang, Dao-Qing
Dai, and Xiao-Fei Zhang.
Detecting protein com-
plexes from signed protein-
protein interaction networks.
IEEE/ACM Transactions
on Computational Biology

and Bioinformatics, 12(6):
1333–1344, November 2015.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Ogundijo:2021:CIT

[OZWA21] Oyetunji E. Ogundijo, Kaiyi
Zhu, Xiaodong Wang, and
Dimitris Anastassiou. Char-
acterizing intra-tumor het-
erogeneity from somatic mu-
tations without copy-neutral
assumption. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 18(6):2271–2280,
November/December 2021.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.2973635.

Ozyurt:2012:AIC

[Ozy12] I. Burak Ozyurt. Au-
tomatic identification and
classification of noun argu-
ment structures in biomed-
ical literature. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 9(6):1639–1648,
November 2012. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Paul:2022:NFS

[PA22] Madhusudan Paul and Ashish
Anand. A new family of
similarity measures for scor-
ing confidence of protein in-



REFERENCES 367

teractions using gene ontol-
ogy. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics,
19(1):19–30, January 2022.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3083150.

Ponzoni:2007:IAR

[PAAG07] Ignacio Ponzoni, Francisco
Azuaje, Juan Augusto,
and David Glass. In-
ferring adaptive regulation
thresholds and association
rules from gene expres-
sion data through combi-
natorial optimization learn-
ing. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 4
(4):624–634, October 2007.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Palaniappan:2012:HFF

[PAL+12] Sucheendra K. Palaniap-
pan, S. Akshay, Bing Liu,
Blaise Genest, and P. S.
Thiagarajan. A hybrid
factored frontier algorithm
for dynamic Bayesian net-
works with a biopathways
application. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 9(5):1352–1365,
September 2012. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Pattengale:2011:UHP

[PAS+11] Nicholas Pattengale, An-
dre Aberer, Krister Swen-
son, Alexandros Stamatakis,
and Bernard Moret. Un-
covering hidden phyloge-
netic consensus in large data
sets. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 8(4):902–911, July 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Pauleve:2018:RQM

[Pau18] Loic Pauleve. Reduc-
tion of qualitative models
of biological networks for
transient dynamics analy-
sis. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 15
(4):1167–1179, July 2018.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Pal:2012:TDR

[PB12a] Ranadip Pal and Sonal
Bhattacharya. Transient
dynamics of reduced-order
models of genetic regula-
tory networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 9(4):1230–1244, July
2012. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).



REFERENCES 368

Phipps:2012:OPN

[PB12b] Paul Phipps and Sergey
Bereg. Optimizing phyloge-
netic networks for circular
split systems. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 9(2):535–547, March
2012. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Paul:2019:IAI

[PB19] Sushmita Paul and Dhana-
jit Brahma. An integrated
approach for identification
of functionally similar Mi-
croRNAs in colorectal can-
cer. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 16
(1):183–192, January 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Parvini:2022:CPD

[PBFB22] Ghazaleh Parvini, Kather-
ine Braught, and David
Fernández-Baca. Check-
ing phylogenetics decisive-
ness in theory and in prac-
tice. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 19(6):3307–3316, 2022.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3128381.

Peters:2011:TSC

[PBhL+11] Tim Peters, David W. Bul-
ger, To ha Loi, Jean Yee Hwa
Yang, and David Ma. Two-
step cross-entropy feature se-
lection for microarrays —
power through complemen-
tarity. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 8
(4):1148–1151, July 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Pirola:2012:EAH

[PBJ12] Yuri Pirola, Paola Bonizzoni,
and Tao Jiang. An efficient
algorithm for haplotype in-
ference on pedigrees with
recombinations and muta-
tions. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
9(1):12–25, January 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Petti:2020:CSD

[PBV+20] Manuela Petti, Daniele Biz-
zarri, Antonella Verrienti,
Rosa Falcone, and Lorenzo
Farina. Connectivity signif-
icance for disease gene pri-
oritization in an expand-
ing universe. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 17(6):2155–2161,
November 2020. CODEN
ITCBCY. ISSN 1545-5963



REFERENCES 369

(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2938512.

Pinoli:2022:PDS

[PCCM22] Pietro Pinoli, Gaia Ced-
dia, Stefano Ceri, and
Marco Masseroli. Predict-
ing drug synergism by means
of non-negative matrix tri-
factorization. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 19(4):1956–1967,
July 2022. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic). URL
https://dl.acm.org/doi/
10.1109/TCBB.2021.3091814.

Peng:2023:PMD

[PCD+23] Wei Peng, Zicheng Che,
Wei Dai, Shoulin Wei,
and Wei Lan. Predict-
ing miRNA-disease associ-
ations from miRNA-gene-
disease heterogeneous net-
work with multi-relational
graph convolutional network
model. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 20(6):3363–3375, 2023.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2022.3187739.

Pirayre:2018:BCC

[PCDP18] Aurelie Pirayre, Camille
Couprie, Laurent Duval, and
Jean-Christophe Pesquet.

BRANE Clust: Cluster-
assisted gene regulatory net-
work inference refinement.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 15(3):850–
860, May 2018. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Pisanti:2005:BMG

[PCGS05] Nadia Pisanti, Maxime
Crochemore, Roberto Grossi,
and Marie-France Sagot.
Bases of motifs for generat-
ing repeated patterns with
wild cards. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 2(1):40–50, January
2005. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Pesantez-Cabrera:2019:EDC

[PCK19] Paola Pesantez-Cabrera and
Ananth Kalyanaraman. Ef-
ficient detection of commu-
nities in biological bipar-
tite networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 16(1):258–271,
January 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Pan:2022:IPS

[PCL+22] Xiaoyong Pan, Lei Chen,
Min Liu, Zhibin Niu,
Tao Huang, and Yu-Dong



REFERENCES 370

Cai. Identifying protein
subcellular locations with
embeddings-based node2loc.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 19(2):666–
675, March 2022. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3080386.

Peng:2019:CMC

[PCY+19] Shaoliang Peng, Yingbo Cui,
Shunyun Yang, Wenhe Su,
Xiaoyu Zhang, Tenglilang
Zhang, Weiguo Liu, and
Xing-Ming Zhao. A CPU–
MIC collaborated parallel
framework for GROMACS
on Tianhe-2 supercomputer.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 16(2):425–
433, March 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2017.2713362.

pour:2020:OBF

[pD20] Ali Foroughi pour and
Lori A. Dalton. Opti-
mal Bayesian filtering for
biomarker discovery: Per-
formance and robustness.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 17(1):250–
263, January 2020. CO-
DEN ITCBCY. ISSN
1545-5963 (print), 1557-9964

(electronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2858814.

Ponte-Fernandez:2022:EEM

[PFGDCRM22] Christian Ponte-Fernández,
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Sanjay Ranka, and Tamer
Kahveci. Manipulating the
steady state of metabolic
pathways. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 8(3):732–747, May/
June 2011. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Sengupta:2015:CAU

[SBW15] T. Sengupta, M. Bhushan,
and P. P. Wangikar. A
computational approach us-
ing ratio statistics for iden-
tifying housekeeping genes
from cDNA microarray data.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 12(6):

1457–1463, November 2015.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Sun:2012:DFF

[SBY12] Yanni Sun, Jeremy Buh-
ler, and Cheng Yuan. De-
signing filters for fast-
known NcRNA identifica-
tion. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 9(3):774–787, May 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Shah:2011:GFA

[SC11] Mohak Shah and Jacques
Corbeil. A general frame-
work for analyzing data from
two short time-series mi-
croarray experiments. IEEE/
ACM Transactions on Com-
putational Biology and Bioin-
formatics, 8(1):14–26, Jan-
uary 2011. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Storato:2022:PKD

[SC22a] Davide Storato and Mat-
teo Comin. K2Mem: Dis-
covering discriminative K-
mers from sequencing data
for metagenomic reads clas-
sification. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 19(1):220–229,
January 2022. CODEN



REFERENCES 405

ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3117406.

Sun:2022:E

[SC22b] Sunny Sun and Yi-Ping Phoebe
Chen. Editorial. IEEE/
ACM Transactions on Com-
putational Biology and Bioin-
formatics, 19(1):1–2, Jan-
uary 2022. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2021.3089195.

Song:2015:PBM

[SCC+15] Dandan Song, Jiaxing Chen,
Guang Chen, Ning Li, Jin
Li, Jun Fan, Dongbo Bu,
and Shuai Cheng Li. Pa-
rameterized BLOSUM ma-
trices for protein alignment.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 12(3):686–
694, May 2015. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Sotiropoulos:2009:MRM

[SCCDK09] Vassilios Sotiropoulos, Marrie-
Nathalie Contou-Carrere,
Prodromos Daoutidis, and
Yiannis N. Kaznessis. Model
reduction of multiscale chem-
ical Langevin equations:
a numerical case study.
IEEE/ACM Transactions on
Computational Biology and

Bioinformatics, 6(3):470–
482, July 2009. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Stella:2019:DDB

[SCM19] Sabrina Stella, Roberto
Chignola, and Edoardo
Milotti. Dynamical detec-
tion of boundaries and cavi-
ties in biophysical cell-based
simulations of growing tu-
mor tissues. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 16(6):1901–1911,
November 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https:/
/dl.acm.org/doi/abs/10.
1109/TCBB.2018.2827374.

Swenson:2012:KMA

[SCPS12] Krister M. Swenson, Eric
Chen, Nicholas D. Patten-
gale, and David Sankoff. The
kernel of maximum agree-
ment subtrees. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 9(4):1023–1031, July
2012. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Schliep:2005:AGE

[SCSS05] Alexander Schliep, Ivan G.
Costa, Christine Steinhoff,
and Alexander Schonhuth.
Analyzing gene expression
time-courses. IEEE/ACM



REFERENCES 406

Transactions on Computa-
tional Biology and Bioinfor-
matics, 2(3):179–193, July
2005. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Solanki:2024:ESV

[SCU+24] Arnav Solanki, James Cor-
nette, Julia Udell, George
Vasmatzis, and Marc Riedel.
Evasive spike variants eluci-
date the preservation of T
cell immune response to the
SARS-CoV-2 omicron vari-
ant. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics,
21(3):450–460, May 2024.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2024.3372100.

Sebastian:2006:STA

[SDA+06] Rafael Sebastian, Maria-
Elena Diaz, Guillermo Ay-
ala, Kresimir Letinic, Jose
Moncho-Bogani, and Derek
Toomre. Spatio-temporal
analysis of constitutive ex-
ocytosis in epithelial cells.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 3(1):17–32,
January 2006. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Seetan:2014:RRH

[SDAA+14] Raed I. Seetan, Anne M.

Denton, Omar Al-Azzam,
Ajay Kumar, M. Javed
Iqbal, and Shahryar F. Kia-
nian. Reliable radiation
hybrid maps: an efficient
scalable clustering-based ap-
proach. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 11(5):788–800, Septem-
ber 2014. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic).

Sridhar:2007:AEN

[SDB+07] Srinath Sridhar, Kedar
Dhamdhere, Guy Blelloch,
Eran Halperin, R. Ravi,
and Russell Schwartz. Al-
gorithms for efficient near-
perfect phylogenetic tree re-
construction in theory and
practice. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformatics,
4(4):561–571, October 2007.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Sheng:2011:IAG

[SDCW11] Jinhua Sheng, Hong-Wen
Deng, Vince Calhoun, and
Yu-Ping Wang. Integrated
analysis of gene expression
and copy number data on
gene shaving using indepen-
dent component analysis.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(6):
1568–1579, November 2011.
CODEN ITCBCY. ISSN



REFERENCES 407

1545-5963 (print), 1557-9964
(electronic).

Shen:2020:CNP

[SDH20a] Zhen Shen, Su-Ping Deng,
and De-Shuang Huang. Cap-
sule network for predicting
RNA–protein binding pref-
erences using hybrid feature.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 17(5):
1483–1492, September 2020.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2943465.

Shen:2020:RPB

[SDH20b] Zhen Shen, Su-Ping Deng,
and De-Shuang Huang.
RNA-Protein binding sites
prediction via multi scale
convolutional gated recur-
rent unit networks. IEEE/
ACM Transactions on Com-
putational Biology and Bioin-
formatics, 17(5):1741–1750,
September 2020. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2019.2910513.

Sehgal:2011:IRD

[SDN+11] Aditya Kumar Sehgal, San-
may Das, Keith Noto, Mil-
ton H. Saier, Jr., and Charles
Elkan. Identifying rele-
vant data for a biological
database: Handcrafted rules
versus machine learning.

IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 8(3):
851–857, May/June 2011.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Sambo:2012:MMO

[SdOD+12] Francesco Sambo, Marco
A. Montes de Oca, Barbara
Di Camillo, Gianna Tof-
folo, and Thomas Stutzle.
MORE: Mixed optimization
for reverse engineering — an
application to modeling bi-
ological networks response
via sparse systems of non-
linear differential equations.
IEEE/ACM Transactions
on Computational Biology
and Bioinformatics, 9(5):
1459–1471, September 2012.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Selvaraj:2021:HTS

[SDP+21] Chandrabose Selvaraj, Dhur-
vas Chandrasekaran Di-
nesh, Umesh Panwar, Evzen
Boura, and Sanjeev Ku-
mar Singh. High-throughput
screening and quantum me-
chanics for identifying po-
tent inhibitors against Mac1
domain of SARS-CoV-2
Nsp3. IEEE/ACM Trans-
actions on Computational
Biology and Bioinformat-
ics, 18(4):1262–1270, July/
August 2021. CODEN
ITCBCY. ISSN 1545-5963



REFERENCES 408

(print), 1557-9964 (elec-
tronic). URL https://
dl.acm.org/doi/10.1109/
TCBB.2020.3037136.

Sapin:2018:OME

[SDS18] Emmanuel Sapin, Ken-
neth A. De Jong, and
Amarda Shehu. From op-
timization to mapping: an
evolutionary algorithm for
protein energy landscapes.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 15(3):719–
731, May 2018. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Sun:2019:EMM

[SDTK19] Mengmeng Sun, Tao Ding,
Xu-Qing Tang, and Yu Kem-
ing. An efficient mixed-
model for screening differ-
entially expressed genes of
breast cancer based on LR–
RF. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 16
(1):124–130, January 2019.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Spencer:2015:DLN

[SEC15] Matt Spencer, Jesse Eick-
holt, and Jianlin Cheng. A
deep learning network ap-
proach to ab initio protein
secondary structure predic-
tion. IEEE/ACM Transac-
tions on Computational Bi-
ology and Bioinformatics, 12

(1):103–112, January 2015.
CODEN ITCBCY. ISSN
1545-5963 (print), 1557-9964
(electronic).

Sefer:2022:BSI

[Sef22] Emre Sefer. BioCode: a
data-driven procedure to
learn the growth of biolog-
ical networks. IEEE/ACM
Transactions on Computa-
tional Biology and Bioin-
formatics, 19(6):3103–3113,
2022. CODEN ITCBCY.
ISSN 1545-5963 (print),
1557-9964 (electronic). URL
https://dl.acm.org/doi/
10.1109/TCBB.2022.3165092.

Senf:2019:EES

[Sen19] Alexander Senf. End-to-
end security for local and
remote human genetic data
applications at the EGA.
IEEE/ACM Transactions on
Computational Biology and
Bioinformatics, 16(4):1324–
1327, July 2019. CODEN
ITCBCY. ISSN 1545-5963
(print), 1557-9964 (elec-
tronic).

Sadot:2008:TVB

[SFB+08] Avital Sadot, Jasmin Fisher,
Dan Barak, Yishai Admanit,
Michael J. Stern, E. Jane Al-
bert Hubbard, and David
Harel. Toward verified bio-
logical models. IEEE/ACM
Transactions on Computa-
tional Biology and Bioinfor-
matics, 5(2):223–234, April
2008. CODEN ITCBCY.



REFERENCES 409

ISSN 1545-5963 (print),
1557-9964 (electronic).

Stock:2014:IFR

[SFH+14] Michiel Stock, Thomas
Fober, Eyke Hüllermeier,
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