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Acid [BET00, DSN14, Geo09, HZNF06a, HZNF06b, HHP+09, KC96, LMTO01,
MKKK*17, MNG*15, MV00, Ore20, RC07, STV96, TBB0O, TDV?24,
TLK*06, VST03, VS98, XGD24]. Acid-Based [MKKK™'17]. Acid-Level
[XGD24]. Acids [CCJ09, CWYB16, CFH13, GC15, JMEBI1S, TS96, BIPD17].
Acknowledgment [Ano22a, Ano23, Ano24, Ano25]. Acquisition [DKC15].
Across [HKL07, JC22, KMCKS17, LWLJ10, NSA08, YCP16, LPW05, LM11].
Act [WHLR20]. Action [ITdB09]. Activated [MXW*20, VND17].
Activation [BGHT08, URBT19, UTD"20]. Activator [CASP10]. Active
[LKC21, NSMV18]. Activity

[EAM*17, FFSL22, GAWI19, KGN09, Krul7, LBDVF10, PKK97, RHS*21,
RFH*25, SKP*12, SKS109, TGTG19, ZZUPY06]. Actomyosin [Ben98].
Acute [DDK21, OSK*15, Tho21]. Acyclic [CJ23, KLR23, LL05a, Vool4].
Acyl [TS96]. Adamantinomatous [fZbMqW'20]. Adaptation [ZZZU20).
Adaptive [DK18, FPS22, GMY10, HLY?25, KZE10, LCG*23, PSIMIS,
QMMW11, RKTS14, WP11, ZRGHJ08]. Additive

[LQ23, MRM20, ML00, WG98, XWLJ08]. Adenocarcinoma

[CYFT20, HXL 20, TYS'20, ZLL 20, ZQZ20]. Adenocarcinomas
[BSBT05]. Adenylation [LSADO05]. Adjacencies

[AFRT08, DKAT17, XJZ"21]. Adjacency [DLM10, YS10]. Adjustable



[WF12]. Adjustment [Hav06, SZSW09, YYA10]. Admixed

[ACBM18, BG09, BG11]. Admixture [BG11]. Admixtures [RBEB13].
Advanced [[1a20]. Advances [BMM*23, JMR*21, MMN*21, WTE25].
Advantage [BL02|. Advantages [BG23]. Adversarial [GWAT21].
Advising [DKK20, KD13]. Affected [LGS20, LZY23]. Affiliation
[ODNW21]. Affine [PLSM'06]. Affinity

[BOB123, HD16, LKC21, OJFD18, OBA23, WILKt12, ZYB*04]. AFMDD
[ZLTZ25]. after [GuOl]. Against

[GGKS95, LZHC15, SSW20, UBGFD 119, ZRNA20]. Age

[HPL*T20, MDWZ24, RYZ23, RDR12, Ves12]. Age-Structured [RYZ23].
Aggregated [RRKT07]. Aggregation [BCPS04, ISK99]. Agility [CL21b].
Agonist [CWRF15]. Agreement [HL13, KKS22, LTsL24, Prz98, Vool4].
Agrobacterial [GMVC20]. ahead [Ano20]. AI [QBA*25]. AIDS

[EBS*22, HAM*+22, RYZ23]. AlCoB [DMV17]. ALFRED [TCL*16].
Algae [JB10]. Algebraic [JTSB10, Lul5, NW12]. Algorithm

[ABF104, AT12, ACKK19, ARSW22, ABGT03, BMY01, BNA'12, BHHRI1S,
BMR09, BZB+22, BRZH15, BFK+11, BMWG04, CCG06, CZNF19, CTC21a,
CFB*07, CCJ09, CD11, CPR22, CFH13, CS15, Clo05, CDH* 06, CKAAHAF15,
Dew01, DFG06, DEH10, DCD19, EBK11, FYJ18, FHKR11, Fom16b, FNPP02,
GLM™09, GP13, GBR17, GGM12, GZN16, GYZ19, Guol5, GMSZ12, HG11,
HD16, HVPBK13, HHE13, HWH' 13, HBK11, HBD94, HMU06, Hor01,
HCCO05, TW95, JDK'18, JR17, JRS19, Jen09, JJGD16, JHLD20, KEL15,
KZE10, KLM11, KS11, KPS00, KBZ05, KMM17, KLW96, KVK08, LSS01,
LTsL24, LYLT04, Lat99, LROO, Li09, LDLZ12, LLWZ19, LZC+23, LSADO5,
LS97, LLCTO05, LC03a, LSHLO04, LC03b, Luls, LMSHO03, MCO08, Mal98,
MYBK™11, MTH11, Mat10, MK06, MA13, ML10, MD03, NK07, NMG™*05,
NTMMO06, OJFD18, PB18, PDZ*16, PZMM15, PU0O, PZZ20]. Algorithm
[RC15, RCO7, SM20, SG15, Sal95, SSC23, SAL09, SB17, SLM15, SMI6,
SSLMW10, Sie03, SWR08, SMML24, TGT08, TAA16, TBJF01, TPSB19,
TAY16, UMR11, VM06, WP11, WOG03, WMD06, WLYC12, WW18, WY21,
WZW15, Wu96, WCCT06, WY11, Wul3, XJL*t22, XWLJ08, XS07, XMU96,
XJB07, Xu09, XZW15b, YLC*17, YL17, YMO06, YKO05, ZZS17, Zha94,
ZSWMO00, ZCHT13, ZRNA20, ZF05, ZFAS08, ZPB*10, ZWT18, ZUGVWS10,
ZCK17]. Algorithmic

[AS11, CS03, ES06, FIJK*+99, GKKS98, GI95, SMZ*12]. Algorithms
[AFBS95, AMKO00, AO08, And09, BSS11, Ber95, BST02, BGL24, Bry96,
CFR12, CJ23, CJCO1, CFST08, CGIT07, CST20, CJS12, DMV17, DG02,
DMBO07, DHY02, EHK*02, EHFK24, EN22, GFE*16, GB08, GM07, GWX18,
Gus01, HA12, HTZ+12, HHL06, JM97, JGT22, JZL*20, KS00, KAS09, Kle99,
KSB9S, KLR23, KABH15, LTCH11, LHC02, MT06, MS00, NCMS*21, NS18,
PGV16, RBH05, RND*23, RLK*09, Ros05, SIKS06, Shi07, SCSAT16,
SDG*07, SP97, TMfTK23, TPHT09, VUR11, fW23, Wil99, Wu08, WZW10,
YzCW20, YW21, YFBK07, YWN11, ZHZ*16, ZFBK09]. Aligned

[AS96, CL17, MBR*94]. Aligning
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Alignment
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[AM97, BMWGO04, CCI*04, DBHC24, GKBO00, GB06, HS14, HW01,
KMMF20, KJmZ*22, LAP03, MWP00, Met06, MT99, NB94, New(08, RK96,
RDHO04, SGSN12, SRS02, SS01, ZBM98|. Aliphatic [TS96]. Aliquoting
[WS11]. All-Atom [KXL08, ZHY20]. Allele

[JGB12, Lail2, RM18, WCM*08]. Allele-Specific [Lail2, WCM*08, RM18].
Alleles [BSKgG23, HKL07, YWN11]. Alleles/Supertypes [HKLO7].
Allowing [SNW98|. AllSome [SHCM18]. Almost [CD11]. Along
[ZCH'13, ZKT14]. Alpha [AEBT04, MMK*21]. Alpha-Satellite [AEB*04].
Alphabet [SBNS21]. Alphabets [Ris16]. ALPHLARD [HMY*19].
ALPHLARD-NT [HMY+19]. Altered [CPR22, RCER21]. Altering
[Z27U20]. Alternate [SGT15]. Alternating [LLWZ19]. Alternative
[BBV+14, BMP+09, FDB18, MG06, Sam09, WXS14, XLZ*+24, ZZ14b]. Alu
[ZPC*18]. Alzheimer [BSKgG23, SCB14]. AMASS [KS99]. Ambiguous
[GCB20, ZZ123a]. Amino [BET00, BIPD17, CWYB16, DSN14, Geo09,
GC15, HZNF06a, HZNFO6b, HHP+09, KC96, LMT01, MNG*15, MV00,
Ore20, STV96, TBB00, TDV24, TS96, TLK+06, VST03, VS98, XGD24].
Amino-Acid [MNG™'15]. Amnesic [AB00]. Amoebots [FPSD22]. Among
[CZS15, RKTS14, TRS17, yWCF06]. Amplicon [BDN19, KABH15].
Amplicon-Based [BDN19]. Analogs [GAWI19]. Analogy [AKO07].
Analyses [ARSW22, CKZL20, CD21, LSRR18, MSS*22, XXZ*21].
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CQG10, CHJ05, CLSW02, CDC*11, CM04, DMHM97, DLL*12, DMDRI17,
DKC15, DC16b, EHK+02, ES07, FZF20, FDW20, FSW+20, FBJ04, FSZ02,



FP11, FCR*13, FJAOBI8, FDDKO07, GVMB24, GVTS04, GMF+08, Gel95,
GSH17, GH16, GSCG19, GSV21, GSV+11a, GDL*15, HBRW06, HMY*19,
HLK*13, HSD05, HXL*20, HWW*20, HZL22, Hual0, HJ14, ITSHOO,
TRCA21, JKGH04, JJY+20, JLmR+23, JSZ+20, JFLL20, KV17, KBZ05,
KCG*19, KV23, KMC00, Ker03, KX14, KAD19, Kle99, KBC19, KBCBS11,
KL9S, Lail2, LSBS18, LPW05, LYMD03, LDS12, LRSG07, LVC*04, LSG04].
Analysis [LZHC15, LGD*19, LL19b, LIJCZ20, LJP20, LS97, LABD* 06,
LHC19, LL19¢, LLZ19, LXL*20, LTL20, cLcSwP*21, LCD11, LBDVFI10,
LRNBJ10, LLL+20, LZX12, Mal9s, MK11, MGW07, MMHC98, MDL*18,
MXW+20, MHL22, MM21, MSS21, NES22, NH08, NXGL20, NSH*23, NW05,
0JOD*04, OH03, PD20a, PGAE04, PLSL18, PNMI15, PLL16, PSP21, PG03,
Pic08, PSG*20, PPV*14, PRCH13, PZZ20, QQL*19, QP09, QbMyD*19,
RLH13, RS13, SG10, SG15, SKGG17, SPD95, SMZ 12, SS07, SSC23, SDCO3,
SLLt23, SIK*05, SSV19, SBPS11, SM09, SJ18, SHO4a, SZVM10, SFC11,
SLYC09, SSZC95, SLZH15, SGCD19, SBTV10, TBL1S, TZZY20, TES,
TBJFO1, TTTA07, TPSB19, TS96, UGS19, WGLIS, WSW15, WPL*19,
WFL*20, WHK21, WLM21, WWH17, WV11, WSHB98, WNMB99, WMC04,
WHC09, WZW10, XL18, XMWZ20, XSH*22, YS23, YHW18, YZWZ13,
YLC+17, YHT*17, YDG*20, YcXyW+21, YYZ23]. Analysis

[YMM*24, YYW14, YfZX*21, YLCT20, Yu24, ZMGN23, ZSB+23, ZPC*18,
ZCY+20, Zha02, ZWQ19, ZLW+20, ZLB*20, 7720, ZLSY20, ZDG*20, ZW23,
ZYDT19, ZZL 117, Z1.22, fZbMqW20]. Analysis-Based [BB15, PD20a].
Analytic [CH15, CKS06]. Analytical [DT12, DRT*25, KLC*11].
Analytics [SSR21]. Analyze [ADS03, FLNP00, PRC*24, WXY"13].
Analyzing

[ABGT03, BSB+05, CJ22, DGH01, DWS05, DAL*08, HHZ*18, LDB*07,
PD20b, PFRDO05, RH19, RHS*21, WZHT18, YHB*03, YL17, ZLTZ25].
Ancestor [QEk24]. Ancestral

[AS10, AJA+16, ASL06, BLEMOS, CHSY10, CGOT10, DR17, ET07, GMO96,
HSAEM13, JSN09, LTI10, MRR*+08, ME12, Mos03, OR14, PMCBOS, Par10,
SZWT09, SHO5, TBKR10, Wu08, XSS08, XJZ21, YCP16]. Ancestrally
[KWBN19]. Ancestries [BG09]. Ancestry [RBEB13]. Anchored
[BCCHZU18|. Anchoring [HHC06, Sch97a]. Anchors [LZF105]. Ancient
[BBWE(09]. AND/OR [ZWZ16]. Angiosperm [SZW09]. Angle [KAC17].
Angular [LRSGO07]. Annihilate [BMNT07]. Annotated [SZUP06, ZLU*22].
Annotating [SSB07]. Annotation [DCW*17, FPRV18, GVMB24, KMJ*20,
KBC19, LDBj22, PBS*99, PBMC17, RND*23, SK21, SBK22, ZW23].
Announces [Prz24]. Annual [Ano00]. Anomalies [NME*15]. Anomalous
[BCVL17, IP09]. Anopheles [XSS08]. Ant [ZZL22, ZLP22]. Anti

[Amil2, Ano21b]. Anti-Cooperative [Amil2]. Anti-SARS-CoV [Ano21b].
Antibiotics [MLY*11, PCS18]. Antibody [BP16, Jos96, MBK*03, YK19].
Anticipation [SAL09]. Antigen [HMY 119, YK19]. Antiretroviral
[EBS122]. Antisense [AKNT06]. Antiviral [Ano21b, MJCM22]. Anytime
[Lat99]. Apache [HFUH19, LCG18]. APOBECSG [DCV*07].



APOBEC3G /3F [DCV+07. APOE} [RMC*05, BSKgG23].
Apomorphine [PD20b]. Apomorphine-Mediated [PD20b]. Apoptosis
[JKG104]. App [PBMC17]. Applicable [MKKK"17]. Application
[ATLS07, BG11, BGJ*+04, BZMM16, BSSz*20b, CRT*17, CHS17, DCLI0,
DBB+02, EVLZU19, GK18, GRM09, HKZ*04, JHS06, KLV+13, KS05,
KSSK09, LNWO01, LDLZ12, LCW16, LS23, LSAD05, LLCT05, LHO03,
LDB*07, LCL*+17, MS00, MA13, MV19, MKBC05, MS03, MJCM22, NES22,
NSRR23, NL09, OKKS21, PBMC17, PSP21, PSCP09, RRKT07, RMC+05,
SKGG17, Serl5, SSPNW06, SBK22, SCSA*16, TS96, WSW15, WV11,
YGPO5, YZWZ13, ZSB+23, ZW23, ZZ14b, ZAGT18, Zérl5, ZCK17, MMO6].
Application-aware [NSRR23|. Applications

[ARSW22, BNA+12, BDHK+04, Ben21, BCCHZU18, BS06, BBD*04, CSZ18,
CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b, CSZ23a, CGT12,
CCT15, CDO7, CL99, CP19, HI05, Kon07, LKL21, L.S05, MN0S, MPZ*20,
NP09, NR0O3, NW12, NM14, PAC02, PIM23, Pat24, Pat25, PPV20, RC07,
SG12, VCY14, VAS*18, XZW15b, YHEP15, YB04, Yu24]. Applied
[BMN*07, Cha01, JS03, LLWZ19, NFHM21, Pen20a, VT06]. Applies
[LM11]. Applying [ARRW99, DKF09, GSH17, HLG18]. Appraisal [GSA14].
Approach [APVMI11, AZ14, AR17, AKLM02, AHKOS, AJV*16, Azi22,
BGLY03, BKCP05, BCVL17, BDN19, BNN12, BCCHZU18, BBN24, BCG*18,
BLQZ04, BBEM09, BV09, BMP+09, CKT+01, Che06, CC11, CY17, CBOG,
CJK+97, CYLY12, CRB18, CST20, DT12, DRT*25, DM20, DDK21, DP07,
DC16b, DHV06, EAAT09, FASASR* 15, FJKT99, FRDT17, Fom16a, Fom16b,
Fom19, FA12, GMC+14, GQ09, GSH17, GPOP+17, GKS95, GBB15, HSHI1,
HSAEM13, HL16a, 11a20, JEMF06, JHA16, JS03, KKS*15, KS12, KIYM13,
KS99, LLKX16, LRV9S, LXYC09, LAL*09, LFJ11, LSL*16, LMPOS,
LDB+07, MMKH15, MPC*11, MNIK*+09, MM06, MSN+20, MSB™*10,
MRS*18, NVW14, NVCW15, ODNW21, ODPB18, PK11, PBST99, PdB13,
PJB+15, PAS*13, PL06, QTRA24, RNH18, RKTS14, RAKL10, RMRTO0,
RRFS98, SVA*+19, SLL08, SDFR16, ST02a, SSV19, SYYH02, SH17].
Approach [kSyPhC+22, SJ18, SB07, SCCT98, SRS02, SSB07, SZL*23,
TBL18, TKSA24, UBTC06, UBGFD*19, VRS12, VND17, WYT12, WHL17,
WxLW+23, WDF24, WVT23, WPS+25, Xu09, XSH+22, YLCC17, ZRZD11,
ZKL*10, ZW03, ZPX+10, ZLP22, ZLM*17, ZZL00, ZZUPY06]. Approaches
[BJEG9S, CDS*16, FADH17, FCGD19, FDD21, GPRR12, KVM14, LST+17,
cLeSwP*21, QGP10, SDCO03, SI97, SLB*97, WQZ*19, ZXZ21].
Appropriate [Hua08]. Approximability [BSS13]. Approximate
[DBHC24, DP07, EHFK24, Jah11, JDK+18, JS03, KMMF20, LSS01, MTH11,
MT99, Mye96, Nic01, RDRF24, SC15, SSIP*19, SS01, WYKG05, YJ04].
Approximates [CMK23, JHLD20]. Approximating

[BSMAO06, GMS05, KMRG09b, SKW23|. Approximation

[AHK08, AMRW96, CKdAHAF15, FHKR11, GK06, GPCP11, GWXIS,
HCC05, KV19, KSB9S, KM08, LQ23, LIL*20, LS04, MT06, OSC11, PRSV0S,
PPV20, SFRT18, YY05, YT22]. Approximation-Based [YT22].



Approximations [GW94, JJGD16, RS98, RS01, ZRS*12, ZPG*24].
Approximative  MMKH15]. AptaBlocks [HWP20]. Arabidopsis
[AJVT16, ZDZ"20]. Arbitrary [Dew01, IKLT03, LMSH03, MSR22|. Arc
[HRO8]. Arc-Length [HR08]. Archaea [TRS17]. Architecture

[CJ22, CST20, SK17, SSDO7]. Architectures

[GFE*+16, JSN09, PVFB06, ZB15]. Archival [MRY*23]. Area [DBM09)].
AREM [NBC+11]. ARG [PMCBO08]. ARGLRR [cWxLIS™23]. Arithmetic
[HLY25]. Aromatic [TS96]. Arrangement [MYBK™'11, ZZNM15].
Arrangements [XSS08]. Array [BVP'T19, DMR103, EZFP*19, FBJ04,
KVDC06, KRD14, LLO5a, Pic08, SLZH15, NHOV10]. Array-CGH
[NHOV10]. Arrayed [BLEMOS]. Arrays [Ast03, BDHK*04, CHK*02,
FNC08, HG11, KMP*04, RDOL, ST02a, WLF13, WI05]. Arterial [ZXZ21].
Arthritis [YBF19]. Articles [DMV17, HHC17, Sah18]. Articulated
[CCYH1S]. Artificial [DNZ17, DND*+19, FASASR*15, LMT01]. Asexual
[LLS11al. Aspects [SY09]. ASPP [NZM*25|. Assay [LZHC15]. Assays
[AACT06, BLCT10a, KBZ105, SGYBDO05]. Assembled [DC16a]. Assembler
[LYPC13, LYC15, SBP15]. Assemblers [MPC*11, WWH17|. Assemblies
[DWS05, MSS10]. Assembling [GDHC95, Gui98, NBA+13, PVFB06].
Assembly [AT12, AM20, APC21, BNA+12, BLC10b, BVP+16, BDK* 16,
BVP+17, CN17, CDS* 16, CRB18, Cos18, DKK20, GYD*15, IW95, KLZU06,
KKC+22, KS99, LJK11, LFJ11, LH03, ML22, MB09, MP94, Mye95, NP0O,
PMP*15, PAST13, RHY*04, RMC*23, SMM*04, SAM06, TM17, WHW™*06].
Assembly-to-Assembly [SMMT04]. Assess [RS12]. Assessing

[BMWG04, CWR24, FH18, KSG07, PDK*08, WWH17, WGW+01].
Assessment [APVM11, BMB24, CB06, DCSE11, MSMF09, NSA08, PGV 16,
SSH*10, SZTW12, Wen05]. Assessments [CZW119]. Assigning
[ODNW21]. Assignment

[BKWK+00, BKCP05, CLR*05, CDH*06, FCV+07, JGL11, Ros05, WCC*06].
Assignments [CDH'16, LYL"04]. Assimilation [HMY*14]. Assisting
[DCL18]. Associated [CCH'19, CKZL20, GLM16, JDSB04, KLS15, RS12,
SIGW*23, SnGqC20, SZY 20, SVP19, SGCD19, WLFW03, YYJ19,
YcXyW+21, ZLWT20, ZLSY20, ZXZ21]. Associating

[LWLL19, LZ1L24, ZZUPYO06]. Association [BT08, BDBB10, CTC21b,
HWZ+21, KX14, KS05, KE13, LS17, Li08, L.S23, LZX12, McP12, MDB11,
OH03, PK19, RLK*09, SHE11, WYY*18, WLXW22, WAX22, WGS*23,
Wu08, WES20, YRG 19, bYjHgZ 24, ZPC+18, ZPX+10, ZOZ 23, ZWD25].
Associations [BYGI12, CDQ™21, CJ21, GSV21, KE13, LWZ18, MWZ19,
SJ12, SHZ*24, WxLW*23]. Assumption [HP96]. Asthma [SnGqC20).
Asymmetric [FLS94, WMG*24, YHT 17, ZGBK10]. Asymmetry [DS19].
Asymptotics [LPC08|. Asynchronous [ZH14]. Asynchrony [LYF*19].
ATAC [ZW23, XSH+22]. ATAC-DEA [ZW23]. ATAC-Seq

[ZW23, XSH*22]. Atherosclerosis [Y{ZX121]. Atlas

[CWS*21, GE17, LLZ19, BR24]. Atom

[BK0S, HLMR11, KXL08, NFHM21, ZHY+20]. Atomic [WDA01, ZKWH17].



Atoms [Aku04]. Atopic [SnGqC20]. Attachment [LXYC09, WILK*12].
Attachments [KKS'15]. Attain [DDC'20]. attC [PWKAF16]. Attention
[Cha95, EZFP+19, NZM*25, Sef25, GZLY24, JAJ24]. Attention-Based
[EZFPT19]. Attention-Guided [NZM*25]. Attention-UNet [JAJ24].
Attentive [DVS19]. Attraction [CSP'12]. Attractor [AMTY11, MA13].
Attributes [MRS*18]. AUC [LGC*09]. Augmentation [FFB20].
Augmented [ZM16]. Autism [GJL121, YMxW21]. Auto [WYY*18].
Auto-Learning [WYY"18]. Autocrine [FL94]. Autoencoder

[TMG*20, WYCT18, YYM*23, ZLL*22|. Autoencoding [MSMP19].
Automata [AAG14, AB00, SVD14]. Automated [BKWK*00, FCR"13,
HRSC00, JGL11, LYL+04, LNWO01, MZM18, RDRF24, RMC+23, XU97].
Automatic

[ABF*04, AMS*22, AG23, AT05, BJEG98, FND*+09, LZL*23, YQDW23].
Automatically [JGL11, TDV24]. Automating [WH20]. Automation
[MPG*16, RGM*12]. Automaton [BNN12, CWC06]. Autopoiesis
[SDFR16]. Autoregressive [UTD*20]. Autosomal [XSS08|. Available
[EHC*13, KBC19]. Average [TAA16, UBTC06, WW18, WW19]. Averages
[AO08]. Averaging [SLL08]. Avoiding [SAMO06]. Award [Prz24]. Aware
[CPFP24, FBV15, GVMB24, JHLD20, LSBS18, MK16, YLZ+24, NSRR23].
Axis [ZKWH17]. AXL [GAWI19].

B [BZMM16, CCH+19, LZBK15, SVA*19, SSC23]. B/RelA [LZBK15].
Bacillus [MP16]. Back [GB08]. Backbone [Pen20a, WMD06, WCC™06].
Backbones [Pen20b]. Backcross [WMC04]. Background

[Hav06, KFDT02, SZSW09, XWLJ08, ZS11]. Backward [YYZ23]. Bacteria
[ASZ*16, BFP13, RKTS14, SDP+20, TRS17, ZAG*18]. Bacterial

[AZ11, BCVL17, DCSE11, EAA*+09, MLC10, NTMMO06, PCS18, RPS02,
SIK*05, TMC'18]. Bacteriophage [BHPS99]. Bagging [GWM™21al.
bAlcis} [ZRNA20]. Balance [BSP*25, BP06]. Balanced [SKO09].
Balancing [KWB*13]. Ball [HVPBK13|. Ball-based [HVPBK13]. Ballast
[HVPBK13]. Balls [CGD09]. Baltimore [Ano00]. Bands [SSTM19].
Barcoded [TYSX19]. Barcoding [DLL*12]. Barley [LGS20]. BARRA
[FDD21]. Barrel [NS18, ZWY*17]. Barrett [SZMZ19]. Barrier

[FYJ18, SKW23|. Base

[Fas94, FHS00, FLS94, Ham12, HPVS96, KS11, LET+98, LIL*20, MN15].
Base-Calling [KS11]|. Base-Pairing [Ham12]. Based

[AL25, AS10, ACBM18, ALB*19, AMKO0, AA18, ABTP23, ACL15, APC21,
Ano21b, Ano22b, ASE20, AaHP+21, AS19, Azi22, BSP*25, BR24, BCVL17,
BKT09, BB15, BDN19, BBN24, BSB*05, Bet10, BL02, BV09, BFL05, BSS13,
CMK23, CDQ*21, CN17, CZS15, CDL+19, CLT*20, CKZL20, CWS*21,
CJ21, CL21a, CMS*25, CZY19, CLLL20, DLL*12, DQS*11, DPHHO5,
DJK*+00, DG02, DM20, DCP*08, DCD19, DBL*12, DWK+20, EZFP+19,
EBK11, EMV98, FJAOB18, FA12, FCV+07, GMC™* 14, GZY*22, GZLY?24,
GCB15, GTAT04, GG04, HSG22, HZNF06a, HZNF06b, HTY22, Hav06,
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HYY*10, HIAM20, HR22, HWP20, HLY25, HBW+05, HL13, HXY+23, HJ14,
1JCL12, Jahll, JGL11, JWL24, JLY0S, JZ10, JHA16, JHLD20, JRH*10,
KV17, KS11, KMMF20, KS12, KSS09, KV23, KMZ*10, KFC*11, KGK14,
KGO18, LWN*18, LS08a, LST*17, LLSH19, LHW*22, LBN94]. Based
[LYC15, LSG04, LEJ11, LCG*22, LSADO05, LLT06, LDW*14, LLW1S,
LLZ19, LGS20, LS08b, LZX12, LP00, MSS*22, MWZ19, MK11, MZC*18,
MH22, MRG*24, MM06, MS03, MKKK*+17, MBRS11b, MEF24, MSN+20,
MTFE+12, MM21, NSRR23, NVCW15, NV12, NZM*25, NTWF11, OJFDIS,
0OYY*+12, OMS13, PRC*24, PBSt99, PD20a, PDZ*16, PJL20, PLZX25,
PNIM17, PBMC17, PCS18, PIM23, QSY09, jQLsY 24, RC06, RWBT98,
RMC*23, SSR21, SM20, SBD*00, Sef25, SRF16, SSV19, SBPS11, SIGW+23,
kSyPhC*22, SM09, SCC*98, SWR08, SRZ"13, SSZG24, SLL*17, SDP*20,
TMfTK23, TMH*21, TPH09, TSTS12, TVNP15, UGS19, UBGFD*19,
VRS12, VLZUBKO07, VND17, VT06, VCY14, VY18, Vij22, WMG™*24,
WOG03, WWZ*t16, WYC*t18, WCL*18b, WWZY19, WPL*19, WWLC20,
WZL*+21, WHK21, WxLW+23, WFC25, WLM21, Wil99, WR23, WMPS11,
WT07, Wo099, Wu96, WX08, WY11, WLA*18, WPS*25, XLZ"18a, XJL*22).
Based [XS07, XJZ+21, YWZ+19, YGP05, YLCC17, YLD*18, YHC19,
bYjHeZ 24, YMxW21, YT22, YiDG*23, YZPC24, ZCY+20, ZZHL11, Zhal6,
ZHY+20, ZLW+20, 7720, ZIWL21, ZW23, ZLTZ25, ZS11, ZWK*20,
ZYD+19, ZWD*04, ZAG18, ZZL*+23b, ZYD21, ZPD+23, 7824, CGT12,
CJP*+22, DKA+17, HVPBK13, HWH™13, JJGD16, LSL*16, TH17a, ZZ14b,
7S14, AB16, BLC*10a, CDS*16, YCCL1S, YWN11]. Bases

[DDC*20, PO04, RL94|. Basic [AO08, Deil9b, NBB18§|. Basis

[AT12, GSSI14, LQPE'10, SVP19]. Baum [Jen09]. Bayes [ZCK17].
Bayesian [AS96, AV18, BF02, BB15, BV20, BDBB10, BRR02, CL99, DCD19,
DMR*03, FLNP00, GE04, GBR17, GW06, HMY*+19, HVAW04, HMF07,
IFT14, JPB*15, JBBW10, LWN*18, Lar06, LAL+09, LYF*19, LMPOS,
MLOT17, MWZ19, MWP00, NSMV18, Neulda, PP23, PS12, PKSB1S,
RMRT00, RMC+05, RBH* 19, SLLOS, SLB00, Ser15, SSIP+19, SDC 10,
TBJF01, VND17, WDF24, WVT23, XLZ24, XLZ+18b, XK05, XJS07,
YDNO02, ZRZD11, ZWSF05, ZRNA20, ZH07]. BayesMD [TKW0s]. BB
[Hor01). BBK* [OJFD18]. BCL [KWM10]. BCM [CCDB21]. BDEtools
[ADW23]. BE [PS11, BF98, CYF+20, NLC17). Beacon [EAM*17]. Beam
[CCG06, CCGO6]. Beating [WPS'25]. Behaved [BSP'25]. Behavior
[AFCKO09]. Behaviors [RAKL10]. Belief [KXL08]. Beltway

[EHFK24, Fom19]. Benchmarking [FCGD19, FDD21]. Best [VCY14]. Beta
[CBM102, JAG17, KAS09, MKBCO05, NS18, PLL16, SOD*11]. Beta-Barrel
[NS18]. Beta-Binomial [JAG17]|. Beta-Helix [CBM'02]. Beta-Sheet
[KAS09, SOD*11]. Betamax [GNI12]. Better

[AOAAH17, BSWY98, CDS*16, HI97a]. Between

[BSB*17, BYGI12, BH15, BG17, BSMA06, BLF14, CDL*19, CL21b, EMVOYS,
FH18, HLCS10, JRS19, KK11, KNmS*22, KAC17, LYF+19, MWZ19,
MTE+12, Par24, PNPC20, Sun18, TYS+20, WW19, WFL+20, YHW18,
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YYL20, ZAG+18, Amil2, AFRV07, AFR+08, BMY01, Bet10, DLM10,
GNMEO1, GB08, HMU06, JLMZ02, KYSE10, KVK08, MDB11, OK08, SHO6.
Between-Pathway [HLCS10, KK11]. Beyond [Bay23, Let95, YWN11]. Bi
[DBT11]. Bi-Billboard [DBT11]. Bias

[BCPS04, DS19, EIh01, RCER21, SFA17, SKL+24, SG94]. Biased [Tay94].
Biases [KC96]. Biclique [BCCHZU18]. Bicluster [ASE20]. Biclustering
[ACKK19, CK11, GHJ*12, SH17, vUMWO0S8]. Biclusters [XWLJ0S].
Bidirectional [WFC25, YL17|. Bifurcations [KG24]. Big [GBR17, SW11].
BiGRU [GZLY24]. Biliary [DYLK20]. Billboard [DBT11]. Bin [PMAP13].
Binary [AVS20, BSPT25, BR06, Bry96, CYY09, FBJ04, KMJ*20, KSSK09,
MMA*21, SLA12, SMD*07, VA17, VSGD08, YWN11, vUMWO08]. Binders
[CGZD24]. Binding [BMB24, BZMM16, CRT+17, CWRF15, CY17, CGD09,
GJZ06, HD16, KW21, LG22, LCY*05, OJFD18, OMS13, PZMM15, PQBBOS,
SKP*12, SMKS96, SSPNWO06, SS04, WLF13, YJC18, ZRGHJ08, GMVC20).
Binning [APC21, DZS24, ML22, PKSB18, WLYC12, WY11]. Binomial
[DLFS22, JAG17, KCG'19]. Bio [BMM™23, JMR*21, KFR04, MMN™"21].
Bio-Networks [KFR04]. Biochemical

[EAFM24, GW06, HLMR11, HXL*20, OBJO+03, SVP19, YY18].
Bioinfomatic [WQZ"19]. Bioinformatic [CYF*20, LLZ19, QbMyD*19,
XXZ*21, YfZX121, ZWQ19, ZLW*20, ZLB20, ZDG*20]. Bioinformatics
[AVS20, CSZ18, CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b, CSZ23a,
CCL*19, CCH*19, CKZL20, DNZ17, GFE*16, HA12, HSHC15, HHC17,
HHZ*18, HASL18, KAD+19, LGD*19, LTL20, MXW+20, Pat24, Pat25, PS11,
PVR*22, PMG*16, PSG20, QQLt19, Rob96, AAoSt23, SSV19, SGCD19,
Tanll, WXY™T13, YSC15, YDGT20, ZCY*20, ZLSY20, ZXZ21, ZYD*19].
Biol [Ano20]. Biological

[AMKO00, AACT06, ARSW22, AC17, BB15, CW09, CY17, CT07, CLDGO03,
DOBY5, DGFMSS16, Elh11, ENS02, Fas94, FFM24, FP11, Frell, GML20,
GVTS04, GVTRS06, GBR17, HBD94, 11a20, JPR06, KW06, KNS14, KWBN19,
KKS+06, LL05a, Mall, MZS+17, MGW+07, MTH11, MC16, MBS+01, NB94,
NSKO09, PS12, PZZ20, QFLL22, RC14, RC15, RMK™*18, RD09, SMS13, SM98,
SG15, STRT96, SSTM19, SY09, TKW08, TA21, TBKR10, WLFWO03,
WHDN13, XL18, YS07, YDN12, YZ17, YY19, Y{DG*23, Zha02, EN22].
Biologically [CIM 106, MMS95, NWN'10]. Biology

[Ano94, Anollb, Ano2la, AG98, Bafll, Berll, Cal22, CKS12, CKS13,
CKS14, CKS15, CGT12, DMV17, Deil9b, DND*19, DCL10, DFS95,
EAM™17, GSSI14, JLmR*23, MR95, Mar95, PS11, PVR ™22, Rob96, SG12,
Sea0l, Sunl3, VRGC18, Wo099, Anol4, Prz24]. Biomarker

[BR0O6, CYF*20, KWA11, LTL20]. Biomarkers

[Ano20, CKZL20, FZF+20, FRD+17, KWB*13, LGD*+19, LL05b, QLW20,
SPSZ23, SKDR21, SVP19, TZZY20, VCY14, WWLC20, WQZ*™19, WHLR20,
XXZ%21, XWJZ20, YDGT20, YcXyW™'21, ZLL 20, ZLSY20, ZDG"20).
Biomedical [EFM12, JJH*21, SKMO05, SF03, VCY14, dGFMS16].
Biomolecular [CEKP*13, KC18, SNW98, YLC*20]. Biomolecules [AO08].
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bioOTU [CDH'16]. Biophysical [SS04]. Biopolymers [WCC98].
Bioremediation [RPS02, SBRG20]. Biosequence

[Buh03, HM14, SH04a, SM04]. Biosequences [BJEG98, ELP04]. Biotic
[JJYT20]. Bipartite [ABR16]. Bipartitions [HLMS08]. Birc5a}
[cLeSwPT21]. BiIRNN [WFC25]. BIRNN-DDI [WFC25]. Birth
[DAR23, JRH*09]. Birthday [Ano2la, IPSV22]. BIERWDDA [YWZ+19].
Bistability [CSP112, VCS11]. Bistable [PCC'11]. Bit [CC11]. Bitmap
[FDW20]. Bivariate [NHOV10]. Blacklist [WH20]. Bladder [LXL"20].
BLAST [AMOW10, CWC06, SBC*05]. BLASTphylo [ZMGN23]. Blind
[CRT04, HSH11, IFT14]. Block [EVLZU19, GG04, KS05, LLCT05, SHB*03].
Block-Free [KS05]. Block-Interchanges [LLCT05]. Blockers [Tral9].
Blocking [YK19]. Blocks

[BCCHZU18, JSN09, LZ10, MBR 94, MR08b, NMG*05, VST03, ZRHM94].
Blood [CUP19, FYJ18, YK19]. Bloom [PFK17, SK18, SHCM18]. BLUP
[McP12]. BNOmics [GBR17]. Bodies [BDBB10]. Body [KC18, STV96].
Boltzmann [BHHR19, SSS20]. Bonded [MKO06]. Bone

[PM24, SRB*25, XLLS20]. Boolean

[ADW23, AMK00, AMTY11, AFRV07, BCD*24, BS20, GQ09, GLM20,
GSV*11b, GSV*1la, KR24, LL05a, LTSA15, MA13, SK13, VCS11, ZH14].
Boost [KWM10, GLM09]. Boosted [yWCF06]. Boosting

[DGW*13, WxLW™23]. Bootstrap [PABE'10]. Bootstrapping

[FKZ09, GK18]. Border [KRD14]. Borreliella [RFH'25].
Borreliella-Infected [RFH'25]. Both [BJF*20, PRSV08]. Bottlenecks
[MTYHO09]. Bottom [PRC*13]. Bottom-Up [PRC"13]. Bound

[AP10, CWRF15, CFH13, GP13, Hor01, MWD02, OJFD18, PU00, SMML24,
TSTS12, YLC*17, ZZL22, ZWZ16]. Boundary [BLF14, RC06, SSS20].
Bounded [MP11, NR03, SD95, Sol09]. Boundedness [MDWZ24].
Bounding [FW12, IR22]. Bounds

[BBO6, KLM11, KKM*20, KS06, LTI10, MSS10, Snil9, WG08a, WZ24].
BPscore [ZW19]. BPSO [CYLY12]. BPSO-CGA [CYLY12]. Brain
[AMS*22, BZB*22, FYJ18, YMxW21]. Branch

[CWJ*t21, CJK'97, Hor01, OJFD18, SMML24, YLC*17, ZWZ16].
Branch-and-Bound [SMML24, ZWZ16]. Branch-and-Cut [CJK97].
Branched [HBK11]|. Branching [GGM12, Sun95|. Breadth [JHA16].
Breadth-First [JHA16]. Break [Ale08]. Breakage [KB12, ZB15].
Breakpoint [AS10, Ale08, APA17, CBP21, EZFP*19, Kovl4, SB98, ST05,
SM16, SM17, kSyPhC*22, WZW15, XZS07]. Breakpoints

[AFR'08, LS08a, SBDT00]. Breaks [TT12]. Breast [AS22, AF20, Ano22b,
FRD+17, GCD20, HLK+13, JSZ+20, KTT20, LTZ18, LXS24, QLW?20,
SPSZ23, SGCD19, TMH*21, TXL+17, WFL*20, WZL19, 2Z20]. Bridge
[KB12, ZB15]. Bridges [HWP20]. Brief [Tral9]. Brownian [FA12].
Browser [BP17, RGL94]. Bruijn} [WYT12, APF*20, BH14, CPFP24,
CLJ*15, GTA22, HS23, MPC*11, OYB1S, Ore20, RC24]. Bubbles
[Sam09, WWZY19]. Buffering [LLJS19]. Building
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[CJS12, MROSb, NHZ*15, PPL*23, SKSL97). Bulk [LLG*20]. Bundles
[CJDO06]. Buneman [MBRS11a]. Burden [SWS*20]. Burrows
[BVP+19, LMWO5, Lip05]. BWM* [JJGD16).

C [CYZ*20, DLFS22, DZS24, MSRS24, RBH*19, ZLTS13]. Cacti [PERT18].
Cactus [PDE'11]. Caenorhabditis [LYF*19, YHT*17]. CAGE [SZVM10].
CAIR [RBKJ19]. Calculated [BGTSB98]. Calculating

[DM17, HTZ+13, HMU06, LWZ21]. Calculation

[BS98, LABD*06, NL09, SEV09, SD95, XLZ13]. Calibration [COL*18].
California [Cal22]. Call [Ano2la]. Calling

[HMY*19, KS11, LHW+22, SFC11, TYSX19, WLA*18, XZ12]. Can
[AWM*17, BF98, FHKR11, NLC17, VCS11]. Canalyzing [AMTY11, MA13].
Cancer [AS22, AF20, Ano20, Ano22b, Azi22, BP20, BR24, BSB*17,
BLC*10a, BRO6, CBP21, CW09, CWS*21, CNCK11, CZY19, CKB17,
DCL18, DWK*20, FCGD19, FDD21, FSW+20, FRD*17, HHZ*+18, HLK*13,
HZL22, HFUH19, JMPR23, JZZ+19, JSZ+20, KTT20, Khal4, KCHO4,
KLC+11, LZHC15, LTZ18, LXS24, LLO5b, LHC19, LLZ19, LXL*20, MXJ19,
NCMS*21, OFS09, PNIM17, PSIM18, PIM23, Par24, QQL+19, QsYSxL23,
QLW20, RM18, RV15, SPSZ23, SKDR21, SKL+24, SZY*20, SWS*20,
SS7G24, SLT24, SGCD19, $SS*21, TMH*21, TA21, TXL+17, VUR11,
VRU16, WXY+13, WPL*19, WZG+20a, WFL+20, WDZ20, WLC18, WZL19,
WHLR20, YYJ19, ZCY+20, ZWQ19, ZZ20, ZDG*20, ZIWL21, ZYD*19)].
Cancer-Associated [YYJ19]. Cancer-Related [CZY19]. Cancers
[FLT+21, GAWI19]. Candidate [AJYJ18, EBK11, LL19a, WWLC20].
Cannot [BF98]. Canonical [AHK'02, BB15, MR08a, MHL22, NRW11].
Cantor [SF95]. Capacity [Elh11]. Capillary [MXW*20]. Capsid [CRB18].
Capture [FL94]. Capturing [EAM*17]. Carbohydrate

[LKC21, WKC195]. Carbohydrate-Active [LKC21]. Carcinogenic
[DBBMO09]. Carcinoma

[BRC20, CCH'19, CWS*21, GCD20, GDL*15, LGD"19, LTL20, TYS™20,
WSCL18, WWLC20, WWC*20, YDG20, YcXyW*21]. Cardiomyocytes
[WPS*25]. Cardiomyopathy [CKZL20]. Careful [DBT11]. Carlo
[FDDKO07, Hea97, JHN*23, KST96, LDW98, LLT06, LSHLO04, NTMMO6,
XKO05]. Carrillo [KS06]. Carroll [Sea01]. Cartilage [YBF19]. Cas9
[ZDZ120]. Cascades [BS09, LXL120]. Case

[BMRO09, BZ08, CMLTZU14, EBS*22, Fom19, GJL*21, LBN94, LZBK15,
LL23, McP12, MBST01, OH03, PK19, PZZ20, Tra98]. Case-Based [LBN94].
Case-Cohort [LL23]. Case-Control [BZ08, McP12, OH03]. Cassandra
[LCG18]. CASTOR [LC03a]. Cat [SW11]. Catalytic [SSB07]. Catching
[WLF13|. Categorical [BFT04]. Categorizing [SLYC09]. Causal
[BCPS04, KYSE10, Rot19, SMS13, WHJE19]. Causality [Ist19]. Causation
[JCBX22|. Causative [FSD*14]. Caused [MRY"23|. Causing [KSS09].
Cautionary [BJ17]. Cavity [CRT"17]. Cayley [NFHM21]. CCCTC
[KW21]. CCCTC-Binding [KW21]. CD45 [CYZ"20]. CDCAS5 [BRC20].
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¢cDNA [BCH*01, BLQZ04, CHK*+02, GE04, WGW*01, YHC05]. cDREM
[WBJ15]. CE [JDSB04]. Cell

[BRC20, BZG"22, BNAT12, BGHT08, CWRF15, CWJ*21, CMS*25, CvS24,
DSS*22b, DSS*22a, DSC*22, DLL+24, DCL18, FLY4, FLT+21, GVA22,
GWA*21, GSCG19, HD10, HAP12, HFUH19, JLSL24, KBZ+05, Khal4,
LSBS18, LWN+18, LLG*20, LZHC15, LGD*19, LDBj22, LQ23, LTL20,
MMA*21, MMKH15, MH22, MFJ+19, MSM20, MLS*23, MM19, MM21,
MWL22, NZM*25, NBA*+13, PLSL18, PLZX25, PM24, Par24, PD16, PD20b,
QFLL22, jQLsY*24, RBH*19, RLA*06, SVA+19, SDFR16, SDK16, SCD*+22,
SH17, SZY*20, SZSA22, SSLL22, SZMS02, TINK9S8, TYS*20, TMG*20,
WC16, WSCL18, WWZY19, WWLC20, WWC*20, cWxLIS*23, WVT23,
XSH*22, YDG*20, ZCY*20, ZMppVN22, ZYB+04, ZLL+22, ZL22, ZTWO05).
Cell-Free [LWN*18]. Cell-Surface [FL94]. Cell-Type [DSC*22].
Cell-Type-Specific [LQ23]. Cells [CMS™25, COL*18, KLC*11, LLS11b,
LYF*19, LLL*20, TLP*14, WFL*20, WVT23, XLLS20]. Cellular

[AAG14, BSK05, BS20, LBJM11, LBDVF10, MR08b, PLZX25, RRKT07,
SVD14, SF12, TRB+09, XLZ*24, YLC+20, ZLU*22]. Cellulases [TRS17].
Center [SLL*17]. Center-Star [SLLT17]. Central

[FYJ18, IPHI8, KPW11, TA97, ZKWH17]. Centroid [WAM20].
Centromeres [OFS08]. cerevisiae} [SSW20]. ceRNA

[JSZ120, YcXyWT21]. Certain [BLR16, Kle99]. Cervical [LZHC15, LLZ19).
CFINet [LLT*25]. CG [Anollb, Edi24]. CGA [CYLY12]. CGH
[NHOV10]. Chain [ARSW22, BKWK™*00, CH15, CL99, HI97a, Hea97, HJ14,
KST96, LSAS03, LDW98, ML10, NTMMO06, Pia02, RLH13, RBEB13, SPDY5,
Sun95, WZCS00, WV95, WF12, XK05, YSFW08, ZRZD11, ZF05]. Chaining
[BCA15, CJ23, JGT22, UMR11, ZRHMY4]. Chains [AKLM02, Bet10,
CCJ09, GIMO4, Nue04, PRKG16, RS98, RROF95, Sch00, ZS11]. Challenge
[GI95]. Challenges [DOB95, GMC08, Mall, Rot19]. Change

[GP20, Lail2, PJB*15, WTO07, XLZ*24, XLZ"18b]. Change-Point [Lail2].
Change-Points [PJBT15]. Changes [BRR02, CC03, CK09, CJDO06,
FSW+20, GLMW13, Mall, NKR*01, TBJF01, YYY*09, ZWQ19]. Channel
[JB10, SSS20, SF12, ZZC*24]. Channels [SF12, SkY12]. Chaos [Yin19].
Character [Bry96, CKT16, NR03]. Characteristic

[PRC*24, PSIM18, VY18, YYO05]. Characteristic-Specific [PSIM18].
Characteristics [JRH'10, XK05]. Characterization

[Cha95, CSP*12, HJ05, JPR0O6, LHL16, SVA*19]. Characterize [Par24].
Characterized [AV18]. Characterizing

[ABTP23, MR95, NME*15, TZHR14]. Characters

[AA18, BKPW95, GBBS07, KNmS*22, OYBIS, Prz07]. Charge [CEKP*13].
Check [vLKMR?22]. Checking [LR05, PSB17]. Chemical

[ABF*25, GZW16, Sol09, Tral9, vLSV*24]. Chemistry

[LLW03, NFHM21, TW05]. Chemotaxis [ZPG124]. Chemotherapy
[COL*18]. Chen [Ano20]. Cherries [ARC13]|. Cherry [LTsL24].
Cherry-Reduced [LTsL24]. ChExMix [YKPM20]. Child [WZ24].
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Childhood [SnGqC20]. Chimeric [NBAT13, ZFBK09]. ChIP

[BR12, KVDC06, NBC+11, WH20, XZ12, ZCK17]. ChIP-Seq

[WH20, XZ12, ZCK17, BR12]. ChIP-Sequencing [NBC*11]. Choice
[DBT11]. Cholangitis [DYLK20]. Cholesterol [TGTG19].
Cholesterol-Ester [TGTG19]. Chordal [Gusl0]. Chromatin

[KW21, MSRS24, SKP*12, SDK16, SNQ*14]. Chromatin-Modifying
[SKP*12]. Chromatyping [CCMS20]. Chromosomal

[RBHT19, ST05, XJZ*21]. Chromosome

[KWBS11, LVCT04, LRL¥07, LIP20, LZC*23, SBNS21, ZW19, ZS17, ZLTS13).
Chromosomes

[AKWZ95, BCCT09, CJK*97, HYJ+19, XJZ+21, YDN02, ZKT14]. Chronic
[CKL*17, ES07, YLC*17, ZLM*17]. Ciona [Eri09]. CIP [CASP10).
Circadian [YHW18]. Circuit [STP18]. Circuits [BS20, FPSD22]. Circular
[Ale08, BCCT09, Far97, ML00, VT06]. Circulating [LWN*18]. Cis
[MYS*20, BR12, Ist19, MDB11, SS05a, CCG06, WT17, WXO08).
Cis-Regulatory

[MYS*20, BR12, Ist19, MDB11, SS05a, CCG06, WT17, WX08]. Clark
[HATT11]. Class [BRO6, CV11, HSH14, HJR12, JLSL24, LI05a, MC10, MS03,
QP09, RMS02, Vij22, WGLIS, WID14, WZC96, ZYB+04]. Classes

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

[AVS20, ALB+19, AT05, Azi22, BDBF*00, BZB+22, BRR06, BFL05, BP16,
CBS+20, CC23, CCF10, CWJ+21, CYLY12, DPSW20, DKF09, ENSO03,
FASASR* 15, HA12, HVAWO04, HY16a, HYJ*19, LDS12, LRD19, LCG*22,
LZL+23, LFD03, MC10, MBLZ09, OART24, QP09, SRF16, TM22, URB*19,
WRS*99, WT'Y19, YGP05, YTS12, YQDW23, ZZL23a, ZAG*18, ZM16].
Classification-Based [ALB"19]. Classifications [BL02, PWCNO02].
Classifier [AaHP 21, KCHO04, PIM23, RLK ™09, SZTW12]. Classifiers
[BGJT04]. Classify [AB00, KBLS24]. Classifying

[AS22, LGS20, MCO8, MEF24, MTR*03, SF95, XYX+22, YKPM20].
CLHGNNMDA [ZWD25]. Clinical

[Ano22b, BSB+05, KBJ07, MRY*23, TMH*21, YQDW23]. Clique
[MTF*12]. Clique-Based [MTF*12]. Cliques [MSRS24, PWFZ17]. Clock
[CKS06, HP96]. Clocks [RD09]. Clonal [FLT*21, SLS23, SHMS08].
Clonality [DMW™17]. Clone [DFS95, SBT00, Wen05]. Clones

[JM95, Sch97a]. Cloning [CLM*16, SK23|. Closed [KFR04]. Closed-Loop
[KFR04]. Closely [AWM™17, WYT12]. Closely-Related [WYT12].
Closing [PNPC20]. Closure [ML10]. Cloud [KAD"19, PDZ*16, TH17a].
Cloud-Based [PDZ"16, TH17a]. Cluster

[AN18, GTA*04, HMN21, KBZ+05, KNS14, SZVM10, SDP+20, WMG*24).
Cluster-Based [WMG™24]. Clustered [CBW07, HSD05, MAN16].
Clustering [AO08, BF02, BDN19, BR06, BDSY99, BL02, BV09, CZNF19,
CC11, CDH*16, DMDR17, DBB*+02, DS03, ETLK19, FBJ04, FLT+21,
GLM+09, GTA+04, HTY22, HSLO7, HHC06, JHN*23, KBG18, KMZ*10,
KABH15, LDBj22, LMP08, LC03a, MGW 07, MMK*21, MAN16, NVCW15,
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OYY*12, PKSB18, QsYSxL23, jQLsY*24, SM20, SLL0S, SPD18, TZB*23,
TVNP15, WSW15, cWxLIS*23, XZW15b, YZ17, YL17, YJC18, ZZHL11,
ZIWL21, ZWD104, ZL22, ZCK17]. Clustering-Hashing-Signal [HHC06].
Clusterings [NWNT10]. Clusters [BJMS09, Boel8, CCT09, GPCP11,
HGO5, Jahl1l, KK22, LOXC05, LAF+14, LHXHO08, MBC*18, NMG™*05,
Par07c, TZB*+23, TWY02, VBSS10, WMPS11, YYZ*10, ZSV+09).
Clusterwide [ZWD"04]. cmb.2019.0110 [Ano22b]. cmb.2019.0224
[Ano20]. cmb.2020.0112 [Ano21b]. CNB [JLmR"23]. CNB-MAC
[JLmR*23]. CNS [DHY02]. CNVeM [WHY*+13]. Co [BGL24, HIM14,
L7809, TZZY20, TPSB19, TBKR10, WLM21, XJZ*+21, ZHQS05].
Co-Evolution [HM14, TBKR10]. Co-Expressed [ZHQS05].
Co-Expression [BGL24, TPSB19, TZZY20, WLM21]. Co-Occurrences
[XJZ*21]. Co-Regulation [LZS09]. Coagulation [LXL*20]. Coalescence
[BW12, PMGE21]. Coalescences [TR11]. Coalescent

[DLL*12, DR15, ME12, Ros07, TRW23, TRIN(07]. Coalescent-Based
[DLL*12]. Coarse [AJYJ18, CB07, DPS*20, PVFBO06]. Coarse-Grained
[AJYJ18, DPS*20]. Coarse-Graining [CB07]. Code

[AMOW10, Ist19, LZL*23]. Codes [BDM*07, KKe23, NSZ99, PB18].
Coding [ADRS24, BWGM17, CC03, GT16, HLY25, JLY0S, LZL*23, LWZ21,
MMO06, RMO0, Sal95, Sel13, SIGW+23, SZTW12, SG94, SDP*20, SK19,
TE96, TBB00, WH06, XMU96, YY05, YQDW23, YYJ19]. Coding-Based
[HLY25, SIGW*23]. Codon

[CHJO05, DS19, GYA+23, SG94, SLYC09, TVNP15]. Codons [WMK17].
COE [ZPX110]. Coefficient [HL16a, SPD18]. Coevolutionary [DC16b].
Coexpressed [TML102]. Coexpression

[JJY 120, NXGL20, PdBdP*22, QLW20]. Coffee [LCG18]. Cognitive
[Jos96]. Cohort [Ano20, LL23]. Coil [ODPB18, SLO07]. Coiled [ODPBI1S|.
Coincident [Mar94]. Coleochaete [WC16]. coli [ALR18, Khal4]. Colinear
[CJ23, JGT22]. Collaboration [WCZ*18]. Collaborations [YYL20)].
Collaborative [CZY19]. Collagen [Yan(09]. Collapsed [CP05]. Collapsing
[GDHC95]. Collecting [TBP*13]. Collections [MNSV10, ZCK17].
Collective [HL16b, RAKL10]. Colocalization [GVMB24]. Colombia
[EBST22]. Colon [Khal4, MXJ19]. Colonies [ZZL22]. Color

[APF*20, PTWB09, SFC11, TP11, YHCO05]. Colorectal

[BSBT17, DWK 20, QQL"19, WZG*20a, ZWQ19]. Colored

[BP16, CPFP24, HS23]. Colorful [RRNB13]. Comb [CKS06, SFC11].
Combination [KVM14, ZZ1.23a]. Combinations [STRT96, VCY14].
Combinatorial [AA18, AKLM02, AHK 02, BDKSY00, Cha95, EAA™09,
LILWO03, MCCO01, Neb02, NW12, OB10, PGBK11, Pev95, SVK10, ST02a,
SZVM10, SZMS02, ST17, SLRM09, TW05, WJJ11, WBJ15, YJ06, ZFBKO0Y].
Combinatorics [Clo06, HLR14, KB12, MN15, PV17]. Combined

[FNC08, MG06, PL06, SKS*09, SG94, cWxLIS*23, WPST25]. Combines
[DRT*25]. Combining [AMR20, BG98, BMB24, BR23, EAAT09, KPS00,
LN03, NCMS+21, PWFZ17, PGA*11, SH04a, XGD24, YRG*19, ZLL*22].
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Comes [HPL"20]. comets [HD16]. Command [MA19]. Common

[AL25, ATLS07, BFS10, BVP+19, CMvH15, CHKK99, DMHM97, EPSVOS,
GF16, HJ05, KLW96, LNWO01, NW12, PYIM22, PSCP09, SSPNW06, SB07,
TAA16, UBTC06, WWZ19, dMRR14]. Commonalities [MJS24].
Communities [BBP10, RHS™21]. Community

[AZ11, Rob94, Sunl8, WYT12]. Commuting [AT08]. Compact

[OB16, Par07a, PQBBO08]. Comparative

[Anollb, BBP10, BBEM09, BCA96, BGL24, BMR+19, CY10, DPSW20,
DJK*99, Edi24, ES07, FW12, KV17, KPB+04, LSRR18, PTWB09, SMZ*12,
SIK*05, WMG™24, WWZ1T16, WH06, YYW14, NV(9]. Comparing [ABRI16,
AS19, BG17, GNMEO1, GJL*+21, HSG22, HBW+05, KRF*12, LVC*04,
LMP08, MMS95, NK07, Neuldb, NV12, RYY22, WXY*24, ZKWH17, Zha97].
Comparison [AS10, AFCN13, BCH*07, BHRV00, BWS13, BR03, BS06,
BPL02, Bet10, CH15, CWYB16, CT07, CGZ04, DLPH06, DHY02, EJT00,
FP11, FS99, HBD94, HG18, KMUK22, KVZ24, KPW11, LST+17, LHXHO0S,
LZF*05, ML00, MHS06, MP94, PD16, RCSW09, RND*23, RS01, SRF16,
SSD07, SRZ*13, SJ12, SY09, TPH*09, VT06, WRSW10, WAM20, YYA11].
Comparisons [Lip05, Par07b, PDE+11, PWTI18, SSTM19, VCY14, ZW19).
Compatibility [BKPW95, BSWY98, KAC17]. Compatible

[BLR16, PMCBO08]. Compensating [SS07]. Compensation [LTCH11].
Competition [SLT24]. Complement [LXL"20]. Complementarity
[BMB24, CFR12, JPB*15, NLC17]. Complementary [CTC21b]. Complete
[BLOS, FJK*99, HP96, HPVS96, KMB*20, Sam09, TM17, GKM*10,
OFCLH11]. Completeness [KKC"22]. Completion

[KMCKS17, LLW+20, MSM20, ZZ15]. Complex [BHL*18, CWYBI16,
FADH17, HMN21, JPR06, JCBX22, KLS15, KAD+19, KHK10, LCDI1,
LQPE*10, NLC17, 0JOD+04, RBEB13, TMC*18, Vij22, VBSS10, yWCF06,
WZCY21, WLS*11, Wu08, XSS08, ZSV+09, ZZNM15, ZZL+23b).
Complexes [FCS12, FKZ09, FR14, GMVC20, LZS09, LXYC09, LSSD18,
MZS+17, SIK*+05, WILK*12]. Complexity [AWM*17, BK10, BDPSS01,
BFK*11, CMLTZU14, CDKL09, CGP+98, GSSI14, Gus01, HLMS08,
JZGA20, Jus01, KLZU06, Kov14, LHC09, MP11, MGSA06, NP09, OBDD19a,
PG03, QGP10, RLVCVR17, SBCH05, VRU16, WJ94, WZZU07, YA11].
Compomers [Béc04]. Component [CWRF15, GSCG19, LSBS18, PD20a,
PGAE04, RMC*23, SLYC09, TE96, ZZNM15|. Composed [AWM*17].
Composition [AC10, HZNF06a, HZNF06b, ML22, MLC10, RKTS14].
Compositional [CWH'22, FHZD17, YYA10]. Compositions [FLS94].
Compound [AJVT16, GPCP11, PRSV08, RS98, ZRST12]. Compounds
[Wil99]. Comprehensive [GWM+21a, HXL+20, KV17, KCH04, KLC*11,
LHC19, PAST13, WZH*18, WZG*+20a, ZRNA20, ZF05]. Compressed
[AZ11, RPR"15]. Compressing [KSK*11]. Compression [AOAAH17,
CPFP24, GYZ19, HWSH18, KK11, MM06, RC24, VFOK18, WR23].
Compression-Based [MM06, WR23]. Compressive [YS23]. Compressor
[AH20]. Comput [Ano20]. Computation [ARRW99, AT08, BGHY04,
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BFT04, BCCT09, BIMS09, CIM*06, DSV12, ES06, Jah11, Kei05, KSSK09,
OKO08, PXLP23, PA03, RJS02, Ric06, RWBT98, RW99, SWS+20, SCC+98,
SSIP*+19, TCL*16, WWZ19, WX08, WHC09, ZW07]. Computation-Based
[WX08]. Computational [AEBT04, Ano94, Ano00, Anol1b, Anol4, Ano21a,
AP09, Bafll, BMM*23, BOB*23, Berl1, BZMM16, BMP*09, CBH* 12,
CGOT10, CLSW02, DMV17, Deil9a, DDK21, DND*19, DKC15, DFS95,
FA12, GSA14, GPOP*17, GSV21, HSHC15, HHC17, HASL18, HZL22,
HTH*17, JLmR*23, JMR*21, JIGD16, Jus01, KV08, Kum22, LZHC15,
LHC09, Mall, MMN*+21, MSN*20, OBJO*03, PDZ*16, PLSL18, PGV16,
PS11, PVR*22, PG03, Prz24, QGP10, RBKJ19, SCB14, STHG 08, Sea0l,
SZL*23, SW11, Sun13, TS96, TBKR10, VRGC18, WJD14, WYC*18,
WXY*24, Wo099, XXU98, XXCE00, ZLP22, ZLM*17, ZMK23, ZWZ16].
Computational-Based [WYC'18]. Computationally [SEV09)].
Computations [CSA98, FG04]. Compute [BVP116, Clo05, SLM15].
Computed [AG23]. Computer [[st19, KMM17, LVCT04, SMKS96].
Computers [Elhl11l, FHS00]. Computing

[AFRV07, AFRT08, BMY01, Bea95, Ben21, BCA96, BBDS21, BSSz+20b,
BCA15, zCULW20, DLM10, DLD*14, FLL00, GKMS23, HKS08, HLMR11,
JM97, KLM11, KW14, KR24, LJ05b, LFT+98, LTSA15, MTF+12, NBB1S,
PPL*23, PGMO07, SVK10, SHRB11, SLA12, SM17, SVL*10, VRGC18,
WCO07, WW18, WW19, WY21, WZW10, WZ24]. Concentrations [Lie05].
Concept [BS09, GMF108]. Conceptual [GCB20, KWB*94]. Condition
[Kea97]. Conditional

[FHZD17, LCWG06, LCGW09, LGS20, PZZ20, RM00]. Conditioned
[BYGI12]. Conditions [BLF14, CD21, QFLL22, ZZUPY06]. Conference
[Ano00, Anol0b, Ber1l, DMV17, DNZ17, DND*19, Edi24]. Conferring
[2Z7U20]. Confidence [KWM10, SFR*18]. Configuration [LJ05b].
Configurations [DR17, YE02]. Confirmed [MXW*20]. Conflicting
[CEJM16, CHSY10, OR14]. Conformational [CJD06, FvdBB16, GLMW13,
GC15, LBBV*18, ML10, NH0S, NDMK17, SNW98, ZPD*10).
Conformations [AMK18, ZRZD11]. Confounders [SS07]. Confounding
[TRINO7]. Conjecture [Zha97]. Conjugate [Lar06]. Connected [AC17].
Connection [Fic95, NZM*25]. Connections [DCD19, Yu24]. Connectivity
[KSGO07, LICZ20, LBDVF10, XLZ*18b, ZLTZ25]. Consecutive

[CHSY10, LHO3, MP11]. Consecutive-Ones [MP11]. Consensus
[APVM11, BTZ06, CY10, zCULW20, CJS12, EMD95, HSL07, MS00, QEk24,
SPW22, SW11, WZG120b]. Consequences [CMvH15]|. Conservation
[BBN11, CT07, HMK24, KSG07, RDH04]. Conserved [DKA*17, HGO05,
HS14, ISB12, KKS*06, Pen20b, SEN97, $504, TRS17, AMRR14].
Considering [EBS122, GPOP*17, LK24, SMS13]. Consistency

[JLRS18, LCG18, RSEK24, TR11, WHD15, WMPS11]. Consistent

[ARS17, MMS95, RRFS98, TRW23]. Consistently [JFLL20]. Consisting
[KG24]. Consolidated [LDB*07]. Constant [BP14, BS98]. constNJ
[Mat10]. Constrained [DZS24, EVLZU19, HD16, KPZU11, NK11, PYIM22,
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PM24, SIGW+23, WDAO1, YFBK07, XXCE00]. Constraint

[QsYSxL23, SAM06, TMfTK23, VRS12]. Constraint-Based

[TMfTK23, VRS12]. Constraints [AKG"13, DQS*11, FvdBB16, Ham12,
HY16b, LW22, Mat10, MSZM96, NW05, WWZ19, ZZ14b, vLSV+24].
Construct [SFR*18]. Constructed [LGD'10]. Constructing

[BDC97, BDCG+98, CY10, CCPT17, EZ98, GZW+16, JZL*20, KKe23,
KS12, MBR 194, RROF95, SH05, WG98, Wul3, XvdL05]. Construction
[BVP+17, CF14, CA12, DHM*05, DHWZ06, GLM16, HXL*20, KMB*+20,
LMWO05, LLD*16, MS99, PMF+03, PCC*11, Prz07, VV97, YTS12, ZWK*20].
Constructions [CD07, CD08]. Consuming [MFJ*19]. Consumption
[CCDB21]. Contact [AMWO7, AMDY11, CCIT04, JAJ24, KWM10, LIK16,
XS07, ZWY*+17, KWM10]. Contacts [AP10, DLFS22, DZS24, GP13].
Contagious [BBN24]. Contained [Bro98]. Containing

[HV07, JHA16, TGT08]. Containment [GYZ19]. Content

[Hual0, LZX12, MLC10, SKGG17, Zha02, IP09]. Content-Based [LZX12].
Context

[ARSW22, BF02, FB12, GVMB24, GTT06, HB11, IR22, KJmZ*22, ShEHGC20).
Context-Aware [GVMB24]. Context-Dependent [IR22].
Context-Sensitive [HB11]. Context-Specific

[BF02, KJmZ122, ShHGC20]. Contextual [HPL120]. Contig

[DZS24, HSF+00, Lul5, PBMC17, RCSS12, TM17]. Contigs

[CN17, ML22, Prel3]. Contiguities [OR14]. Contiguous [MRR108].
Contingency [PK19]. Continuous

[BJGGT03, CF14, DPRY7, HJ14, KPS00, MV19, 0C00, SLL*23, ZPD*+10].
Continuous-Time [HJ14]. Continuously [HJD17]. Contrast [Ast03].
Contrastive [LZY 23, ZWD25]. Contributing [yWCF06]. Contribution
[DCV*07]. Contributions [PVR22, PIWR15]. Contributors [TEMM12].
Control [ADRS24, BZ08, Che06, CD21, JLmR*23, KFR04, McP12, OHO3,
PYIM19, PZZ20, QMMW11, RUGRIS, ST02a, SSV19, SHO4b, WZ23, WA10].
Controllability [Che06]. Controlled [LTTS12, ZHQS05]. Controlling
[BHL*18, DT12]. Convergence [KFC*11, ZZL22|. Converging [HNW99].
Conversion [HZH"10, SDG"07]. Convex [HHX16, WTY19]. Convexity
[CP19, TL23]. Convolution [Erd05, Serl5, ZCZ*23]. Convolutional
[AMS+22, BLP+22, CLLL20, HYJ*19, MPZL23, MDL+18, PLSL18, TKSA24,
XYX*22, Yu24]. Cooperating [HPY03]. Cooperative [Amil2, DQST11].
Coordinate [LSL116]. Coordinated [SnGqC20, ZTD*22]. Coordinating
[FPSD22]. Cophylogeny [LHC09, OFCLH11]. Copy

[ACBM18, CD18, CKZ*19, CQG10, FSW+20, HG11, Lail2, LLG*20,
LABD*06, PNIM17, WCM*08, WHY*+13, WV11, ZEKKR1S, ZB15, ZZS17).
Copy-Number [ZEKKR18]. Copying [YHEP15]. CORaL [AFCN13].
Core [BHPS99, GKKS98, LXYC09, LHC19, RMWC16, SKG+00, WILK*12].
Core-Attachment [LXYC09, WILK12]. Coregulated [BRC20, CC11].
Coronary [YHW18]. Coronavirus [DDK21, Pen20b, Tho21, YGPO05].
Correct [RPW13]. Correcting [LGD"10, SKL 124, SBC*05, XMU96].
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Correction [Ano02a, Ano02b, Ano05, Ano08, Ano09a, Anolla, Anol4,
BDK*16, ETLK19, KFDT02, SSLMW10, ZGRB10]. Correlate [CWRF15].
Correlated [CD18, KCG119, WHD13, WHD15, WFH18]. Correlation
[BB15, BL02, FVTHO03, GVA22, HM14, KNmS*22, Kon07, KT01, MHL22,
YHW18, ZPD"23, ZY23]. Correlations

[AS23, DPHHO05, KIYM13, MBVAO07, SSLL22, TE96, VB0J).
Correspondence [KPB104]. Corresponding [ZKWH17]. Corrigendum
[DFS96]. cOSPREY [PDZ*16]. Cost [ZZ14a)]. Costs [HP97, JGT22).
Cotranscriptional [TKO21]. Count

[BML*16, GLM16, JONK17, PFRD05, RS01, SSLL22]. Counters [RC24].
Counting [CGI*07, EZ9S, FPS22, NS23, PGV16, Ros07, SRSD11, SF95).
Counts [Sch00, WVT23]. Coupled [BC94, Li09, LDLZ12, RLK*09).
Coupling [AWZ*17, LDLZ12]. Course [GK18, HMY*14, KK18]. CoV
[ABTP23, Ano21b, BBH*21, MMK*+21, NKG+21, $523, TM22, ZSB+23).
Covariance [AMR07, LLD*16, ZH07]. Covariation [CCPT17).
Covariations [GJZ06]. Covarion [AR06, GIM04]. Cover [CCT15, Ore20].
Cover-Free [CCT15]. Coverage

[CAB11, DDC*20, DMW+17, ML22, NM14, PV17, Prel3, Sch97a, Wen06).
Covering [ABR16, GHM*10, HNW99, OB16, OYB18, SMML24]. Covers
[GKMS23]. COVID [BZB*22, LCG'23, MRG*24, MJCM22]. COVID-19
[BZB+22, LCG*23, MRGT24, MJCM22]. COX

[ALB*+19, Ano22b, LL23, TMH*21, ZZ20]. COX-2 [ALB*19]. CpG
[FB12, JZZ+19, KLC*11, YCCL18]. CpGCluster [YCCL1S].
CpGCluster-Teaching [YCCL18]. CPH [HTH"17]. CPU [WCZ*18].
CPU/MIC [WCZ"18]. Craniopharyngioma [fZbMqW*20]. CRDet
[CWJ*t21]. Creating [ZMK23]. Creation [WH20]. CRISPR

[BBC16, ZDZ*20]. CRISPR-Cas9 [ZDZ*20]. Criteria

[GTA*04, LSG04, TNSS13]. Criterion

[HSD05, LWLJ10, NM14, TP11, ZZL23a]. Critical

[BHL*18, BSB*05, NXGL20, SnGqC20, WDZ20, ZW07]. Critiquing
[CBS*20]. CRM s [Eri09]. Cross [BRD*05, BMN*07, BR23, CJCOL,
CXW16, DVS19, DBHC24, KMUK?22, KAC17, LRNBJ10, LLT*+25, MPZ*20,
MDTDO06, PMG*16, RV15, SSW20, YHW1S, ZF07]. Cross-Hybridization
[BMN*07]. Cross-Immunoreactivity [BR23]. Cross-Kingdom [PMG*16].
Cross-Links [CJCO01]. Cross-Membrane [CXW16]. Cross-Modal
[DVS19]. Cross-Modality [LLT*25]. Cross-Organ [KMUK22].
Cross-Sectional [BRD105, RV15]. Cross-Species [DBHC24, ZF07].
Cross-Validated [MPZ"20]. Cross-Validation [KAC17, SSW20).
Cross-Validatory [MDTDO06]. Crossover [AEBT04, SDG107]. Crosstalk
[SSW20]. Crucial [GPOP*17, PM24]. Cryo

[HLG18, KAC17, LOG+22, NS18, YLZ+24, ZKWH17, BRZH15, HSH11].
Cryo-Electron [HLG18, KAC17, LCG™22, NS18, YLZ*"24, ZKWH17].
Cryo-EM [BRZH15, HSH11]. Cryoelectron [ZLU'22]. Crystal [LLW'20].
CSAM [HHCO06]. CSAX [NME*15]. CsSNP [WWZ*16]. Cubic
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[YTMY17]. Cuckoo [Azi22]. CUDA [SSLMW10]. CUDA-Enabled
[SSLMW10]. CUDE [DBM09]. Cue [JKG'04]. Cue-Signal-Response
[JKGT04]. CuMiDa [FCGD19]. Curated

[AEH17, DCL18, FCGD19, FDD21, SKDR21]. Curcumin [GAWI19].
Curcumin-Synthetic [GAWI19]. CuRDa [FDD21]. Current

[CL21b, SLB197]. Curve [CL21b, VY18]. CUSA [DBMO09]. Customizing
[IRCA21]. Cut [BMS10, BWS11, CJK+97, DHM97, LTCH11, Mar94, MJS23,
SLM15, XLZ"18a]. cutPrimers [KBKF17]. Cuts [ZS17]. Cutting
[KBKF17]. Cycle

[AI12, AODD22, APA17, AT08, BRC20, OBJO*03, ZTW05]. Cycles
[GQO9, XZS07]. Cyclic [KKe23, LSLT16]. Cyclin [CASP10].
Cyclin-Dependent [CASP10]. Cysteine [KMRGO09b]. Cytokine [Con04].
Cytometry [PSG20]. Cytopede [HD10].

d [HBD94, ABF+04, AT05, CFB*07, DSN14, EHK*02, GRM09, GWX18,
GMS05, KMRG09a, KMRG09b, PSCP09, SVD14, Shil0a, ZLTS13].
D-Electrophoresis [EHK102]. D3GB [BP17]. DAG [PVFBO06].
DAHNGC [ZCZ*23]. DahShu [HTH*17). Damage [LVC*04].
Damage-Processing [LVCT04]. Data

[AMRO7, ADP*08, Al12, ACKK19, Aku04, AGH*18, AB16, AR17, AS23,
ACL15, AJV+16, AFCN13, ASE20, BB06, BKWK 00, BBN11, BJGG03,
BF02, BHGCS11, BB15, BDN19, BRD*05, BFT04, BDCKY03, BMR09,
BBV*14, BCG*18, BFK*+10, BGJ*04, BRZH15, BML* 16, Boel8, BVP*16,
Bro98, CR09, CCMS20, CCT09, CC11, CH15, CD18, CWH*22, CRT04,
CQG10, CCPT17, CACT23, CYY09, CYLY12, CS15, CBG*14, CF97,
CHK*+02, CBM*02, CvS24, DOB95, DMTV09, DZM*03, DJK+99, DLMLI10,
DKC15, DMW 17, DLFS22, EZFP+19, EFM12, E1120, EAA+09, EHCT13,
FVTH03, FHZD17, FASASRT15, Fas94, FNC08, FBJ04, FSZ02, FRD*17,
FPS22, FFSL22, FMHO06, FLNP00, FLT+21, GZY 22, GHJ+12, GK18,
GE04, GWAT21, GLM*09, GCB15, GSCG19, GBR17, GZW16, GMEOL,
GCD20, GZW*21, GLM16, Gus10, HTZ+13, HMY+14, Hav06, HMY*19].
Data [HHE13, HWH* 13, HLK*13, HVAW04, HLCS10, HSLO7, HM14,
HZL22, HMFO07, Hual0, HHJ*13, HTH* 17, HWZ*21, ITSH00, TFT14,
JKGT04, JLSL24, JZ10, JONK17, Jus06, KVM14, KS12, KP96, KCG+19,
KV23, KVDC06, KMC00, Ker03, KMM17, KAC17, KK18, KAD*+19, KK22,
KGN09, KABH15, KBCBS11, KCHO4, KT01, KPP+22, Lail2, LSBS1S,
LLSH19, LLG+20, LTCH11, LXYC09, LYPC13, LVC+04, LSG04, LJ05b,
LL05a, LLS™19, LLWZ19, LLW+20, LKL21, LYH" 19, 1§23, LFD03, LRMI1,
LMWO05, LABD 06, LLO5b, LLD*16, LLZ19, LSHL04, LH03, LDB*07,
LZX12, MLOT17, MSS+22, MMA*21, MPZL23, MGW+07, MS99, McP12,
MH22, MRY*+23, MEF24, MSM20, MLS+23, Mos03, MM19, MM21, MBS*01,
MTR*03, NKRT01, NHOV10, NHOS, NME*15, OMS13, OH03, PP23,
PWCNO02, PFK17, PLL16, Pic08, PSGT20, PC05, PSLP06, PX13, QFLL22,
jQLsY*24, QP09, QLW20, RH19]. Data
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[RUGR1S, RLH13, RV15, RMC*05, RBK94, RHS21, RBH*19, RG95, RLO4,
SIC*09, SK17, SM20, SG10, SG15, SKGG17, SS07, SHRB11, STHG'08,
SDK16, SDC03, SS23, SRF16, SD95, SCD*22, SLL+23, SIK*05, SSLMW10,
SH17, SnGqC20, SPBB15, SR10, SK23, SSZ(G24, SBRG20, SLZH15, SSLL22,
TBL1S, TA21, TXL*17, TAJZ23, TH17a, TH17b, TMG*20, UGS19,
WMDO06, WHDN13, WHD15, WZH*18, WDZ20, WZCY21, cWxLIS+23,
WDF24, WV11, WVT23, WGWT01, WZW10, WILK*+12, XvdL05, XZ12,
XZW15b, XSH+22, YS23, YHB*03, YL17, YS19, YA11, YLC*+20, YMZ*12,
ZRZD11, ZWSF05, ZLTS13, ZIWL21, ZW23, ZZ123a, ZL01, ZPB*10,
77117, ZLLT22, 7122, ZPD*23, 7715, ZCK17, vUMWOS, ARRW99].
Data-Based [GZY122]. Data-Driven [CS15, ZZL23a]. Data-Knowledge
[WHD15]. Database [AMOW10, BSB*17, BZW+00, FCGD19, GWL*19,
GE17, HHJT02, KV17, Kar95, KWB*94, KDL+94, KLC+11, LCG18, MXJ19,
MR95, NCC+96, OAHA94, RGLY4, RND23, SKDR21, SM04, SZSW09,
TINKOS, TA21, VAS+18, bVRN*19, WHL17, WZC96, YLW+15, FDD21].
Databases [AaHP 21, CZW*19, EAFM24, Fas94, JDK*18, Mar95, MAN16,
PBB*21, Rob94, SK18]. Dataset [DLL*24, MTR"03, XSH*22]. Datasets
[BR12, CAB11, FDW20, LQ23]. Dating [CDFC00]. Davidson

[Deil9b, Ist19]. db [bVRN+19]. DBCAT [KLC*11]. dbHT [DC16a].
dbHT-Trans [DC16a]. DCGNN [ZZC+24]. DCJ

[BCC*09, BS10, KWBS11, YF09]. DDI [HXY*23, WFC25).
De-differentiation [KLV'13]. DEA [ZW23]. Deactivation [FDDKO07].
Deaminase [MMHC98]. Dec [Ano20]. Deciphering [SCD*22]. Decision
[CvS24, HZNF06a, HZNFO6b, LLO5b, Sal95, SDFH98]. Decoding

[DLPHO06, Yin19, ZHZ"16]. Decomposable [Far97]. Decomposition
[Bar04, DWMT22, GBBS07, LRSG07, MEF24, SAMO06, Xu09)].
Decomposition-Based [MEF24]. Decompositions [KKC*22, NWN*10].
Deconvolution

[DLL*+24, GSS*20, Hav06, HSH11, LLG*+20, RLA*+06, SSH*+20, SDK16].
Deconvolving [WSS03]. Decoy [YLW15]. Decycling [MDK24]. Deep
[AMS*22, BW12, DCH21, EZFP+19, FFB20, GWM*21a, HYJ*19, KW21,
LCW16, MSS+22, MSM20, MJCM22, MHL22, MWL22, Nail8, NES22,
PXLP23, PLSL18, PYG*19, jQLsY*24, SZSA22, TR11, WYCT18, XGD24,
YMxW21, ZGRB10, ZGW22]. Deep-Convolutional [PLSL18]. deepMc
[MSM20]. DeepMinimizer [HZK22]. DeepPPThermo [XGD24].
DeepSNP [EZFP'19]. DeepVir [MJCM22]. Defense [VND17|. Deferred
[SV97]. Define [CNCK11]. Defined [JHA16]. Defining

[NDMK17, ZZNM15]. Definite [ZLTS13]. Definition [KFC*+11, UMR11].
Definitions [DAET19, TBKR10]. Defy [HLK*13]. Degeneracy
[BKKSDO01]. Degenerate [LS05, PO04]. Degeneration [FZF*20].
Degradation [BFK*11, vLKMR22, YBF19]. Degree [MP11, RDR12].
Degrees [ML10, PFRD05]. Deimmunization [PCGBK13]|. Delaunay
[STV96]. Delay [ADW23, YMM*24]. Delayed [RSR*09]. Delays [GKO06].
Deletion [DMP*06, TMfTK23]. Deletions [BP20, BWS11, HSH*09, YF09).



23

Delineating [KASMO08|. Denatured [PGAE04]. Dendritic [URB*19).
Dengue [DM20]. Denoising [KABH15, LZL*23, YLZ"24, ZLL"22]. Dense
[GPP*11, MZS+17]. DenseNet [JWL24]. Density [CKZ+19, CHK*02,
FCS12, HSH11, HMK24, HLY25, KVDCO06, NS18, SDP*20, ZKM21].
Dentritic [UTD'20]. Dependence [DPR97, FHZD17, HL16a, LTS20, SG15].
Dependencies [CKT16, DALT08]. Dependency [BSKgG23, IR22].
Dependent [ABH03, CASP10, CHJ05, GTT06, HL16a, IR22, KK18, LFD03,
NHOV10, RMK*18, SVP19, SLYC09, URB*19, VS98, DDK21]. Depressive
[ZLTZ25|. Deprivation [RXH'20]. Depth [LHW*22, XLZ13].
Deregulated [LLZ19]. Derivation [SDG'07]. Derivative [HTM*22].
Derived [CASP10, LZ10, SVP19, WCL*18b, WZG120a]. Deriving
[HLMS08, ZMK22]. DERNA [GQEk24]. Descendant [QEk24).
Descendants [ZZS08]. Descent

[Bro98, KLKH11, LSL*16, LLWZ19, SGP11, YCP16, ZLO01, ZKT14].
Descent-based [LSL116]. Describing [GSSI14]. Description

[CT07, GRMO09]. Descriptive [BGTSB98, HY16a]. Descriptors

[CRT*17, Geo09]. Design

[AMR20, AHK*02, BDKSY00, BBD+04, BZ08, CLM*16, CFR12, CDKL09,
CS03, CM04, DHWZ06, GMC08, GQEk24, HD16, HIJD17, HLH06, HWP20,
JJGD16, JHLD20, KMP+04, K199, LG22, LS05, LL23, MSBR0S, MPG™ 16,
MTO06, MCCO1, MKKK*17, NSMV18, NW05, OJFD18, OB16, PDZ* 16,
PZZ+10, PA03, PQBB0S, PCC*11, RDRF24, SSY*22, SVA*19, ST02a,
TMfTK23, UBGFD*19, WDF24, WMC04, ZWZ16, dGFMS16].
Designability [LJK16]. Designed [BRS99, LZX12]. Designer [JR16].
Designing [BRS20, CGZD24, HMU06, SB05, Tak96, ZF07]. Designs
[CCF10, CD0S, DHM*05, FFSL22, HL03, Li08, LGD*10, PTWB09, TP11,
YHCO05]. Desolvation [DBM09]. Despite [MSS*22, RS13].
Destabilization [BB04]. Detailed [BP06, XMWZ20]. Detect

[CLLL20, FFSL22, LS08a, NVW14, ODPB18, RPW13, Sch97h, TML*02].
Detected [NLC17]. Detecting [BBGS11, BMP+09, CTC21b, CKT16, CC12,
DLFS22, GLMW13, HG11, HXL+17, HZH* 10, JDH00, KYSE10, KKS*06,
KPP+22, LAF+14, LN03, Mal98, MWP00, SIKS06, ST10, SDC*10, TH17a,
TH17b, VUR11, WWZ116, XYX*22, ZKL 10, ZWJ18]. Detection
[AMS*22, ABLX00, BZG*22, BBC16, BK08, CWC06, CFE*+13, CD18,
CWJT21, CL21a, CHKK99, CGD09, CV11, DCPT08, DP07, DHLOO,
EZFP*+19, EAAT09, GP20, Gru9s, GZW*21, Hav06, HLHO4, HWO1, JAG17,
KMP08, LACB10, LPFT14, LLKX16, vLKMR22, LNW01, LTTS12, LYF*19,
L7124, MZS*17, MSNI23, NMH13, NS18, REKH97, RBOS15, SFA17, SPDIS,
SDDI08, SSPNW06, SRS02, SK19, TKSA24, TRINO7, TBB00, VTO6,

WHY 13, WSS*15, WWH17, WH06, WLAT18, ZLU22, ZPB"10, Zho10].
Determinants [KGLBK15, TGT08]. Determination

[DEH10, EIh01, GKKS98, HKZ+04, KWM10, LLWZ19, MYBK*11, WMDO06].
Determine [GSH17, JRHNQ9]. Determining

[AMTY11, AKG+13, ALR18, BT08, GGM12, JLRS18, KKS*15, KNmS*22,
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MA13, PIWR15, RDHO4, YY18, ZRZD11]. Deterministic

[CWC06, SDDIT08, YY18]. Developed [AS19]. Development

[ACL*21, BRC20, BCD*24, Jos96, JBM15, KMM17, LZHC15, NXGL20,
PC05, WHO1, WFL*20]. Developments [CHM94]. Deviation

[KFC*T11, TSTS12, WFH18]. Deviations [Nue04]. DFT [TM22]. DHFR
[SB21]. Diabetes [SVP19]. Diabetic [LL19¢|]. Diacylglycerol [BSB*05].
Diagnosis [HTM*+22, KCH04, MDTD06, VA17, WWC*20, YMxW21].
Diagnostic [JZZ+19, KVM14, SZMZ19, WWLC20, fZbMqW+20].
Diagnostics [BLCT10a, KSB98]. Diagrams [Hual5, MR08b]. Dialysis
[YLC'17]. Diameter [MWDO02]. Dictionary [ASL06, PBST99].
Dictionary-Based [PBS'99]. Diet [LLL*20]. Difference

[ATLS07, EMV98, Par24, ZPG'24]. Differences

[CMK23, Ker03, LQ23, MJS24, PIWR15, TYS*20]. Different

[FCS12, LL19a, PD16, QFLL22, RKTS14, SPD95, YI17]. Differentiable
[HZK22]. Differential

[HTY22, HQO6, KCGT19, cLcSwP+21, MH22, NKR*01, PLL16, SK23,
SDC*10, SBTV10, TBL18, WLM21, ZWSF05, ZW23, ZL22]. Differentially
[ARHLK19, AJV*16, BCHT01, CCL*19, GP20, ITSH00, JONK17, KBC19,
LSRR18, MG06, QbMyD*19, WC04, WFL*+20, WHK21, WZL19, ZLW+20,
ZXZ21]. Differentially-Expressed [ITSH00]. Differentiation

[TLP+14, XLZ 24, XLLS20, KLV+13]. Diffusion

[EFM12, FA12, Sef25, ZS24]. Diffusion-Based [Sef25]. Digest

[FJK+99, Mar94, fW23, Zhao4]. Digital [BR06, GSS*20, SSH*20]. DIME
[GYD*15]. Dimension [LQ23]. Dimensional [APF120, ACL15, BGTSB9S,
CGZ04, EPSV98, GP13, GKG12, HD10, HZL22, KMZ*10, LKBT16, LLSH19,
LZC+23, 1123, LCL*17, NDMK17, O'H15, PL06, RBH* 19, RL94, SDMN19,
ShilOb, SBNS21, TSTS12, YHC19, YE02, ZLU*22, ZZL*17)].
Dimensionality [SPBB15, TPK03, ZLL"22]. Dipeptidyl [MCH*19].
Diploid [BDK*16, Gus01, SBP15]. Diploids [LLS11a]. Diplotype
[OYY*+12]. dipSPAdes [SBP15]. Direct

[BGLY03, BBN24, GT16, Ham12, HPY03, TBS™07]. Directed

[BHL*18, CLM+16, KTSS19, KLR23, KK23, LL05a, YFBKO07, ZGBK10].
Direction [GZN16, MWL22]. Direction-Guided [GZN16].
Direction-Selective [MWL22]. Directional [DS19, PK19]. Directly
[KJmZ*22]. Dirichlet [NBGA13, XJS07, YYA10, YYA11, YA1L].
Disambiguation [SKMO05]. Disc [FZF120]. Discerning [DCD19].
Discontinuous [CYY23, MBK"03]. Discordant [HMN21]. Discovered
[BSKgG23|. Discovering

[BDCKY03, DDA*11, HVD17, MC10, Par07a, SPBB15, WLEW03, WAC0S].
Discovery [AP04, BSK05, BR06, BGG07, BJEG9S, CW20, EVLZU19,
ELP04, GPRR12, HMN21, ISB12, KPB*04, KWA11, Li09, LW12, NTMMO06,
Par07h, QP09, SSKH*13, TKWO08, WX08, WILK*12, ZKC12, ZHQS05].
Discrete [Che06, HG18, Jus06, KPS00, SKGG17, YiDGT23, Zhu07].
Discrete-Event [Che06]. Discretization [DLML10, LZL24]. Discriminant
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[LSGO4, Mal98, MGW+07, ZZL*17]. Discriminate [BCVL17].
Discriminating [MP16]. Discrimination

[EMD95, KLV+13, Mam96, TBS*07, WS04, ZHY*20]. Discriminative
[JDHO00, MDO00, SS05a, Sin03]. Disease [AC17, BSKgG23, CDQ*21, CWR24,
CD21, DCL18, EBK11, GSA14, GSV21, HTM*22, HWZ+21, KSS09, KV23,
KS05, LFD03, LWZ18, MWZ19, NXGL20, PD16, PD20b, PE20, RS12,
SCB14, SEV09, SIGW+23, VB09, yWCF06, WxLW*23, XAB*15, YHW1S,
YLC*20, ZPX+10, ZCZ*+23, ZWD25, CJ21, bYjHgZ*24].
Disease-Associated [SIGWT23]. Disease-Causing [KSS09]. Diseases
[BBN24, CZS15, FSD*14, JCBX22, KMCKS17, LZL*23, Wu08, YQDW23].
Disequilibrium [BG09, LWLJ10]. Disjunct [CD07]. Disk [HNW99].
Disk-Covering [HNW99]. Disorder

[WXY+13, YDZ+25, YMxW21, ZLTZ25]. Disordered

[GZW*16, HZNF06a, HZNFO6b]. Disorders [JR16]. Disparity [SPSZ23).
Dispersion [WMC14]. Displays [WZ24]. Disproportionate [DSC*22].
Disruption [DLM10]. Disruptions [JRHN09, NLC17|. Dissimilarity
[KVZ24, Wil99]. Dissimilarity-Based [Wil99]. Distance

[AS96, AODD21, AODD22, AOJ+23, AZ14, AKG*13, BMY01, BHHRIS,
BG17, BBDS21, BSSZ120a, BSSz*20b, CMK23, CCYH18, Chel2, DJK 00,
GMY10, HR12a, HJR12, HMUO06, JR17, JRS19, JLMZ02, Jiall, KLMI1,
Kov14, KVKO08, LS08a, LN01, LRV21, Lul5s, MC16, MH22, MTF+12,
PLZX25, QEk24, Ris16, SHO6, SGBEM11, SLM15, SM16, kSyPhC*22,
TCL*16, TM22, WW18, WW19, WAM20, WZW15, Y2CW20, YJO4,

ZHY 20, ZZ14a, ZAGT18, Zhu07]. Distance-Based

[DJK*00, LS08a, PLZX25]. Distance-Scaled [ZHY120]. Distances
[AS10, AO15, AFRV07, BBH"07, BSMA06, BYL"20, Fom16a, Fom16b,
Fom19, GM07, HPDLW09, LH24, NM14, SM17, WDAO1]. Distils [CvS24].
Distinct [TYS*20, WPL*19]. Distinctive [JRH'10]. Distinguish
[KWBN19, SDG07]. Distinguishable [NS23]. Distinguishing

[RPS02, STRT96]. Distortion [HIAM20]. Distributed

[EN22, FDW20, PDZ*16, SICT09, WZG'20b]. Distribution

[AZ14, AJVT16, BS98, BLF14, LR05, LHW*22, LRSG07, LSG04, MDO01,
RSO1, SHO6, SBT00, Sch00, TZHR14, TS96, ZPD*23]. Distributions
[BGY7, ENS02, GW94, Kon09a, Kon09b, LBDVF10, NL09, SBK22, SV07].
DIsulfide [KLO1§]. Divergence [Gu0l, RKTS14]. Diverse

[CTC21a, KWBN19, Wil99]. Diversified [MZS"17]. Diversity

[AMKI18, AV18, AFCK09, GNME(O1, KMP08, PMAP13, ZFBK09|. Division
[LYFT19, WC16, YHT*17]. DNA [AOAAH17, AEB104, AM97, ADRS24,
ABHO03, BLC*+10a, Bea95, BNN12, BDKSY00, BB04, BG11, BDM07,
BMN*07, BFK*99, B6c04, CS00, CZC10, CCT09, CD18, CWS*21, CDO7,
Che04, CKZ"19, CQG10, CL99, CST20, DMP*06, DLL*12, DPHHO05, DS12,
Elh01, FVTHO03, FLL0O, FSW*20, FBJ04, Gel95, GPAR96, GGKS95, GM96,
GMVC20, HBRW06, HSF97, HJ05, Hor01, HZL22, HLY25, HWO01, IW95,
P09, JG11, JLY0S, JRH+09, KMPT04, KKe23, KS12, KSSK09, KFDT02,
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KV19, LWN*18, LG22, LMS96, LVC*04, LABD06, LET+98, LY99, MT06,
MCCO01, MK11, MWP00, MV19, MBVA07, MP94, Mil95, MGSA06, MTR*03,
NCC+96, OBDV16, PWFZ17, PA03, Pev95, PQBB0S, PO04, RMRT00,
RPR*15, RYY22, RWB*98, RW99, RMC*23, SK17, Sal95, SDFH98, SPD95,
Sch97h, Sel13, SNQ+14, SnGqC20, SRV9S, SRM+98]. DNA

[SCC+98, SHO4b, Steld, SZSW09, Sun99, SB05, TE96, TH17a, TH17b,
TEMM12, Ves12, VS98, WGLIS, WSW15, Wan94, WRS99, WMC14,
WWCH20, Wen05, Wen06, WSS03, XMU96, YKPM20, YYL20, YYW14,
Yinl9, ZPM97, ZSWMO00, ZW03, ZCH*13, ZHS05, ZS11, ZWK+20].
DNA-Based [BLC"10a]. DNA-Binding [GMVC20]. DNA-Mediated
[JRH'09]. DNA-Microarray [FVTH03]. DNA-Sequencing [CD18].
DNASCANNER [PRC+24]. dNTP [DCV+07]. Do [TaAF+22, ZFZL03)].
Docked [ADPH15]. Docking

[ALB*19, AKLM02, GAWI19, GZN16, HS15, PPV+14, SNW98]. Does
[[P19]. DOI [Ano20, Ano21b, Ano22b|]. Domain [DMHM97, GH16, JRH'10,
LCOL*17, MMHC98, Neulda, Neuldb, RMWC16, SKM05, SSD07, ZZNM15].
Domains [CSP112, GKKS98, LWLL19, LZL24, SKG00]. Dominance
[ST17]. Dominant [DS19]. Dominating [RPS02]. donovani [Vij22].
Dosimeter [SVCA17]. Double [BHHR19, BWS11, CQG10, KKe23, Mar94,
MDTDO06, MJS23, SGBEM11, SLM15, TT12, XLZ%18a, ZRGHJ0S].
Double-Cut-and-Join [MJS23, SLM15, XLZ*18a]. Double-Digest
[Mar94]. Double-Layered [CQG10]. Double-Strand [TT12]. Down
[CC11, CEMT18, PRC"13]. Downregulations [WHLR20]. Draft [TAJZ23].
DREAM [CKS12, CKS13, CKS15, CKS14]. DRGAT [Sef25]. Drive
[PRC*13]. Driven

[BLQZ04, CWS+21, CS15, DBW17, MFJ+19, MD03, PNIM17, ZZL23a].
Driver [PNIM17, SMC*15, SSZG24, ZIWL21]. Drivers [SH17]. DrML
[GE14]. Drosophila

[TBM15, KASMO8, MYS*20, MSS21, POP23, SVCA17, YI17]. Drug

[AL25, Ano21b, BOB*+23, BYL*20, CJP*22, DHY02, FYJ18, GSV21,
HSBS10, HXY*23, HFUH19, ITdB09, KTT20, LICZ20, NSA08, OBA+23,
PXLP23, PYIM22, PIM23, Par24, PGA*11, SDDI*08, Sef25, SGK*12,
WYCT18, WxLW 23, WFC25, WYLW21, YWZ'19, ZCZ"23]. Drug-Drug
[WFC25]. Drug-Like [NSA08, SDDI*08]. Drug-Target

[LJCZ20, PGAT11, WYC*18]. Drugs [Ano21b, AS11, GSV21, NXL*15].
DSEP [NXL*15]. DTD [SSH*20]. Dual [BHHR1S, YMM*24, ZZC+24].
Dual-Channel [ZZC"24]. Duchenne [ZLB120]. Ductal [CYF*"20]. Due
[KC96, ZMK22]. DUPCAR [MRR*08]. Duplex [BB04]. Duplexes
[ABFT04]. Duplicate [AFR"08, DLM10, SLM15, SM17]. Duplicated
[EHFK24]. Duplicates [AFRV07, JRHNO09]. Duplication

[ARC13, BAK13, Bay23, Ben97, BBWE09, CDEMO0S, CLDG03, EMV9S,
Gu01, JPB+15, JRHT09, JRHN09, LBEMGO07, LMWR21, OSC11, PMGE21,
TWYO02, WT07, ZZS08, ZZ14a]. Duplication-Based [EMV9S].
Duplication-Loss [ARC13]. Duplication-Loss-Coalescence [PMGE21].
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Duplications [CDFC00, GE14, LM11, MRR*08, YF09, ZS17]. During
[CEK*17, COL*18, KMUK22, LSAS03, TT12, UTD+20, WZCS00, XLZ*24,
ZWQ19, JRH*09, LSHL04]. DUSP1 [YBF19]. DUST [MGSA06]. Dyads
[Li09]. Dyes [Tral9]. Dynamic

[ADR24, BB15, Bet10, BRZH15, BS20, CKT+01, Che06, DCD19, EdCK*12,
FNC08, Gui98, HIAM20, HWSH18, HD98, JKG+04, JJIGD16, KW14, KAS09,
KMZ*10, KLV+13, KK18, KT13, LLST19, LSSD18, MTF+12, PLZX25,
RMWC16, $523, SB07, WZW15, WBJ15, Wu96, XLZ*24]. Dynamical
[DCL10, GSV*11b, Jus06]. Dynamics [Ano21b, CB07, CKB17, DT13, FA12,
GQ09, HCX09, KFC*+11, MSS21, PGAE04, PLSL18, RAKL10, RZKO06,
SVAT19, SAMO06, SVL+10, WHO1, WPS*25, YK19]. DynDom3D [GH16].
Dysregulated [CNCK11, JFLL20]. Dystrophy [ZLB*20].

E-MAP [KK11, LTCH11]. eALPS [EHC*13]. Early

[DCL18, JBM15, MSS21, NCMS*™21, SBDT00]. Early-Stage [NCMS™21].
Earth [PLZX25]|. Easy [Tra98, dMRR14]. EasyQC [RUGR18]. EDAR
[ZPB*10]. EDGA [GZN16]. Edge [PFRDO05]. Edge-Count [PFRDO5).
Edit [AO15, BSSZ"20a, BSSz*20b, HMU06, JLMZ02, LJ05a, MC16,
MTF*12, WAM20]. Editing [DCVT07, KMM17, WLA*18]. Editor
[EAM*17]. Editorial [Ano94]. EDoP [ZAG'18|. Education [PS11, Tanll].
Effect [HSHT09, MXW*20, SBT00, ZKC12, ZLP22, Zhol7]. Effective
[GP13, HZH*10, PYIM19, PZC05, SRF16, TL23, WXY*24, ZW19, ZW07).
Effectiveness [CZW™'19]. Effects [AS11, CHP94, CD21, DQS™11, FYJ18,
FL17, KCG*19, MBVA07, NXL*15, PD20b, RND+23, SMKS96, ShHGC20,
TRINO7, TBST07, TTTL17, VCY14, WHC09]. Efficacy [[1a20]. Efficiencies
[PTWBO09]. Efficiency [GKS95, HID17]. Efficient

[Aku04, APF+20, AHK*+07, AFR*08, ABG*03, ABLX00, BGHY04, BHHRIS,
BCVL17, BFT04, BMWG04, Bry96, CD07, CFH13, CAC*23, CGIT07, Clo05,
DT12, DC16a, DWMT22, FDW20, GNMEO1, HD16, HTM*22, HMY " 14,
HS23, HBK11, JCZ08, Jahl1, JRS19, JGB12, KZE10, KS11, Kle99, KT13,
KMB*20, LLKX16, LNW01, LGD*10, LLCT05, LMWO05, Lip05, LABD*06,
LWLJ10, LHC02, LSHL04, Lul5, LMSH03, MMG14, MPZ*20, OK08,
OJFD18, OB16, RC14, RJS02, RUGR18, RSM06, RDRF24, Ric06, RMK*18,
RCSS12, SK17, Sch97b, SIKS06, Serl5, SYYHO02, SOD+11, Shi07, TAA16,
TDV24, VAS*18, WWZ19, Wu08, XWLJ08, XXU98, ZPX+10, ZPB*10).
Efficiently

[BG09, BFS10, HH06, KE13, LHXH08, PGM07, SDMN19, SFR*18]. EGFR
[0JOD104]. Eggs [ZTWO05]. Ehrlich [Tral9]. Eigen [PM24].
Eigen-Single-Cell [PM24]. Eighths [HI96]. Elastic [Guol5]. Electrical
[CEK'17]. Electroencephalogram [EOD*18]. Electron

[CLM*18, HLG18, KAC17, LCG*22, NS18, WZG+20b, YLZ*24, ZKWH17].
Electronic [VA17|. Electrophoresis [EHK102]. Electrostatic [NLC17].
elegans [LYF'19, YHT'17]. Element [DBT11, HKZ" 04, KKS*15].
Elementary [BS09, OFS09]. Elements
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[BH14, CCG06, ES06, HHJT02, WHC09, ZPC*18, ZKC12]. Elimination
[BMN*07]. Ellipsoid [YHC19]. Ellipsoid-Fitting [YHC19]. Elucidating
[CXW16, MGVS14]. Elucidation [BDCG'98, PGAT11, SGK*12].
Embedding [AL25, AaHP*21, CAC*23, DAE'19, RYY22, SK21].
Embeddings [MV19]. Embryo [MSS21]. Embryonic [JBM15, YHC19].
Embryos [Bril9, LYF*19]. Emergence [MWL22|. Emergent [SVD14].
EMINIM [KZE10]. EMP2 [QLW20]. Empirical

[GE04, MBLZ09, TZHR14, WS04]. Empirical-Map [MBLZ09]. Enabled
[APF*20, SSLMW10]. Enables [BKT09, GQEk24, TZB"23|. Enabling
[IR22]. Enacting [MDTDO06]. Encoding

[AOAAH17, DC16a, HLY25, KGO18, LET*+98, WKC*95, Yin19].
EnCPdock [BMB24]. Encryption [ARRW99, BSP*24]. End

[CJKT97, EZFPT19, GSN11, OBDV16]. End-Probes [CJK97].
End-to-End [EZFP*19, OBDV16]. Endhered [BHKN25|. Endometrial
[WHLR20]. Energetics [BMB24]. Energies [CWRF15, HD16]. Energy
[BDM*07, CCDB21, CA15, CS15, Clo05, DPR97, GLJW09, GJL*22, HID17,
HR12b, HI97h, JHLD20, KXL08, LSHLO04, LP00, MZCt18, MFJ*+19, OC00,
PK11, Pen20a, Pen20b, RC06, WC07, YE02, YSFWO0S, Zho10].
Energy-Based [LP00]. Energy-Consuming [MFJ*19]. Energy-Filtered
[HR12Db]. Enforcing [RSEK24]. Engine [RGL94, YjDG'23]. Engineering
[CR09, GSH17, Jus06, MSMF09, SHG02]. Enhanced

[KEL15, cLeSwP 21, LZY 23, QsYSxL23, RC24, TH17b, ZWD25].
Enhancement [HTM 22, HSL*24]. Enhancers [Amil2, LCW16, YYL20].
Enhances [DRT*25]. Enhancing

[AMK18, GJZ06, GWM*21a, GWM™"21b, Stel4]. EnlILs [SZL*23].
Enriched [NVW14, ZKL*10]. Enrichment

[[JCL12, IRCA21, MK16, WZCY21, fZbMqW*20]. EnrichVisBox
[WZCY21]. Ensemble

[AVS20, DCP+21, JJGD16, JHLD20, LXS24, LSADO05, LLW18, MSRS24,
NSRR23, OJFD18, SDK16, SIGW*23, SOD* 11, SSW20, SZL*23].
Ensemble-Based [JHLD20, LSADO05, OJFD18, JJGD16]. Ensembled
[AG23]. Ensembles [FvdBB16, GZW*16]. EnsMOD [MSNI123].
Enterocolitis [ZYH20]. Entity [JJH"21]. Entrez [RGL94]. Entropy
[BCVL17, CCDB21, KS12, Kei05, LLT06, LY99, NVCW15, YB04, ZLL+22].
Entropy-Based [KS12, LLT06, NVCW15]. Entry [RBK94]. Enumerate
[Sie03]. Enumeration [AHK"07, Bry96, DR17, GSW16, JHA16, Rgd06].
Enumerative [PV17]. Environment

[GPOP*17, HL16b, RMC*23, YLC*17]. Environmental [CK09, ZZZU20).
Enzymatic [Aku04, FLL00, KM08]. Enzyme

[BS09, Krul7, LSADO05, LKC21, RFH'25, SB21]. Enzymes [SBRG20).
Epidemic [HAM ™22, MDWZ24, WZ23]. Epidemiological [SS23].
Epidemiology [OKKS21, RMC*05]. Epidermal [LLL"20]. EpiGeNet
[BSBT17]. Epigenetic [BSB*17, LSY105]. Epigenetics [HSH14].
Epigenomic [NVW14]. Epistasis
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[CTC21a, CTC21b, MBC*18, ST17, ZPX*10]. Epistatic [ZZ15]. Epithelial
[WFL*+20]. Epitope [HKL07, SZMS02, S04, UBGFD*19]. Epitope-Based
[UBGFD*19]. Epitopes [LZHC15, MBK*03, SVA*19, Vij22, ZYB*04].
EPTool [GWM™21b]. epub [Ano20]. eQTL [BCG'18]. Equation
[ADW23, PD16, PD20b, SK23]. Equations [LLS11b]. Equivalence
[DKF09, Mar94]. Equivalences [KT13|. Equivalent [GB08, ZZ14a)].
Equivalently [JZ10]. Era [SF03]. Eric [Deil9b, Ist19]. Error

[AO15, AOH16, BDK*+16, ETLK19, GHM* 10, HTZ*12, HL03, KMPOS,
KWBN19, LC09, LTTS12, LGD*10, PYIM19, RD01, SSLMW10, SP97,
TRINO7, WG98, WZCS00, WCC*06, ZGRB10, ZPB*10, ZHZ16).
Error-Correcting [LGD"10]. Error-prone [WZCS00]. Error-Tolerance
[HTZ*12]. Error-Tolerant [HL03, SP97, WCC*06, ZHZ"16]. Errors
[BFK+99, HHHS03, LK24, PAB13, RPW13, RW99, XMU96]. Escape
[MJS23, YK19]. Escherichia [ALR18, Khal4]. Esophagus [SZMZ19).
Essential [DCP*21, Rob96, WZL"21]. EST [LMPO0§|. Establishing
[AP09, SBAWYT]. Ester [TGTG19]. Estimate [ENS02, LC09, TDV24].
Estimated [ZMK22|. Estimates [HTZ"13, KXL08, LY99, SVP19].
Estimating [BG02, BW12, DCV*07, DBM09, EHC*13, HH06, HPDLW09,
JR12, JZ10, KIYM13, LST*+17, LDW+14, MTR*03, PMCBO0S, RFH*25,
TT12, WCM*08, WGC*21, WXY+24, WDF24, WTE25, WDAO1].
Estimation

[AO08, BKT09, Bun02, CLM*18, COV*15, DMR'03, GCB20, HR22, KD13,
KK18, LWN*18, LDW98, LLSH19, LMWR21, LLD*16, MPZ*20, NSRR23,
PM24, PZH11, PMAP13, RCER21, RBH'19, SWK+07, SLO07, SR10, SK23,
TBJF01, Tos05, WZCS00, WR23, YDN12, YDN02, ZGW22, ZH07, ZTWO05.
Estimations [FB12]. Estimator [AT12, KT01, LRM11, NHOV10, Pen20al.
Estimators [AMRO07, GF16]. Estrogen [QLW20]. ESTs [BMP*09].
ET-Motif [AOH16]. Ethics [Tanll]. Etiology [Khal4]. Eugene [GSLW94].
Eukarya [TRS17]. Eukaryote [SBD*00]. Eukaryotes [LM11]. Eukaryotic
[CC12, DCWT17, Kei06, KDLT94, LJ05a, WOG03, ZWJ18]. Euler

[RYZ23, YYZ23]. Eulerian [ZW03]. Eutherian [BDCG*98]. Evaluate
[DLL*24, ZLM*17]. Evaluating

[BG02, GST10, HLCS10, KGK14, Neuldb, SMM*04, WR23, ZGW22].
Evaluation [CASP10, CWL13, GKB00, GI95, GLJW09, HBD94, HSBS10,
KV17, KNS14, PD20a, PTWB09, PC05, WCL*18b, YHC05, ZRNA20).
Evaluations [VCY14]. Even [BF98]. Event [Che06, WFC25].
Event-Controllability [Che06]. Events

[BSBT17, BBWE09, HZH" 10, HXY*23, KKK18, MWP00, Sam09).
Everyone [LBBV*18]. Evidence

[ADD*07, AT12, GT16, LZS09, XXZ+21, ZLB+20, ZDG*20]. EvOligo
[MKKK"17]. Evolution [ATLS07, AEB*04, ABH03, BBH*21, BV10,
BNN12, BFP13, CKT16, CDEM08, CT07, COV+*15, DCV*07, DG02, DSV12,
DT13, FS99, GJM04, GZN16, HP96, HM14, HY16b, JRH*09, LBSB17,
LTS20, LLCT05, MMA+21, MJS23, MAN16, NWLS05, POP23, PDSDO6,
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RS13, SBD*00, Snil9, SZVM10, SLS23, TBKR10, VS98, WT07, YAR21].
Evolutionary

[AS96, AFBS95, BRD*05, CS15, Csu02, DPS*20, Erwl9, FB12, FT07, GT16,
HP97, HLH06, K199, LM03, LN03, LM11, RPW13, TRS17, WP11, ZSV+09).
Evolvability [YS19]. Evolve [SSH94]. Evolved [SVD14]. Evolves [JC22].
Evolving [CGT12, KASMO0S8]. Exact

[AOH16, APF+20, BET04, BS98, CA15, DMB07, EHFK24, FG04, GP13,
KVKO08, LR00, MT06, MDO01, NL09, OK08, RBH05, ROB22, ROL*22,
SSMT16, SLM15, SM16, XS07, Xu09, Xul0]. Exactly [KW14]. Example
[Zha94]. Examples [TBKR10]. Exceptional [SPD95]. Exceptionality
[PDK*08]. Excerno [MRY*23]. Exclusive [CKB17]. Execution [KAD'19).
Exemplar [Jiall, SM16, kSyPhC*22, WZW15]. Exhaustive

[DMDR17, TTTL17]. Exome [bVRN*+19]. Exon

[AS23, KLZU06, LS98, WHO06]. Exons [Gui98]. Exopeptidase [KGN09].
Expansion [HJD17, SHMS08|. Expectation

[GGM12, NBCT11, SRV98, YJC18, ZCH'13]. Expectation-Maximization
[GGM12]. Expected [HA12, KK11, PFRDO05, PV17]. Experiment

[Bril9, Mor19, PKZ11, SHG00]. Experimental

[ADD*07, AGH*18, BMY01, BG23, CWRF15, CAB+07, CF97, LZHC15,
NSMV18, PMG'16, SLRM09, YHC05]. Experimentally [GE17].
Experiments [ARHLK19, BCH'01, BRR02, COL*18, CM04, Deil9a,
DDC*20, FSD*14, GVTRS06, JAG17, KST96, MKKK*17, PZH11, PQBBOS,
SHMS08, SZSW09, WC04]. Explain [VCS11]. Explainable [FFB20].
Explaining [AAN'20, LQPE"10]. exPlanations [LQ23]. Exploiting
[AWZT17, KX14, KJmZ*T22, yWCF06]. Exploration

[CWS*21, JJHT21, QbMyD™19, RBKJ19, WP11, WQZ*19]. Exploratory
[WV11]. Explore [BYGI12, BCVL17, HHC06, LL05a, NVW14]. Explorer
[JJHT21]. Exploring [MYS*20, MMA*21, PK11, WXS14]. Exponential
[AGH*18, Zha94, KKM*20]. Exponentiation [IM14]. Expressed
[ARHLK19, AJV+16, BCH+01, CCL*19, ITSH00, JZ10, KBC19, LSRR1S,
MG06, QbMyD+19, TVNP15, WC04, WFL*+20, WZL19, ZLW+20, ZXZ21,
ZHQS05]. Expression [ARHLK19, ACKK19, AGH"18, AFCN13, ASE20,
AAN*20, BJGG03, BF02, BDSY99, BDBF*00, BDCKY03, BSB05,
BLP+22, BGL24, BRR02, CK11, CK09, CW09, CC09, CQG10, DS04, DCH21,
DBB+02, FZF+20, FSW+20, FFB20, FLNP00, GHJ+12, GK18, GLM™09,
GMC08, GCD20, Hav06, HVAW04, HLCS10, HSLO7, HWW+20, HQO6,
HMF07, ITdB09, JC22, KBJ07, KYSE10, KS12, KCG+19, KMC00, KMZ*10,
KCHO4, LYMDO03, LDS12, LFD03, LXL*20, LGS20, LLJS19, LCD11,
LRNBJ10, LLL*20, MH22, NKR*01, NVCW15, NV12, POP23, PD20a,
PNIM17, PZH11, PKZ11, PCC*+11, PC05, RMS02, RDO1, RFH*25, SD95,
SKS*09, SnGqC20, SVCA17, SDCH10, SSLL22, SBTV10, TBL18, TBJFO1,
TXL*17, TYST20, TPSB19, WXS14, WPL*+19, WWC+20, WDZ20, WV11,
WGW*01, WACO0S, XvdL05, XLLS20, YL17, YYY+09, ZWSF05, ZWQ19,
7QZ20, ZMK22, ZL22, TZZY20, WLM21, NME+15]. Expression-Based
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[MH22]. Expression-Dependent [LFD03]. Expression-Detection [Hav06].
Expression-Interaction [SKST09]. Expressions [Mye96]. Extant
[KNmS*22]. Extended [GSW16, GJL*22, HCS09]. Extending [YS19].
Extensible [KAD'19]. Extension [HMY*14, KMMF20, PSCP09).
Extensions [BSSZ"20a]. Extensive [RS13]. Extensively [FCGD19].
External [BVP*16, LW22]. External-Memory [BVP'16]. Extracellular
[JRH*+10]. Extracting [AC17, KK11, LLS*19, LZY+23, MS00, PdBdP+22].
Extraction [Aku04, BLQZ04, Bry96, GPP*11, LRD19, PD20a]. Extractor
[AB16]. Extremal [TW05]. Extreme [JTSB10, LSG04]. Extremely [SY22].

F2 [KKe23]. Facilitate [XSH'22]. Facilitates [DZS24]. Facilitating
[RAC*06]. Factor [BZMM16, GGU13, GJZ06, KW21, LZBK15, MYS*20,
WV11, YYY 09, YIC18, ZQZ20, KS12|. Factor-Mediated [KW21].
Factorial [RNH18, RH19]. Factories [KK24|. Factorization

[BMH21, LWZ18, MWZ19, MJCM22, NES22, WHDN13, ZEKKR18]. Factors
[Ano22b, BSB*05, BZ08, KMUK22, MSMP19, SNQ*14, SKS+09, TMH*21,
TRINO7, TLP*14, YJ06]. Failure [JFLL20, SVK10]. Fair [AS10]. False
[MRY*23, SRVOS, ZHQS05]. Familial [MRS*18]. Families

[(CCT15, DGH*01, GHM™* 10, GPCP11, HG05, P96, MCO08, MD00, PLOG,
TLK+06, WT07]. Family [BC94, BLEM0S, CBS*20, CDEMO08, CDFCO00,
ENS03, FJAOB18, FDDK07, Gru9s, HHP*09, HXL 20, HBW+05, JJY+20,
KWBN19, LBEMG07, NLH*23, WKC*95, YTS12]. Family-Specific
[HBW™05]. Fan [JLRS18]. Farthest [Zorl5]. Fast

[APVM11, AMWO7, AFBSO5, AT12, AaHP*+21, BBD*+04, BVP*+17, CBW07,
CZNF19, CWL13, CHKK99, CGD09, Csu02, DG02, GVMB24, GGU13,
GTAT04, GBOS, HI96, HNW99, ISB12, JDK 18, KBS09, LRM11, LS04,
MGSA06, NR03, NMH13, Nic01, OAR*24, OMS13, PPV20, PWKAF16,
PKSB18, RJS02, RBOS15, Ris16, SC15, SEV09, Serl5, SM16, SY22, WHL17,
WY21, fW23, Xu09, Xul0, YW21, YK05, MBC*+18, LZL24].
Fast-Converging [HNW99]. FaST-LMM [MBC™"18]. fasta [MA19].
FastaHerder2 [MAN16]. FastBill [WT17]. Faster

[ACL*21, CWC06, CKAAHAF15, FFM24, Kei05, KL98, Shilob, ZUGVWS10].
FastViromeExplorer [TAJZ23]. FastViromeExplorer-Novel [TAJZ23].
Fat [LLL*20]. Fate [JRHN09, KBLS24]. Fatigue [ES07|. Favors
[NMGT*05]. FDR [ZHQSO05]. Feature

[BZB+22, CC09, CYY09, EOD+18, KDB*02, KCH04, LKBT16, LRD19,
LTTS12, LCW16, LLW18, LLT+25, NTWF11, PD20a, PNIM17, QsYSxL23,
Ric06, RND'23, SMC*15, SZTW12, XAB™15, YHB" 03, ZLTZ25|. Features
[CJ21, HHP+09, LJK16, LLS+19, LXS24, MBK+03, OAHA94, PPL+23,
PLSL18, RPS02, WA10, XGD24]. Features-Based [CJ21]. Federation
[Fas94]. Feed [EACK*12]. Feed-Forward [EACK'12]. Feedback

[BHL*18, BBH*21, GQ09, QMMW11, YY19, ZFAS0S]. Feet [BKPWO95).
Fetal [LWN*18]. Few [KYSE10, LKC21]. Few-Shot [LKC21]. FGF5}
[ZQ720]. Fickett [SSTM19]. Fidelity [BDM*07, FLL00]. Field



32

[BV09, GK06, LGD* 10, RRFS98]. Fields [LCWG06, LGS20, OAHA9A].
Fifth [LJP20]. Files [AH20, MA19]. Filling [QBA*+25, SSMT16]. Filter
[HLG18, MRY*+23, PFK17]. Filtered [HR12b, SS07). Filtering

[CJPT22, CZY19, DC164a]. Filtering-based [CJPT22]. Filters

[COV*15, PFK17, PC05, RSMO06, Yu24]. Filtration [BHHR18, BHHR19].
Find [NCMS*21]. Finder [LS98, LS08a]. Finding

[AP10, BSP*24, BRZH15, BFS10, BT02, CCI*04, CP05, CZS15, DM20,
FK06, HSF97, HZGDO05, HL16a, HS14, JHS06, JMEB18, KLW96, LTsL24,
LS98, LOY*05, LBXL11, LZF+05, LLO5b, NWN*10, OMS13, PAC02,
RSMO06, RRNB13, RC06, ROB*22, ROL*22, SDFH98, SB07, Stel4, TP11,
WXS14, WMC14, WYKG05, XWLJ08, ZHS05, ZS11]. Finger [TWY02].
Fingerprint [AMKO00, FBJ04, Wen05]. Fingerprinting [HYY 10, RC14].
Fingerprints [MS99]. Finite

[CWC06, DSV12, KKS*15, LGD*10, ZHY*20, ZPG+24]. Firing [CL21b].
First [JHA16, SLA12]. FISH [SHMS08, SBAW97|. Fitness [Kle99]. fitter}
[AJYJ18]. Fitting [BFK*10, YHC19]. Five [CLT*20, JZZ"19, RPS02].
Five-CpG [JZZ"19]. Fixed [LTsL24]. Fixed-Parameter [LTsL24]. fjoin
[Ric06]. Flanking [JRHN09]. Flat [HD10]. Flexibility

[NHO8, SNW98, TPK03]. Flexible [AKLM02, CL17, FL17, HJD17, SDDI*08,
SNW04, S197, TKW08, TS96, VLZUBKO07, VT06]. FlexProt [SNW04]. Flip
[DHM97]. Flip-Cut [DHM97]. Floor [Boh24]. flopp [SY22]. Flow

[CF14, DWMT22, EAM*+17, HSOE*+18, KKC*22, $5520, SY07, SkY12).
Flowering [XJZ*21]. Fluorescence [CL21a, FLT*21].
Fluorescence-Based [CL21a]. Fluorouracil [PIM23]. Flux

[BSP*25, BS09, HJ14, LLS11b, NSH*23, PSP21, RBOS15, VB09]. Fold
[CC06, Con04, CBM*02, GLIW09, KWM10, LOWG06, TBJF01, XLZ13].
Fold-Changes [TBJF01]. Folding

[ABD*97, AS02, ADS03, BTZ06, BL98, CAB*+07, CGP+98, DBW17,
GPOP*17, GT16, Guol5, GWX18, GMS05, HI96, HI97a, HI9Th, HCX09,
HPR09, ISK99, JCZ08, KMRG09a, KMRGO9b, NSZ99, PGAE(4, SVD14,
SC15, SOD+11, SHG00, TKT+05, TGT08, TKO21, TAY16, WOW*14,
WZZU07, YITMY17, YLCC17, YLW*15, ZZ14b, ZUGVWS10]. Folds [BF98].
Followed [ALB"19]. Footprinting [BST02]. Force [CEK"17]. Forecasting
[CWR24]. Forest [KPW11, TBP"13]. Forests [RLK 09, Vool4, WCL18a].
Formal [GMF108, TBKR10]. Formation

[Bril9, DLD* 14, KW21, Li09, OJOD*04]. Formatted [FT07|. Formed
[TT12]. Forming [YZPC24]. Formulating [Mye95]. Formulation
[CCDB21, HV09, SLY06, YF09]. Forth [GB0S]. Forward [EACK*+12, PLOG].
Forward-Inverse [PL06]. Foulds [KVZ24, LRV21, PGMO07, ZZ14a]. Four
[GGKS95, LC09, MAN16, STV96]. Four-Point [LC09]. Fourier

[CGD09, KL98, RJS02, WY21, YY05, YYW14, ZWJ18]. Fourth [Ano00].
FOXM1} [BRC20]. fr [XSH"22|. Fraction [LWN*18]. Fractional
[HTM*22, HAM*22, WY21]. Fractions [KASMO08|. Fragment

[CL17, GDHC95, Mye95, PV17, SRV9S, SRM*'98, ZGBK10]. Fragmentation
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[PV17, SHRB11]. Fragments

[CFST08, HHP ™09, KSKT11, UMR11, WZG*20a]. Frames [EFM12].
Framework [AAC*06, AFRV07, AS11, BZMM16, BV09, CWR24, CJ22,
Cos18, DMDR17, GCB20, GYD"15, HSG22, HXL*17, JDH00, KBLS24,
KBG18, KNmS*22, MRM20, NSRR23, OBA+23, PP23, PXLP23, PLZX25,
Par98, Parl0, SS23, SZSA22, SLLT17, TPHT09, VY18, WCZT18, WZG120b,
WES20, XGD24, YjDG"23]. Franklin [Prz24]. Fréchet [Zhu07]. Fredman
[SSC23]. Free [ATLS07, AA1S, BWS13, BDM*07, BHK*10, CCT15,
DLPHO06, GRM09, HWSH18, KXL08, KW06, KS05, KBC19, KBCBSI11,
LWNT18, LRD19, vLKMR22, LLS*19, OKKS21, Pen20a, Pen20b, RCSW09,
SRZ*13, TCL*16, WRSW10, ZPD*10, ZQZ20, Zhol0]. Freedom [ML10].
Frequencies [HH06, WDF24]. Frequency

[HG11, HXL*17, LCL*17, PRSV0S, SR10, Sunl8]. Frequent

[LDLZ12, PPV20]. Frog [ZTW05]. FRST [Tos05]. Fructo [LKC21].
Fructo-Oligosaccharides [LKC21]. FSG [BVP*17]. Full [MDO03].
Full-Sensitivity [MDO03]. Fully [HRSC00, JGL11, XYX*22]. Function
[AMKO00, BP20, CL17, CFB*07, CWYB16, CFH13, DZM*03, Dew01,
DPR97, FK06, FL17, GTT06, Gel95, GSST20, GLJW09, GBB15, JDSB04,
KNS14, MMG14, MAN16, OC00, RAC06, Tos05, UGS19, WC07, WHD13,
WHD15, YDZ*25]. Function-Valued [FL17]. Functional

[BL02, CDQ*21, CXW16, DCS04, DCD19, GRM09, Gu01, KMZ+10, KBC19,
KGK14, LZBK15, MC08, MWRS16, MRS™18, PWCN02, PKK97, SSH 10,
SBPS11, URB*19, VILR10, WZCY21, YMxW21, ZLTZ25, fZbMqW+20].
Functionally [DBHC24]. Functions

[AMTY11, BG08, BRS99, CNCK11, FBV15, HID17, KSSK09, Kon07, KLR23,
MA13, RDH04, SKGG17, TRB*09, WLM21, YHT 17, YSFW08, YJ06].
Fundamental [PG03]. Fungal [LGS20]. Funnels [ISK99]. Further
[SKW23]. Fusion [DB09, DWK*+20, HWZ*21, HXY*23, KB12, MJS24,
jQLsY*24, SMC*15, XJL*+22, YWZ+19, ZB15]. Fusions [SK19]. Future
[PMP*15]. Future-Generation [PMP*15]. Fuzzy

[CMS*25, DALT08, DKF09, Vij22, YJC18]. Fuzzy-Based [CMS™'25].

G [BC94, GWL'19]. G-Protein-Coupled [BC94]. G-Quadruplex
[GWL*19]. G4 [YZPC24]. G4-Forming [YZPC24]. GADEM [Li09]. Gain
[AJA*16]. GAL [CSP*12]. Galled [GKM*10, GMSZ12, JRS19].
Galled-Tree [GKM110, GMSZ12]. Galls [GMSZ12]. gambiae [XSS08].
Game [Yinl9]. Gamete [Bro98, ZL01]. Ganglion [XLLS20].
Ganglion-Like [XLLS20]. Gap [BDM*07, CJ23, DMP*06, Dew01, HSDO5,
JGT22, LHXHOS, PNPC20, SSMT16, ZL09]. Gap-Sensitive [CJ23].
Gapped [BG02, CBH*12, CA12, JHS06, KMMF20, MP11, Met06, MT99,
New08, Par07b]. Gaps [BCHT07, Bun02, CB06, DHL00, NR03]. Gas
[ZHY20]. Gastric [FSWT20, PIM23, Par24, ZYD*19]. Gating [HSL*24].
Gaussian [LZY"23]. Gaussian-Enhanced [LZY*23]. GBA [BK10]. GC
[IP09, MLC10]. GC-Content [IP09]. gCoda [FHZD17]. GD [ZZL*17].
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GD-RDA [ZZL*17]. gDel.minRN [TMfTK23]. GDT [LBXL11]. Gels
[EHK*02, PL06]. Gene

[ARHLK19, ACKK19, AGH*18, AEH17, AHK08, AK08, AFCN13, AaHP*21,
AAN*20, AJAT16, AS19, BR24, BBGS11, BJGG*03, BF02, BKT09, BB15,
BW12, Bay23, BR06, BDSY99, BDBF+00, BDCKY03, BOCHZU18, BSB+05,
BLEMO0S, BLP+22, BV09, BGL24, BBH+07, BJMS09, BMP*09, BJF*20,
BRR02, BBWE09, CLM*16, CP05, CDEMO08, CK09, CDFC00, CW09, CC11,
CZS15, CDH*16, CC09, CQG10, CCPT17, CYLY12, CZY19, CUP19,
CLSW02, DMDR17, DS04, DPSW20, DR17, DCH21, DKA+17, DCL1S8,
DBB*02, DCH09, DAE*19, DS03, DHV06, EVLZU19, EMV98, FPD13,
FSWT20, GHJ 12, GK18, GMF*08, GLM*09, GCB15, GSA14, GTA104,
GMC08, GPRR12, GSV21, GE14, GSV*11h, GSV*11a, GB06, GPCP11,
Gu01, GJL*21, HMY*14, HG05, HVAWO04, HIR12, HSLO7, HJ05, HHJ*02,
HZH*10, HXL*20, HWW*20, IRCA21, ITdB09, Jahl1, JR12, JC22, JBM15].
Gene [JRHN09, KBJ07, KS12, KR24, KCG+19, KPB+04, KMC00, KV08,
KMZ*+10, KWA11, KK18, KNS14, KGK14, KCHO04, LPW05, LDS12,
LSRR18, LST*17, LK24, LRSG07, LMWR21, LSG04, LICZ20, LYH*19,
LGC+09, LDW*14, LXL*+20, LLJS19, LCD11, MPG*16, MSS+22, MPZL23,
MSMF09, MK11, MSR22, MSN*20, MP16, NKR*01, NVCW15, NV12,
NXGL20, Nou21, PBS*99, PAC02, POP23, PdBdP*22, Par07b, Par07c,
PSIM18, PIM23, Par24, PWCN02, PGA*11, PZMM15, PCC*11, PCO5,
PE20, QsYSxL23, QGP10, RMS02, RACT06, RPS02, RKTS14, RRKTO7,
RZK06, RND*23, RD01, RMC*05, Rot19, RXH20, SBD+00, SZW+09,
SCH09, SnGqC20, SM09, SVCA17, SZSA22, ST10, SK23, SDGT07, SZVM]10,
SDCH10, SSZC95, SSLL22, SP97, TMITK23, TWY02, TBJF01, TPSB19,
VBSS10, WSS*15, WPLT19, WWC+20, WDZ20, WHK21, WLC18, WV11,
WBJ15, WMPS11, WT07, WGW*01, WAC08, WKC*95]. Gene

[Wu96, XAB*15, XvdL05, XU97, XJZ+21, YYZ+10, YS10, YHT*+17, YL17,
YYY*09, YWN11, ZPCT18, ZWSF05, ZSV+09, ZL09, ZWQ19, ZZS08,
ZWD104, ZAGT18, ZHQS05, ZH14, ZPD'23, ZS24]. Gene-Based [WHK21].
Gene-Cluster [SZVM10]. Gene-Conversion [SDG107]. Gene-Expression
[DBB*02, KCGT19]. Gene-Phenotype [LJCZ20]. Gene/Species [DCH09].
Genealogy [LLS11a]. GeNeDA [MPG'16]. GeneDMRs [WHK21].
GeNeo [AAoST23]. General [DEH10, DMR 103, Erw19, HID17, HI97b,
JLMZ02, LNW01, RZK06, SWK*07, SZL*23, Wen06, ZPX10].
Generalizability [OBA*23]. Generalization [BG23, ZS14].
Generalizations [ADR13|. Generalized [ABD197, APA17, AS19,
BKPW95, CD11, GGU13, HVD17, HMK24, HL10, KXL08, Kei06, Kon07,
LRV21, MBRS11a, MHL22, PAC02, SV97, XZ12, XJZ*21, YS10, IMRR14].
GeneRank [WZW10]. Generate [MP16]. Generated [LYPC13].
Generates [YY19]. Generating [GBB15, MSMF09, PKK97]. Generation
[AB16, AR17, Boel8, BG15, BVP*16, CUP19, FSD*14, GCB15, HSL*24,
JAG17, KBKF17, KMM17, KAD+19, LYPC13, LZX12, NP09, PMP*15,
RUGRI8, RGM*12, Rot19, RNI06, SWS*20, SRZ+13, WCL*18b,
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YYM*23, ZPB+10, ZZ14b]. Generative

[CK11, DS04, FMH06, MRG*24, MD00, QBA*25, TMG+20, yWCF06).
Generic [SGYBDO05]. Genes

[ARHLK19, AC17, AFR*08, AJV+16, BCH*01, BLEMO0S, BL02, CCG06,
CYF+20, CCL*+19, CCH*19, CWS*21, CZY19, DMTV09, DLM10, DYLK?20,
EBK11, FSW+20, Fic95, GMF*08, GPAR96, GGM12, GCD20, GDL*15,
Guigs, HSF97, HSDO05, HHC06, TTSHO0, JMPR23, JZ10, JONK17, JRH'09,
KBLS24, KYSE10, KSS09, KBC19, LBEMGO7, LL19a, LL19b, LHC19,
LL19¢, LGS20, MG06, MDB11, PNIM17, PZH11, QQL*19, QbMyD*19,
SDFH98, SEV09, SRF16, SLM15, SM17, SnGqC20, SZTW12, SSZG24,
TML*02, TXL*17, TVNP15, WOG03, WC04, WSCL18, WFL*20, WDZ20,
WZL19, YIZX+21, ZMGN23, ZLW*20, ZLB*+20, ZLL*+20, ZXZ21, ZYD*+19].
Genetic [AK07, ALR18, BSB+17, BH15, BPL02, BBEM09, CMK23, CY10,
CZS15, DCD19, FDW20, FG04, FL17, GBR17, GZN16, JBBW10, KSBYS,
LLKX16, LLSH19, Li09, LYH*19, 1823, LQPE+10, MRM20, MPZ*20,
MJS24, NS18, PBB+21, PDAJFT08, RS13, RMC*05, RMC+23, SG10,
SKGG17, SLLOS, SH17, TPSB19, VB09, Wag04, WHO1, WGC+21, WGST23,
WHC09, WHIE19, YMZ*12, ZLM*17, dJ02]. Genetically [ZGRB10].
Genetics [GKgUS21, SSIP+19, SJ12]. GeNICE [DMDR17]. Genie
[REKH97]. Genistein [LJCZ20]. Genome

[AS10, AODD21, BR24, BNA*12, BP17, BH11, BV20, BS06, BBD*04,
BJF*20, BFP13, CBHT12, CTC21b, CHSY10, CGOT10, CWS*21, CC12,
Cos18, CP19, DPHH05, DCW*17, DJKT99, DCSE11, DBBM09, DKA*17,
Eri09, FZF+20, Fas94, FMH06, FCVT07, GVMB24, GMC*14, GZW™21,
HSOE*18, HMY*19, HY16a, HSAEM13, HG18, ISB12, IP09, Ist19, IP19,
JIY*20, JSN09, JCBX22, KMJ*+20, KASMO8, KPB*04, KX14, KSSK09,
KE13, LYMD03, LPFT14, LLKX16, LZHC15, LZBK15, LRM11, LHXHOS,
Lip05, LLT06, LWLJ10, LLZ19, LZX12, MLC10, MHS06, MB09, MPC*11,
MJS23, MZM18, NHZ*15, NSA08, NSHT23, OB10, OR14, PdB13, PJL20,
PBMC17, PDE+11, PASt13, PMAP13, RM18, RGM*12, Rob94, SBYS, SB99,
ST05, SGBEM11, SCH09, Sea01, SKSLI7, Snil9, SBAW97, TZHR14, TPHT 09,
WCM*08, WAX22, WGS*23, WS11, WES20, YF09, YZWZ13, YCCL18].
Genome [Yu24, ZPC*18, ZPX+10, ZWT18, ZZS08, ZF07].
Genome-Information [LZX12]. Genome-Scale

[GMC*14, MZM18, NSH+23, PdB13, RGM*12]. Genome-Tiling [FMH06].
Genome-Wide [CTC21b, FZF+20, ISB12, IP09, JJY*20, JCBX22,
LYMDO03, LZHC15, LZBK15, LLT06, LWLJ10, LZX12, TPH*09, WCM™108,
WAX22, WGS*23, WES20, ZPC*18, ZPX*10, KE13, LLKX16]. Genomes
[Ale08, AOJ+23, AFRV07, AFR*08, AJA*+16, BCVL17, BBDS21, Boh24,
BDK*16, CF14, DLM10, EVLZU19, HPDLW09, HZH*10, Kei06, LPW05,
LMS96, LCXC05, MM06, MKB+20, NBA+13, OFS08, RHY 04, SBP15,
SHO06, Sel13, SLM15, SM17, TM22, TAJZ23, TTTL17, WYT12, XZS07, Xulo,
YYZ*t10, ZWJ18, ZDZ"20]. Genomewide [SS04]. Genomic

[AZ14, BSP*24, BB04, BCCHZU18, BBEM09, BBH*07, BMR*19, Che04,
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CGI+07, CM04, DRT+25, Deil9a, DCP*08, DP07, EZFP*19, ET07,
FRD*17, FFSL22, GSN11, GCB20, GCD20, Tst19, KP96, KV23, KWB*94,
KSK*+11, LWLL19, LM11, LZF+05, LMWO05, Mall, MRM20, ODNW21,
OKKS21, PBB*+21, Par06, PK19, RLK*+09, SGT15, SHO6, SMZ*12, SF03,
TRB+09, TBKR10, VAST18, WDF24, WLF13, WYKG05, XU97, YS23,
YGPO05, Yua09, vUMWOS8]. Genomics [AMS97, Ano00, Anollb, BBP10,
CKS12, CKS13, CKS14, CKS15, Cosl8, Edi24, FS99, KPB*04, KMB™20,
KPP*22, MS03, NV09, Rot19, AAoST23, ZMK23]. Genomics-Guided
[AAoST23]. Genotype [BZ08, GZY 22, HWH™' 13, KZE10, KMP08, LJ05b,
McP12, WYY 18, YHEP15]. Genotypes [KS05, PBB*21]. Genotypic
[RBK94]. Genotyping [EHCT13, HMY 19, SGYBDO05]. Genovo [LJK11].
GenRate [FMHO06]. Genuine [PRT08]. Genus [MP16, POP23, RPS02].
Geodesic [KVK08]. Geographical [ABTP23]. Geometric

[APVMI11, BWS13, CFB*07, CHKK99, EHK*02, Erd05, MYBK*+11, SAMOG,
SY09, SKG100, TBL18, XZW15b|. Germline [DRT*25, LHW'22]. Getting
[HPL*+20]. GFFview [DCW+17]. Gibbs

[CP05, Kei06, Lar06, PWFZ17, Steld, TML*02]. Given

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

[LLT*+25, ZWK*20]. Glioma [AMS*22, CLLL20, HWW*20, TKSA24].
Global [Lat99, LGC*09, LBDVF10, MH22, PM14, PX13, Rob96, SYYHO02,
WDAO01, ZW03]. Globally [XXU98|. Globular [OC00]. Glucose [SLL*23].
Glycation [JWL24]. Glycine [ZDZ"20]. Glycoprotein [Pen20b].
Glycoproteins [Pen20a]. GNN [QTRA24]. GO [LACB10]. Good [YZ08].
GoVec [Nou2l|. Governing [CUP19]. GOWler [HVD17]. GPU

[And09, DBM09]. GPU-Accelerated [DBM09]. GQ [GWL"19]. Grade
[WDZ20]. Gradient [WxLW*23|. Gradients [MSS21]. Grading [PLZX25].
Grained [AJYJ18, DPS™20]. Graining [CB07]. Gram [RSMO06].
Gramicidin [LSAD05]. Grammar [SCSAT16]. Grammatical

[CJS06, CID06, KAS09, MBS*01]. Grand [AHK*02]. Graph

[AODD22, APF+20, AMR20, BKCP05, BSB*+17, BG06, BLP*22, BSS13,
BP16, BVP*+17, BSSZt20a, BSSzt20b, CHS17, CJP*+22, CY17, CP19, DM20,
DSN14, Frell, Gusl0, HS23, HBW+05, JZGA20, KMJ*20, KV23, KK11,
LTI10, LJK16, LWZ18, NK07, NSK09, Nou21, PMCBO0S, Par10, PDSD06,
SSR21, Sef25, Steld, TA21, WYT12, cWxLIS*23, WxLW+23, WPS+25,
X7S07, Xu09, Xul0, YS07, ZZHL11, ZIWL21, ZZC+24, ZLTZ25, ZCZ*23).
Graph-Based [DM20, KV23, WPST25]. Graph2Seq [WFC25|. Graphical
[EAMT17, KV17, KGLBK15, LKL21, LCGW09, MJCM22, OAR™24, WGO08a,
YZ17]. Graphics [CFET13, SSLMW10]. Graphlet [VILR10]. Graphlets
[HS14]. Graphs

[APA17, AAC*06, ABR16, BH14, BBP10, BBC16, BBV*14, BVP*16,
CPFP24, CR09, CC23, CJ23, CLJ*15, GTA22, HSOE*18, KTSS19, KRF+12,
KT13, KLR23, LAF+14, ML22, MPC*11, NFHM21, Par10, PDE*11,
PAST13, PFRD05, RM18, RC24, SDMN19, Sam09, SH05, Wu08, YCP16].
GraphSlimmer [TGA24]. Greedy [KMMF20, SM20, ZSWMO00]. Green
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[BMN*07]. Gregor [Deil9b]. GRNUlar [SZSA22]. Grohar [MZM18].
Group [BMN*+07, CEKP*13, CFS13, CD11, HTZ*+12, MKKK*17, PNMI15,
PIWR15, SSY*+22, YK19, ZHZ*16]. Groups

[CCG06, DQS*11, DMTV09, HL10, RROF95, WZC96]. Groupwise [SHE11].
Growing [KLR23]. Growth [JB10, SRBT25]. GS [BR24]. GS-TCGA
[BR24]. GSEAplot [IRCA21]. GSMC [PWFZ17]. GTP [0JOD*+04].
Guarantee [MDK24]. GUI [OAR*24]. Guide [NDMK17]. Guided
[GZN16, Li09, NZM*25, PCGBK13, AAoS+23, SHZ*24, 7715]. Guides
[CKL*17, ZZL23a]. Gurtin [CYY23]. GWAS [HATI11].

H [Ano20]. H2A [YI17]. H2A.Z [YI17]. Haar [YS23]. Hairpin [DLD*'14].
Hairpins [CCJ09]. Halving [Boh24, SGBEM11]. Hammerhead [MRM*02].
Hamming [AO15, BHHR18, ETLK19, Ris16]. Handling [BAK13, HHHS03].
Handprinting [RC15]. Hap [HHE13]|. Hap-seq [HHE13]. HapCompass
[AI12]. HAPLOFREQ [HHO06]. Haplotype

[AI12, BB06, BDK*16, CFS*08, CDS*16, DEH10, GLMSO10, GGO04,
GKM*10, GMSZ12, HH06, HHE13, HCC05, KMP08, KHK10, LKW04,
LJ05b, LL11, LS97, ME12, PMP+15, PMAP13, SHB*03, SY22, SR10,
WDF24, XJS07, YHEP15, ZGRB10]. Haplotypes

[ASL06, BGHY04, Gus01, SGP11, Ves12]. Haplotyping

[BGLY03, DFG06, VM06]. Happy [DHM™'05]. Hard [BRS20, QEk24].
Hardness [DHM97, GTA22, LJL 20, NSZ99, War95, HI97b]. Hardware
[SSLMW10]. Harmonic [AT12]. HarmonyDOCK [PPV*14]. Harnessing
[Vij22]. Hashing [HTY22, HHC06, KBG18, PNPC20, PKSB1S].
Hashing-Based [HTY22]. HattCI [PWKAF16]. Having [BLR16, ZYBT04].
Hazards [LL23]. HColonDB [MXJ19]. Head [LTL20]. Health

[CKL*17, GSH17, HTH'17, VA17]. Healthy [LLS11b]. Heart

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

[Con04, TS96]. Helicity [SLO07]. Helicobacter [UBGFD*19]. Helix
[CID06, CBM*02, SLO07, WY12, ZKWH17]. Helix-Coil [SLO07]. Help
[BF98]. Hepatitis [CCH19]. Hepatocellular

[BRC20, CCH™19, GDL*15, YcXyW™'21|. Hepatocyte [GSH17]. Her-2-
[JSZT20]. Heritability [SFR"18]. Herpesvirus [LMS96, LCXC05]. Hes1
[ZMLO07]. Heterogeneity [FLT+21, KC96, RNH18, RH19, YYL20).
Heterogeneous [EOD'18, GFET16, GVTS04, GBR17, LR05, MR95, Mar95,
Nou21, ZGRB10, ZCZ*23, ZZ1.723b]. Heterozygosity [HATI11].
HetFHMM [RNH18]. Heuristic

[AHKO08, Cha01, DMB07, RC14, SV97, TAY16]. Heuristics [KMP*04].
Hexagonal [GWX18, KMRG09a]. HF [HXY*23]. HF-DDI [HXY*+23].
HGT [TRIN07]. HHeterSW [GFE*16]. Hi

[DLFS22, DZS24, MSRS24, RBH*19, ZLTS13]. Hi-C

[DLFS22, DZS24, MSRS24, RBH*19, ZLTS13]. Hidden

[BC94, Bal95, BP14, CL99, EMD95, FDB18, GCB15, HSF97, HJ05, HWO01,
KMPO08, Ker03, KS05, Mam96, PAC02, PWKAF16, QSY09, RNH18, RH19,
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RLAT06, SPW22, SHO4a, UTD*20, WS04, WTE07, WXO08, YHO1].
Hidden-State [RLAT06]. Hierarchical [BRR02, CK11, CSA98, CBO07,
JCZ08, KSSK09, LWN*18, NWN+10, PLSL18, ZL09, ZH07].
Hierarchical-Pooled [PLSL18|. Hierarchies [Neul4a, Neul4b]. Hierarchy
[BET00]. HIF [MXW*20]. HIF-1 [MXW*20]. HIF2} [cLcSwP*21]. High
[APF+20, ACL15, BBN11, BLC10b, CLM*16, CKZ+19, CAC+23, CBG™ 14,
CHK*02, DDC*20, FCR*13, FCV*07, GSN11, GLM 109, GDHC95, GNI12,
HG11, HBD94, HZL22, HLY25, Hual0, KS11, KVDC06, KMZ*+10, LKBT16,
LLSH19, LBBV*18, LRM11, LL23, LLL*20, LDB*07, MBC*18, O’H15,
OBDV16, OAR'24, Pen20b, RDR12, SSLMW10, SBRG20, TZB*23, TPH'09,
WDZ20, WACO08, ZPG*24, ZQZ20, ZZL+17, ZHQS05, ZZUPY06, ZY23].
High-Accuracy [ZPG'24]. High-Density [CKZ"19, CHK*02, HLY25].
High-Dimensional

[APF+20, ACL15, HZL22, KMZ*+10, LKBT16, LLSH19, O’H15, ZZL*17].
High-Grade [WDZ20]. High-Order [WACO08, ZY23]. High-Performance
[HBD94, MBC*18]. High-Quality [GLM'09]. High-Resolution

[GDHC95, LBBV+18, LRM11, TZB+23]. High-Throughput [BBN11,
BLC10b, CLM*16, CAC*23, CBG'14, DDC*20, FCR*13, FCV*07, GSN11,
GNI12, KS11, LDB+07, OBDV16, SSLMW10, SBRG20, TPH*09, ZZUPY06.
Higher [DM17, DBT11, SHZ*24, TRBT09]. Higher-Order

[DM17, SHZ*24, TRBT09]. Highly

[BSP*+24, GFE*16, JMPR23, MNSV10, SBP15, TVNP15, TTTL17].
Highways [BBGS11]. Hiking [Cha01]. Hinge [SNW04]. HiPPO [PSG*20].
Hirschsprung [NXGL20]. Histo [YK19]. Histo-Blood [YK19].
Histocompatibility [Vij22]. Histone [Yua09]. Histones [BRRO6].
Histopathological [MDL'18]. Histopathology [CLLL20|. Histories
[DR15, KKM*20, Ros07, VBSS10]. History

[LBEMGO7, Mall, MMA*21, RSEK24, SP11, Tral9, VA17, YDN02, ZSV+09).
Hit [CWC06]. Hitch [Cha01]. Hitch-Hiking [Cha01]. Hits [KWM10].
Hitting [ZKM21]. HIV

[BYL*20, DCV*07, EBSt22, GT16, HAM*22, HPVS96, RYZ23, SS04].
HIV-1 [BYL"20, HPVS96, SS04]. HIV/AIDS [EBSt22, HAM*22, RYZ23|.
HLA [HKLO07, SGP11, ZYB*+04]. HLA-A*0201 [ZYB*04]. HMM
[ZKL*10]. HMMatch [WTE07]. Hoeffding [AS19]. Homo

[CYP*+11, MYBK*11, YLD*+18]. Homo-Oligomers [CYP*11, MYBK*11].
Homoclinic [KG24]. Homogeneity [LR05]. Homologies [JDHO00].
Homologous [DC16a, Eri09, HJ05, PZH11, SYYH02]. Homologs [BF98|.
Homology [AMOW10, BS98, BBD*04, CBW07, CV11, Gru98, HG05,
Kon07, PZC05, SPD18, SSD07, SRS02, XBLM06]. Homomorphic [BSP*24].
Homoplasy [AA18, LT110]. Homoplasy-Free [AA18]. Homopolymer
[ETLK19]. Homopolymer-Space [ETLK19]. Homotopy [DOKTO05].
Homozygous [TTTL17]. Honor [Ano2la]. HOPE [DOKTO05]. horikoshii
[RBKJ19]. Horizontal [BBGS11, ST10]. Host [HTY22, Khal4, SLYCO09].
Host-Dependent [SLYC09]. Hot [DGW™'13]. Hotspots [BB06]. House
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(27122, ZLP22). House-Hunting [ZZ122, ZLP22]. HP}

[BLOS, ABD*97, GMS05, HCS09, SVD14, TAY16, YE02]. HP-Model
[YE02]. HPC [KMRG09b, KMRG09a]. HR [JSZ*+20]. HSP70 [JJY*+20].
hT2R16 [CWRF15]. HTFSMMA [SHZ*24]. HTLV [CDC*11]. HTLV-1
[CDC*11]. HTML5 [AB16]. HTML5-Based [AB16]. HTP [CLM*16].
HTP-OligoDesigner [CLM*16]. Hu [Ano20]. Hub

[CYFT20, YfZX 21, ZLB120, ZYD'19]. Hubs [MTYH09, MSRS24].
Huffman [AOAAH17, AH20]. Huge [WLYC12]. Hull [WTY19]. Hultman
[APA17]. Human [AF20, BR12, BCD+24, CBH*12, DBBM09, GPARY6,
GSH17, GE17, HMY+19, HHC06, JSZ*+20, LZHC15, LTZ18, LFD03, MXJ19,
MDMC21, Nail8, PM24, Pen20b, PE20, Sal95, SCH09, SSV19, SKSLI7,
SCSA*16, SZTW12, TE96, YCCLI1S, YK19, ZWT18]. Human-Specific
[SCH09]. Humans [DM20, Elh11, LDB107, SGK*12, Yua09]. Hunting
[Bry96, PWFZ17, ZZL22, ZLP22, ZTD*+22]. Hurdles [SLRM09]. Hybrid
[Azi22, BDCY7, BZB*22, CXW16, CYLY12, CKL*17, DHV06, Hea97,
HXY*23, LYC15, QTRA24, YK05]. Hybridization

[AMRW96, BDPSS01, BMN+07, CLS11, DMP*06, DJK*99, DFS94, FH02,
FLT+21, G195, HHHS03, HPY03, Hub01, Kru98, Mil95, PU00, PO04,
RRGCY5, SLA12, ST02b, WHW*06, WI05, Wul3, YzCW20, DFS96).
Hybrids [SKSL97]. Hydropathic [CFR12]. Hydrophilic

[AP10, BL98, HI96]. Hydrophobic

[AP10, BL98, GP13, GWX18, HI96, KMRGO09b, TGT08, TS96, YTMY17].
Hydrophobic-Hydrophilic [AP10]. Hydrophobic-Polar

[GP13, GWX18, YTMY17]. Hydrophobic-Polar-Cysteine [KMRGO09b].
Hydrophobicity [ABD*97]. Hydroxyproline [Yan09].
Hypercholesterolemia [MRS'18|. Hyperdigraph [0JOD"04].
Hyperdigraph-Theoretic [0JOD"04]. Hypergraph

[AL25, YFBKO07, ZWD25]. Hypergraphs [KK23]. Hypermutability
[FB12]. Hyperpaths [KK23]. Hyperplane [BGJ"04]. Hypertension
[TZZY20, ZXZ21]. Hypotheses [MDMC21|. Hypothesis

[FDDKO07, GML20, LSY 05, MSZW11, RNI*06, SFA17].

i.i.d [MDO1]. IBD [LL11]. ICCABS [BMM*23, JMR*21, MMN™21].
ICON [WCZ7*18]. ICON-MIC [WCZ7*18]. IDBA [LYPC13, LYC15].
IDBA-MT [LYPC13]. IDBA-MTP [LYC15]. idDock [HS15]. Ideal
[ZHY*20]. Ideal-Gas [ZHY120]. Ideals [SS05b, SS05¢]. Identical
[AMOW10, SGP11]. Identifiability [AR06, AP09, DAR23, YAR21].
Identifiable [SV07]. Identification

[ARHLK19, ALB*19, AF20, AJV*T16, BSBT05, CDQ*21, CCG06, CCF10,
CCH*19, CKZL20, CMS*25, CLSW02, CBG*14, DBBM09, DYLK?20,
EPSV98, FZF 20, FKZ09, GML20, GSV21, GDL*15, GBB15, HTY22,
HRSC00, HV07, HYY*10, HBK11, HWW20, HKZ*04, JPLD23, JZZ*19,
JONK17, KTT20, KPBT04, KK22, KT13, LZHC15, LL19a, LGD19, LGC*09,
LCD11, MS00, MM06, MCH*19, MSB*10, MP16, NTWF11, OAR™*24,
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OBJO103, OR14, PYIM22, PIM23, PWKAF16, PDT00, PDAJFT08, RXH™ 20,
SFN97, SIK*05, SB21, SIGW*23, SnGqC20, SR10, Sni1l9, SMC+15, SSD07,
SS7ZG24, SG94, TZB23, TZZY20, TXL*17, TLK+06, VRU16, WSCL1S8,
WAM20, WWLC20, WLC18, WKC+95, WTE07, WZL19, XXZ+21, XU97,
YHT+17, YDG20, YZX*21, YIC18, YLCT20, ZWSF05, ZLW*20, ZLB*20,
ZLL+20, ZDG*20, ZIWL21, ZXZ21, ZZL*23b, fZbMqW+20, dMRR14, Ano20].
Identifications [BG08]. Identified [XWJZ20]. Identifies

[FSW+20, LTL20, OSK*15, TGT0S]. Identify

[LDLZ12, LOW16, MYS*20, YHW18]. Identifying

[AMKO0, BH14, BP20, BCH+01, BYL*20, BRR02, BBWE09, CJC01, CDL*19,
CPR22, CZY19, CHK*02, DCP+21, DS04, FCS12, FRD*17, GME*08, HG05,
HSBS10, HXL*20, ITdB09, JWL24, KE13, KLC*11, LHXH08, MGW*07,
MMEK21, PSIM18, SM98, SPSZ23, $S05a, SH17, SJ18, TEMM12, WC04,
WVT23, YKPM20, YZ08, YYZ*10, YLD*18, ZZC*24, ZZZU20, ZY?23).
Identity [Bro98, KLKH11, YCP16, ZL01, ZKT14]. Identity-by-Descent
[YCP16]. IDH1} [CLLL20]. Idiopathic [ZXZ21]. IDN [JWL24]. iGLASS
[JR12). iGly [JWL24]. iGly-IDN [JWL24]. II

[WRSW10, AMS97, CGOT10, SkY12, ZRGHJO08]. IL [Fom16b]. IIL. [Fom19).
Tllumina [CWL13]. ILP [CDS*16]. ILP-Based [CDS*16]. Image
[BLQZ04, DAL*08, FCR+13, PLSM*06, YHC19, ZKWH17]. ImagePlane
[FCR*13]. Images

[AG23, CSH*20, CLLL20, HTM*22, LTTS12, LCL*+17, NZM*25]. Imaging
[Hual0, HLG18, KKS™15, PLZX25]. Imbalance [DCV'07]. Imbalanced
[HSH14, MEF24]. IMFLer [PSP21]. Immersed [SSS20]. Immune

[JK96, LRNBJ10, LDB*07, SLT24]. Immunity [YMM*24, ZZN10].
Immuno [DLL*24]. Immuno-Oncology [DLL"24]. Immunodeficiency
[BR23]. Immunogene [PM24]. Immunoglobulin

[BP16, GKKS98, SKGT00, YK19]. Immunoinformatics [UBGFD'19].
Immunoprecipitation [BHGCS11]. Immunoreactivity [BR23|. Impact
[BP20, DGFMSS16, JR16, SJ18, WWH17, ZPC*18]. Imperfect [LTI10].
Implementation [And09, MGSA06, NBB18, Vij22]. Implementing
[NXL*15, PB18, WCZ"18]. Implications [BBWE09, FL94]. Implicit
[BMRO09, CYY23]. Importance [CZC10, RDR12]. Important [MTYHO09].
Impossibility [Mos03]. Improve

[GZY+22, GB06, HLG18, KVM14, TYSX19]. Improved

[AMRO7, AT12, BMH21, BS97, BG0S, BKO0S, CL17, CLR*05, CDH*16,
Frell, GF16, JWL24, KFDT02, LS08a, MSBROS, MA13, MVP06, QTRA24,
REKH97, SFA17, SSKH*13, SZWT09, SSHt10, SPW22, SK18, WC16,
WT17, Y2CW20, YLCT17, YLZ"24]. Improvement

[AMS™22, JR12, YLW*15]. Improvements [HJR12, Z1.22]. Improves
[HKLO7, JBM15, MSST22, NTWF11, ZGEZull]. Improving

[ATO08, BCG*18, CC23, CWJT21, GKS95, HSH11, 11a20, KKC+22, LWN*18,
LHW*22, NKRT01, OBA+23, PXLP23, PFK17, RK96, WHJE19, XLZ13,
ZYD21]. Imputation [GVA22, HHE13, KZE10, MSS+22, McP12, MSM20,
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MM19, WHIE19, YHEP15, ZL22, ZZ15). Imputing [DZS24, WES20].
Inapproximability [BJ17|. Inaugural [HTH*17]. Inborn [PdB13].
InceptionV3 [AG23]. Include [YF09]. Including [AR06, TKO21].
Inclusive [WWZ19]. Incompatible [GBBS07]. Incomplete

[BW12, BMRO09, LJ05b, WR23, ZAG"18]. Inconsistency [HR22]|.
Inconsistent [EAFM24, KABH15, KWBN19]. Incorporating

[GJZ06, KX06a, KX06b, LTS20, MPC*11, PS12, RH19]. Incorporation
[Kon09b]. Increase [FA12]. Increasing [SHE11]. Incremental

[AP04, KS06]. IncRna [JPLD23]. Indel [AODD22, DMB07, SSH*10, SP11].
Indels [AODD21, HB11, McC09, TRS17]. Independent

[LYMDO3, SJ12, ZQZ20]. Index [FDW20, JMPR23, KMB*20, MKB+20,
ROB*22, ROL"22, YGP05, YHC19, bVRN'19]. INDEX-db [bVRN*19].
Indexing [Buh03, CGZ04, CM04, GHM'10, HS23]. Indian [bVRNT19].
Indicators [ADRS24]. Indices [LLW03, TWO05]. Indirect

[ADD*07, TBS*07]. Individual [BF98, PCS18]. Individual-Based
[PCS18]. Individuals [LL11, McP12]. Induced

[BB04, LDS12, YYL20, YLC+20, JKG*04]. Inducing [SZL*23]. Induction
[BKT09]. Inequalities [RCSS12]. Inequality [AS19]. Infants [ZYH20].
Infarction [ZLSY20]. Infected [MDWZ24, RFH*25, WZ23, YYZ23).
Infection [DM20, LGS20, SCSAT16, STP18]. Infer

[BB15, CMS™*25, JSN09, RNH18]. Inference

[ACBM18, ADD*07, ADR13, AEH17, ARSW22, ADR24, BB06, BBN11,
BCPS04, BMR09, CYP*11, CGT12, CWH*22, CMvH15, CKB17, DMDR17,
DCH21, DMW*17, DBB+02, FHZD17, FLJ11, FNPP02, GMC08, GW06,
GLMSO10, GGO04, GM96, GMSZ12, Gus01, HCC05, HMF07, TR22, JPB+15,
JG11, JBM15, JBBW10, KHK10, KK23, LAL*09, LL11, LYH* 19, LW22,
ME12, MPZL23, NKR+01, O’H15, RV15, RSEK24, RBEB13, SSKH*13,
SLLOS, SHB*03, Serl5, SGP11, TS04, TR11, TNSS13, TZP*13, XLZ*18a,
XJS07, YYA1L, YT22, YWN11, ZZHL11, ZL01, ZKT14, ZS24, ZCK17].
Inferential [ARHLK19]. Inferred [MTYHO09]. Inferring

[AFBS5, Bay23, BG09, BLEMO0S, CDQ*21, DJK*+99, GBR17, GMO07,
GKM*10, HJR12, KKM+20, LTCH11, LZBK15, MBRS11a, NSMV1S8,
SKS*09, WBJ15, WHJE19, YYY*09]. Infinitely [ADR24]. Inflated
[DLFS22, PLL16]. Inflation [WVT23]. Influence

[BIPD17, GC15, Hual5, JONK17, Krul7]. Influenced [SRB*25]. Influences
[RH19]. Influential [NLC17]. Influenza

[AWM*17, LBSB17, MGVS14, ZZN10]. INFO [LS98]. Informant [DBT11].
Informatics [Rob94, TA21]. Information [AOJT23, APF*20, AFCKO09,
ATO08, BSKg(23, BG15, Bro98, CMK23, DCW+17, FS99, GSSI14, GKgUS21,
GTA+04, GE17, HKLO7, KX06a, KX06b, Let95, LYC15, LET+98, LZX12,
MPC*+11, NWN+10, PABAP*22, PU00, QGP10, RPW13, SFA17, SG15,
SKGG17, SSB07, SY07, SkY12, SKT08, TXL*17, TEMM12, UGS19, YGPO5,
YLC+20, Zha02, ZZL23a, ZWD*04, ZZL+23b, ZY23, vLSV+24].
Information-Based [YGPO05]. Information-Theoretic [ZZL23a).
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Information-Theory [PU00]. Information-Theory-Based [CMK23].
Informational [OFE14]. Informative [AHK 07, Ros05]. Inframe [BP20].
Infrared [MGW™07]. Infrastructure [Rob96]. Inheritance

[CK10, HWH*13]. Inhibition [GAWI19, MGVS14, MCH*19, MSN+20].
Inhibitor [CASP10, CCF10, CFS13, PZZ+10, ZHZ*16]. Inhibitors
[ALB+19, AF20, CD11, DDK21, HTZ*12, HL03, MRG*24, RBKJ19, SB21,
TGTG19]. Initial [AN18, OJOD*04, Stel4]. Initiation

[CZNF19, HL16b, LJ05a, WOGO03]. Injury [CYZ"20, LL19a, LL19b]. Innate
[LRNBJ10]. Innovation [WT07]. Input [CBS*20, CL21b, Jus06]. Inputs
[Fom19]. Insertion [DMP*06]. Insertion-Deletion-Like [DMP*06].
Insertions [BP20, BWS11, HSHT09, YF09]. Insight [LLJS19]. Insights
[Elh11, MLC10, PV17, PDSD06]. Inspired [AMK18, MPG*16, WI05].
Instance [ASZ"16, CLLL20]. Instant [vLKMR22|. Instantaneous
[BBN24]. Insufficient [LCY'05]. Integer [ADRS24, CCI*04, DWMT22,
Gus10, HNTWO09, LJ05b, PMGE21, kSyPhC+22, TMfTK23, Yinl9, Zorl5].
Integer-Programming [Gus10]. Integers [NL09]. Integral [TS96].
Integrate [WHC09]. Integrated

[CWR24, CAB11, DCS04, FSW+20, JEMF06, JSZ*20, KP96, MRM20,
WQZ*19, YeXyW+21, ZCY+20, ZWQL9, ZZ20, ZXZ21]. Integrating
[AEH17, BLP+22, CW09, DOB95, GVTRS06, HS15, JM97, KS12, LLG*20,
MLOT17, PZZ20, QFLL22, SCD*22, TXL*17, ZY23]. Integration
[BCG*18, BR12, DSST22b, FBV15, GZY+22, JBBW10, LZHC15, LYH' 19,
MHL22, PXLP23, TA21, VV97, WV11, YY19, YJC18]. Integrative
[DZS24, FRD*+17, GWL+19, JFLL20, LTL20, MNIK*09, PNMI15, ZLM*17].
Inteins [DMHMO97]. Intelligence [DNZ17, DND*19, Kum22, DNZ17].
Intensity [LYS20]. Intensive [SEV09]. Inter [OYY 12, ZWY*17].
Inter-Barrel [ZWY117]. Inter-Diplotype [OYY112]. Interacting

[FR14, LLKX16]. Interaction

[ACKK19, AKN*06, AHPR12, BML*16, BSS13, BHK*10, CASP10, CDL*19,
DZM*03, DGW+13, DBHC24, DSG+08, EBK11, FCS12, GZLY?24, HHX16,
HSH*09, HSBS10, HS14, HXY+23, JEMF06, KGLBK15, KKS*06, KKT*06,
KSG07, LACB10, LAF*14, LWC*14, LJCZ20, LZL+23, LSSD18, LLT*25,
MYS+20, MSRS24, NLH*23, NK07, PK11, PXLP23, PNIM17, PMG*16,
PE20, PX13, QSY09, QR13, RDR12, SIKS06, SDK16, SB17, STK*05,
SKS*09, SY07, SkY12, TXL+17, WHD13, WFC25, YKPM20, Zhol7].
Interaction-Based [PNIM17]. Interactions

[Amil2, BLPT22, BMB24, BT08, BF09, CDL+19, CJ21, CJP+22, DM20,
FH18, GLMW13, KS12, KK11, KMCKS17, LBJM11, LZY*23, LLJS19,
SMD*07, SSW20, TBST07, TTTL17, VB09, yWCF06, WHDN13, WSS*15,
WYC*18, WYLW21, YLC*+17, YFBKO7, ZZC*24, ZYD21]. Interactive
[BP17, HSG22, HAP12, MM21, PSP21, RUGR18, ZMGN23]. Interactome
[FKZ09]. Interactomes [MTC11]. Interactomic [FRD*17]. Interchanges
[LLCTO05]. Interdependencies [BSB*17]. Interesting [MC10]. Interface
[KV17, OAR'24, RUGR18]. Interface-Based [KV17]. Interfaces [CY17].
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Interference [RPR'15]. Intergenic [AOJ"23, BJF"20]. Interleukins
[SZL*23]. Intermediate [LS08b]. International [BMM*23, Berll, CSZ18,
CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b, CSZ23a, DMV17,
DNZ17, DND*19, JMR*21, LZL+23, MMN*21, Pat24, Pat25, YQDW23].
Interoperation [Kar95]. Interplays [Par24]. Interpolation [LCL*17].
Interpretable [Geo09]. Interpretation [BWS13, KST96, RACH06].
Interpreting [LRLT07, Neul4b]. INterruption [LS98]. Interspecies
[LMO03]. Interval [CLRT05, LABD"06, ZZ10]. Intervals

[ATLS07, BFS10, SFR*18, SDC*10, dMRR14]. Intervention

[CKL*17, LTSA15, SVK10, VND17]. Interventional [DS04].
Intervertebral [FZF*20]. Intestinal [CYZ'20]. IntOMICS [PP23]. Intra
[AS23]. Intra-Exon [AS23]. Intracellular [GPOP'17]. Intractability
[Eli06]. Intralocus [HR22]. Intrinsic [HL16a]. Intrinsically [GZW™16].
Introducing [SBTV10]. Intron [LS98]. Intron/Exon [LS98]. Intuitive
[KFC*11]. Invariant [SKGT00, ZRGHJ08]. Invariants

[EZ98, FLS94, HP96, JPR06, SB99, SF95, SS05b, SS05¢]. Invasion
[ZPG*24]. Invasive [WFL120]. Inverse

[DS04, GMS05, KMRG09a, KMRGO9b, LLW03, LLD*16, PL06]. Inversion
[BMY01, LBEMG07, SR10, WW18, WW19]. Inversions

[SLRMO09, SRLM10, YDNO2]. Inverted [BOO07, Sell3]. Investigate
[MRS™18]. Investigated [LL19¢c]. Investigation [SZY120]. Investigations
[PIWR15]. Involved

[AC17, LL19b, LL19c, PMG*+16, SBRG20, TXL*+17, WDZ20, YHT+17].
Involvement [LXL"20]. Involving [CK10, LPFT14]. Ion [SSS20, SF12].
IonHammer [ETLK19]. Ionizing [ASZ"16]. IonTorrent [ETLK19]. IPED
[HWH*13]. iPhyloC [HSG22]. iRNA [YLD*18]. iRNA-20M [YLD™18].
Irradiated [SVCAL17]. Irredundant [CV11]. ISBRA [CSZ18, CSZ19,
(CSZ20, CSPZ21a, CSPZ21b, CSZ23b, CSZ23a, Pat24, Pat25, CSZ22]. ISCB
[CKS14, CKS15]. Ischemia [CYZ'20]. ISFMDA [CJ21]. Islands
[BCCHZU18, KLC*11, YCCL1S]. IsoDA [HWZ*21]. Isoform

[BBVt14, HWZ*21]. Isoforms [Amil2, FLJ11]. IsoLasso [LFJ11]. Isomers
[JHA16]. Isomorphism [HLMR11]. IsoRank [DBHC24]. Isotopic
[AMR20, BKKSDO1]. Issue

[Ano09b, Ano21la, BMM*23, CSZ20, CSPZ21a, CSPZ21b, CSZ23b, CSZ23a,
CKS12, CKS13, CKS14, CKS15, CMSZ12, Cow20, EN22, Gus05, HTH*17,
15t99, Ist20, IPSV22, IMR*21, Kum22, Len02, MS24, MMN*21, MV04, Miy06,
Mye03, NV09, Pat24, Pat25, Pe’22a, Pe’22b, Pen22a, Pen22b, Sch21a, Sch21b,
Sha00, Tan23, ZGW22, CSZ18, Deil9a, HASL1S, JLmR*23, VRGC18].
Issues [HualO, TBKR10, WIP97]. itca [ZZL23a]. Itemset [CCTO09].
Iterated [PZZ20]. Iterative

[And09, BYGI12, BS97, GTA*04, LZC*23, Mal9s, PNPC20, XMU96, ZZL00)].

J [Ano20]. Jabberwocky} [Sea01]. Jacobson [Clo05, GJL122]. Java
[NBB18]. JCB} [Ano2lal. Jigsaw [BKWK*00]. Join
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[BWS11, MJS23, SLM15, XLZ*+18a]. Joined [DNZ17]. Joining [GMO7].
Joins [ZS17]. Joint

[ADRS24, CQG10, CBG*14, CKB17, DNZ17, DND*19, FLT+21, HHX16,
KCHO4, LL23, MLOT17, MSR22, YLC+17, ZFBK09, ZKT14]. Joker
[OYB18, OYB18]. Journal [Anol4, Prz24]. Juan [EBS*22|. Jukes [SF95].
Jump [LDW98, NTMMO06]. Jumping [SRS02]. Junctions [LS98].

K* [0JFD18]. K-Boost [GLM*09]. K2P [GMY10]. Kappa [BZMM16].
Karyotypes [OFS09]. KEGG [RND*'23]. Kernel [WLXW22|. Kernels
[LDS12, LJ05a, MBLZ09, NM14, VILR10]. Key

[CCH*19, FSW+20, LGD*19, LL19b, LL19¢c, MXW+20, QQL*19,
QMMW11, XXZ+21, YDG*+20, ZDG+20]. Khachiyan [SSC23]. KIF4A
[BRC20]. Kinase [BSB*05, CASP10, CC03, GAWI19, VND17, WKC+95].
Kinase-Encoding [WKC'95|. Kinases [CDL*19, FDDKO07]. Kinetic
[BGHT08, GW06, TKO21]. Kinetics

[ADS03, CAB*07, Krul7, SC15, TKT*05]. Kingdom [PMG™16]. Kinship
[El120]. Kissing [CCJ09]. kit [FDW20]. kmer2vec [RYY22]. Knock
[HKS08]. Knock-Out [HKS08]. Knockdown [cLcSwP121]. Knot

[ES06, Erd05]. Know [HPL*20]. Knowledge [AEH17, Bet10, CW09,
DRT*+25, GVTRS06, PS12, PZZ20, SBTV10, WHD15, ZHY*+20, ZS24, ZS14).
Knowledge-Based [ZHY 20, ZS14]. Known [ADS03, GLMW13|. Krebs
[OBJOT03]. Krylov [WZW10]. Kudu [FDW20).

L [GSLWY94, SHGO02]. L1 [RRKTO07]. Label [YQDW23, WHD13]. Labeled
[AODD22, EHFK24, HLMS08, JGL11, KVZ24, KK22|. Labeling

[AMR20, BKKSDO01, SK21]. Labels [BZG"22, ZZ123a]. Lac

[ALR18, VCS11]. Landscape [AHKT02, Clo05, DPR97, JHLD20, PK11].
Landscapes

[ADS03, Cha95, CS15, Kle99, MZC*18, NVW14, WP11, ZYH20]. Langevin
[HCX09]. Language [EAM™17, KPZU11, YDZ"25]. Laplacian

[Frell, NHOV10, WYLW21]. Large [ABL03, Ben21, BBWEQ9, CCT09,
CP05, CB07, DGH'01, DLL*24, DCH21, HSH*09, JDK*18, LAF*14, LL11,
Mall, MNG*15, Nue04, OJFD18, PDZ*16, Par07c, PFRDO05, Ris16,

RHY 04, RLKT09, RLVCVR17, SSHT10, ST02b, SGK*12, SK18, TE96,
TMC+18, TH17a, Wag04, WFHLS, XU97, YZWZ13, ZH07, ZCK17).
Large-Deviation [WFH18|]. Large-Scale

[ABL03, Ben21, BBWE(9, DLL*24, DCH21, HSH* 09, LAF*14, Mall,
PDZ*16, RLKT09, SSH*10, SGK*12, TE96, TMC™18, XU97, ZH07].
Largest [ZPC'18]. Lasso [PNMI15, LFJ11]. Latent [SDK16, TLK'06].
Lateral [RS13]. Lattice [ABD"97, GP13, GWX18, HI97a, ISK99,
KMRG09a, RROF95, SSS20, YTMY17]. Lattices [HI97b, RRFS98|. Lava
[Boh24]. Law [SBK22|. Lawler [GSLW94]. Laws [DHLO00]. Layered
[CQG10, LDLZ12]. LB3D [TSTS12]. LC

[KGN09, LTTS12, NTWF11, STHG+08]. LC-MS
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[KGN09, NTWF11, STHG*08]. LC/MS [LTTS12]. LCA [GM07]. LD
[Nue04, SB21]. LD-SPatt [Nuc04]. LDA} [CSH*20]. Leading [0JOD*04].
Leads [MVP06]. Leaf [zCULW20]. Leak [MXW™20]. Leapfrog [Ben21].
Leaping [SAL09, Sol09]. Learn [AB00, FDB18|. Learned

[HY16b, MBLZ09]. Learning

[AVS20, AS22, ASZ*+16, BRD*05, BCG*18, BML*16, BYL+20, CCDB21,
CWR24, CJ21, CA15, CLLL20, DND+19, DCH21, DKF09, EFM12, FADH17,
FCGD19, FDD21, FFB20, FND*09, GSS*20, GDL*15, GWM*21a, HPL*20,
HSH14, HS15, HZK22, JK96, KGLBK15, KJmZt22, KMCKS17, KFR04,
KW21, KPP+22, LWC+14, LCGT22, LBIM11, LKC21, LZY*23, MSS+22,
Mam96, MTC11, MDMC21, MBS*01, MWL22, NSMV18, Nou21, PWCN02,
PYG*19, jQLsY*24, RND+23, SICT09, SIGW+23, SZSA22, SSW20, SSS*21,
WYY+18, WCLt18b, WPS*T25, XGD24, YSFWO0S8, bYjHgZ ™24, YMxW21,
ZRGHJ08, ZCH* 13, ZRNA20, ZMppVN22, ZWD25, XSH*22, YCCL18].
Learning-Based [CLLL20, LCG™22, WCL*18b, YCCL18]. Least
[JKG104, KKA*15, LGS20, PD20b]. Least-Squares [KKA*15]. Lecture
[Wo099]. Legos [MRO8b]. leguminosarum [PdBdP*22]. Leishmania
[Vij22]. Length [ARSW22, CL17, CHP94, CT07, HR08, KRD14, MK16,
RSMO06, SSMT16, SBT00, SSH*10, ZKM21, RBEB13]. Length-Aware
[MK16]. Lengths [SkY12, ZL09]. Lessons [HY16b]. Leucine [ODPBI1S].
Leukemia [BDBB10, OSK*15, ZLM*17]. Leukocyte [HMY"19]. Level
[FDDKO7, LTsL24, LZS09, LBN94, LET+98, LGS20, LYS20, 0024, PNIM17,
RSR*09, SSW20, VFOK18, WTE25, XGD24]. Level-1 [LTsL24, WTE25).
Levels [DMR*03, EHC*13, GSH17, PZH11, RMC*05, SLT24, WACOS].
Levenshtein [DP07]. Leveraging [BT08, FDW20, HKL07]. Lewis [Sea0l].
Libraries [DFS95, LMP08, MKKK*17, OB16, SZMS02, ZFBK09]. Library
[ALB*19, CD07, GE04, GAWI19, NBB18, PA03]. Life

[KPW11, TaAF+22, YDZ*25]. Lifting [MWB10]. Ligand

[BHRVO00, CRT*17, CW20, FL94, GZN16, LLJS19, LW12, PK11, PPV+14].
Ligand-Receptor [BHRV00]. Ligands [HXL"20]. Ligases [MSN*20].
Ligation [FLLO00]. Light [WxLW*23]. Like

[DMP+06, HID17, NSA08, SDDI*08, XLLS20, YZ08]. Likelihood

[CKS06, CHJ05, DMBO07, ET07, ITSHO00, JS03, JGB12, MB09, NSRR23,
SV07, SHE11]. Limit [GQ09, TA97]. Limitations [SLB*97]. Limitless
[YYL19]. Line [Erd05, MA19]. Lineage [WR23]. Lineages [MSR22].
Linear [Ale08, AB00, ADRS24, BMY01, BCC+09, CHM94, CFS*08,
CGSW14, DM17, DWMT22, DFG06, DEH10, GHJ*+12, Gui98, GSW16,
HI97a, HP96, Jen09, Ker03, LJ05b, LKL21, LIL*20, MPZ*20, PMGE21,
PDAJFTO08, RCSS12, SIGW+23, Shil0a, Shil0b, kSyPhC+22, SF95, SLL*17,
TMfTK23, WAPMO5, WW18, WW19, WAX22, Xul0, XZ12, ZZS17, Zorl5)].
Linear-Space [CHM94|. Linear-Time [BMY01, DFG06, ZZS17].
Linearization [BBH'07, HSOE"18]. Linearized [VRS12|. Linearly
[CYY23]. Lines [HFUH19, IPH18, Par24]. Linkage

[BG09, FG04, KL98, LWLJ10, RBEB13, WMC04]. Linkages [TZB*23].
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Linked [GGM12]. Links [CJCO1]. Lipid [RMC*05]. Lipinski [CLT*20].
Lipman [KS06]. List [MKO06]. Listing [BSS11]. Lists

[AFCN13, CZS15, LSRR18, LL05b, NV12, PFRDO05]. Literature

[MK11, SF03, dJ02]. Live [PLZX25, TAMW13]. Live-Cell [PLZX25]. Liver
[PdB13]. LMM [MBC*18]. LncRNA

[HHZ*18, JPLD23, JSZt20, TYS*20, YcXyW™21]. IncRNA-Associated
[YcXyW*21]. IncRNAs [NXGL20]. Local

[ABD*97, BG02, BWS13, BDCKY03, Bun02, BR23, DK18, DLPH06,
DWK*+20, FND+09, HJD17, Han09, Hor01, HKZ+04, TP09, JHS06, Lat99,
LTCH11, MDO1, Met06, NBB18, QsYSxL23, RDH04, SM04, $S01, TBBOO,
YZWZ13, YLCC17, YKO05, YHO1, ZGRB10, Zhu07]. Local-Alignment
[BG02]. Local-to-Global [Lat99]. Locality

[BCHT07, HTY22, KBG18, MM19, SIGW*23]. Locality-Constrained
[SIGW*23]. Locality-Sensitive [HTY22]. Localization [EZFP*19].
Localized [YYZ"10]. Locally [Clo05, EFM12, LACB10, SGAMT12].
Locating [BBWE09, Sal95]. Location [ABTP23]. Loci

[CFE+13, LHC02, NMH13, WXS14]. Locus

[JG11, SSV19, YWNI11, ZPX"10]. Lodgepole [DR15]. Log

[CCPT17, LKL21]. Log-Linear [LKL21]. Log-Normal [CCPT17]. Logic
[HNTWO09, Ist19, PSB17, SG10, SG12]. Logical [KS12]. Logistic

[Ben21, BCGT18, CW20, HH14, LSG04, 1.XS24]. Long

[AWM™ 17, BB04, BLP*22, CST20, FH18, GZW*21, HATI11, HHHS03,
JDK*+18, JFLL20, MRG+24, MBVA07, MDB11, QbMyD*19, RH19, SM20,
SY22, YY19, YYJ19, YW21]. Long-Range

[BLP*22, HATI11, MBVA07, MDB11, RH19]. Long-Read

[GZWT21, SM20, SY22]. Longest [BVP119, WWZ19]. Longitudinal
[GZY*22, WYY*18]. Loop [CY09, HLL13, KFR04, KW21, LSL*16, YY19].
Loops [BBH21, EACK ™12, GQ09, KV17, NRW11]. LoopWeaver [HLL13].
LoopX [KV17]. Loss [ARC13, AJAT16, BAK13, Bay23, CDEMO08, GSS™ 20,
HATI11, HQO6, LMWR21, PMGE21, WT07, YYM*23]. Loss-Function
[GSST20]. Losses [LM11, SGBEM11, SCH09|. Lossless [RDRF24]. Low
[AV18, BK10, DMW*17, GWM™*21a, HXL*17, HLK*+13, KWM10, KIYM13,
MGSA06, NDMK17, SBCT05, Sunl8, WMC14, cWxLIS*23, ZBM9S, ZY23).
Low-Complexity [BK10, MGSA06, SBC'05]. Low-Coverage [DMW*17].
Low-Dimensional [NDMK17]. Low-Dispersion [WMC14].
Low-Frequency [HXL*17, Sunl8|. Low-Order [KIYM13, ZY23].
Low-Quality [GWM™21a]. Low-Rank [cWxLIS*23|. Low-Scoring
[ZBM9S]. Lower [BB06, KLM11, KKM*20, LY99, MSS10, MWD02, TSTS12,
WGO08a, ZZ122, ZKM21]. LSG [BVP*16]. Lung

[BSBT05, DCL18, SZY 120, TYS"20, WSCL18, WPL*19, WWLC20,
WWC+20, ZCY*20, ZLL*20, ZQZ20]. LUTE [HJD17]. Lymph [ZLW+20].
Lymphocytic [ZLM'17]. Lysine [AWZ 117, JWL24].

m [Lat99, SHMS08]. M-FISH [SHMS08]. MAC [JLmR*23]. MacCamy
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[CYY23]. Machine [AS22, BCG+18, BRR06, CWR24, DND*19, DHY02,
FADH17, FCGD19, FDD21, GDL*15, HPL*20, HS15, JLSL24, KPP+22,
NM14, RND*23, SPSZ23, SSS*T21, WCL*18b, WxLW 23, WPS*25, YMO06].
Machine-Learning [KPP122, SSST21, WPS*25]. Machines

[LN03, Yan09, Zhol7]. Macroevolutionary [DHV06]. Macromolecular
[CJS06]. MAD [ZCK17]. MAD-Bayes [ZCK17]. MADMX [GPP*11].
Magnetic [KKS*15, LLWZ19, LLW+20, WMDO06]. Main

[Anol0b, BKWK+00, MRG*24, TTTL17]. Main-Chain [BKWK™*00].
Maintained [LJCZ20]. Maintaining [AMK18]. Maintenance [LSHLO04].
Major [Cal22, TZB*23, Vij22, ZLTZ25]. Mammal [JC22]. Mammalian
[JRH109, JRHN09, PCCT11, ZSV*t09, ZZNM15]. MAMMLE [NSRR23].
Manage [NCC'96]. Manager [BK10]. Manifold [LQ23, MTC11].
Manipulation [SNQ*14]. Manipulations [DT12]. Manual [BMB24].
Manually [SKDR21]. Manufacturing [ST02a]. Many

[ADR24, KKM*™20, MKB*20, PABE'10, ZFZL03]. Manycore [CST20].
Map [ADS03, AMDY11, BBEM09, CCI*04, MNIK*09, MBLZ09, PJL20,
Par98, SGSN12, SBK22, XS07, KK11, LTCH11]. Map-Based [PJL20].
Mappability [TGA24]. Mapper [CWL13]. Mapping

[Aku04, AKWZ95, AMS97, BG11, BK08, CJK*97, CS15, DHM97, DM17,
FJK199, GCB15, GGKS95, GI95, Hea97, HSFT00, IM14, JDK*18, KPS00,
KS00, KSSK09, KLO18, LDW98, LHC02, LH03, MDB11, MBK 03, NCC*96,
Pev95, Sch97a, SBT00, SMZ*12, SEV09, SMM*04, SRV98, SRM 198, SFC11,
Tho21, WHY 13, Wen05, Wu08, YW21, Zha94, ZWT18|. Mappings
[AKK11, HLMR11]. Maps [AMWO07, AMS97, BDC97, BPL02, BCA96,
BBH'07, CY10, GDHC95, HSH11, JM97, JAJ24, JBBW10, LJK16, LVST07,
MS99, NS18, SJ18, SKSLI7, SBAW97, VLLT06, Wan94, ZZ15]. Margin
[KBCBS11]. Marginal [Ham12, LLKX16]. Marker

[DYLK20, PIM23, Ros05]. Markers

[HTY22, HWW+20, MRM20, SLLOS, SZMZ19, WWC*20, WZL19, ZLM*17).
Markov [ARSW22, BC94, Bal95, BP14, BV09, BP06, CB07, CL99, EMD95,
ENS03, FDB18, GJM04, GML20, GCB15, Hea97, HSF97, HJ05, HKZ 104,
HJ14, HW01, JEMF06, KMP08, KS05, KST96, LDW98, Mam96, NTMMO06,
Nue04, PAC02, PWKAF16, PRKG16, QSY09, RNH18, RH19, RS9S,
RBEB13, RLAT06, SG10, SPD95, Sch00, SPW22, SH04a, UTD*20, WZ23,
WS04, WTE07, WX08, XK05, YHOL, YZPC24, ZHS05, ZS11, ZM16).
Markov-Modulated [GIM04]. Markovian [BLF14]. Marrow

[PM24, XLLS20]. Maruyama [RYZ23]. MAS [ZHQS05]. MASH [CFB107].
Mask [MGSA06]. Masked [HMK?24]. Masked-Minimizer [HMK24].
Masks [HTM*22]. Mass [BKKSDO01, BBN11, BG06, Boc04, CJCO1,
CKT+01, CLM+18, DAC*99, DB09, DBL*12, FNC08, HYY+10, KVM14,
LFDO03, LL05b, LC03b, MDTD06, PDT00, PSG*20, SHRB11, WTE(7].
Mass-Spectrometry [KVM14]. Massive [FDW20, SK17]. Massively
[FHS00, NBB18]. MASTtreedist [HL13]. MatBio [AHIV23]. Match
[BG98, KV19, NK07, RJS02]. Match-and-Split [NK07]. Matches
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[AMOW10, BS98, BHKM22, BLF14, DS12, LM03, OK08, RSM06, ROB+22,
ROL*22, SRV9S, SDCF24]. Matching [AMWO07, AO15, BG97, BG17, BG23,
DR17, GGU13, JK96, KEL15, KS99, MKB+20, Mye96, NR03, NTWF11,
RDRF24, Ris16, SD95, SHG00, WTE07, YS07). Matchings [BHKN25].
Mate [DWS05, MPC*11]. Mated [CBH"12]. Material [KKST15].
Maternal [LWN*18, MSS21]. Mathematical

[BGHT08, CJ22, CKL+17, CD21, Deil9b, EBS+22, Gu0l, HAM*22, Krul7,
PZZ+10, RRKT07, SMKS96, Tak96, ZTWO05]. Mating [CK10]. MATLAB
[ADW23]. Matrices [Bal95, CCYH18, CD07, DGH" 01, ENS02, FLS94,
Kea97, KC96, LMTO01, LZ10, MMA+21, MP11, WGC*21, WNMB99).
Matrix [AMRO7, AMK00, AZ14, ASE20, BMH21, GGU13, GWM*21a,
Ham12, HJR12, Hua08, IM14, JPRO6, JRH*10, KMCKS17, LLW*20,
LWZ18, LLW18, MWZ19, MSM20, MJCM22, NES22, PRSV08, SSY 22,
TDV24, WHDN13, WGS*23, Zhol0, ZH07, ZZ15]. Matrix-Based [ASE20].
Matroid [RBOS15]. Matters [FFM24]. Maturation [KMUK22]. Max
[LTCH11, LHXHO08, Serl5, War95, ZDZ*20]. Max-Convolution [Ser15].
Max-Gap [LHXHO08]. Max-Product [Serl5]. Maximal

[AFCK09, GKMS23, GPP+11, KLW96, OK08, PWFZ17, ROB*+22, ROL*22,
Vool4, WZ10, ZZ10]. Maximization

[FVTHO3, GGM12, LGC+09, NBCH11, WHD15, YJC18, ZCH*13].
Maximizing [HA12, IKL03]. Maximum

[AMDY11, BCVL17, CCI*04, CMLTZU14, CFR12, CKS06, DMB07, EMD95,
HSDO05, HCCO05, HV09, HL13, ITSH00, JS03, LJL*20, MP11, MB09, NSRR23,
RRNB13, SPD18, $V07, WTM11, WS04, YB04]. Maximum-Likelihood
[ITSHO00]. May [CYF*20, LSRR18, YBF19]. Maze [Let95]. MCAT
[YRG*19]. MD [Ano00]. MDA [NBA+13]. MDC [YWN11]. MDC-Based
[YWN11]. MDM2/MDMX [CY09]. MDMX [CY09]. MEA [HA12].
Mean [AS23, AT12, GK06, KFC*T11, TSTS12]. Mean-Field [GKO06].
Meaningful [DBHC24, ZW19]. Means [RAC'06, TEMM12]. Measure
[AS23, CC03, DAET19, NV12, OYY 12, SKT08]. Measurement
[DMR*03, LK24, LLW*20, LDW+14, PK19, RD01, SDFR16, ZPD*23].
Measurements [EHFK24, FL.94, SSY 22, SMD*07, WPS*25]. Measures
[ACL15, BSKgG23, CD21, DKA*17, EMV98, GKB00, GMY10, GJL*21,
KVZ24, LS04, MSBROS, MHS06, PGA+11, SG15, SRF16, WMG+24].
Measuring [CN17, CKZ"19, HHP*(09]. Mechanical [SLO07]. Mechanism
[Ano21b, JRHN09, KB12, LZL*23, WXY 113, YS23, YK19]. Mechanisms
[DS04, LTCH11, LTZ18, LGD*+19, LHC19, PYIM22, SZY+20, WPL*19,
XMWZ20, YDG120]. Mechanistic [CKL"17]. Median

[AT08, BJMS09, XLZ"18a, Xu09, Xul0]. Medians [PZZ20]. Mediate
[TLP*14]. Mediated [JRHT09, KW21, PD20b, EACK*12]. Medical
[BMM™*23, HTM*22, Hual5, JMR*+21, JZL*20, LCL*17, MMN+21].
Medicine [PYG'19, SG12, SWS*20]. mediterranea [FCR*13]. Medium
[NS18]. Medulloblastoma [MEF24]. Meeting [PS11]. Meiosis [TT12].
melanogaster [SVCA17]. Melanoma [XXZ'21, XMWZ20, XWJZ20].
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MELC [Cos18]. Mellitus [SVP19]. Members [WKC*95]. Membrane
[CXW16, CHK*02, TS96, YM06, ZWY+17]. Membranes [WWZY19).
Memoriam [GSLW94]. Memory

[BP14, BVP*16, FPS22, GSV+11b, GSV*11a, Jen09, KZE10, MRG*24)].
Memory-Based [MRG'24]. Memory-Efficient [KZE10]. Mendel
[Deil9b]. Mendelian [KWBN19]. Meniscal [KKS*15]. Mer

[FPS22, HTY22, NM14, RM21, RC24, SBK22, ARS17, Ben21, PFK17,
PGV16, PNPC20]. Merging [MA19, PSLP06]. Mers

[APC21, OYBI18, PPV20, BHKM22, OB16, Ore20, TZHR14]. Mesenchymal
[XLLS20]. Meta [Mal98, Nou2l1]. Meta-Algorithm [Mal98]. Meta-Path
[Nou21]. Metabolic [AKK11, BBN11, BMH21, BK0S, BF09, BFP13, CHS17,
FS99, GMC+14, HKS08, HBK11, JTSB10, KTT20, KP96, KIYM13, KK24,
LTSA15, MWRS16, MZM18, NSH*23, PSP21, QMMW11, RGM*12,
RHS*21, RFH*25, SSC23, VB09, ZLL*+20, ZS14]. Metabolism

[HJ14, PdB13]. Metabolisms [FS99]. Metabolite

[BSP*25, SHRB11, TMfTK23]. Metabolites [Lie05]. MetaCluster
[WLYC12]. Metagenome [KMM17, SBRG20]. Metagenomes

[LJK11, NBA'13, SBPS11]. Metagenomic

[APC21, AaHP*21, BML*16, CC23, DLFS22, DZS24, FPRV18, GYD*15,
GLM16, JONK17, ML22, PWT18, PKSB18, TAJZ23, WWH17, WY11, ZM16].
Metagenomics [MV19, PPV20, PLL16, RPR*15]. Metaheuristic
[RLCVVRI18]. MetaMLP [AaHP*21]. Metaphase [HYJ"19]. MetaProb
[APC21]. Metastasis [TXL*17, WFL*20, WDZ20]. Metastatic [XMWZ20)].
Metatranscriptomic [LYPC13, LYC15, RHS*21]. MethCP [GP20).
Method

[ARHLK19, AV18, AJYJ18, ADD*T07, ADR13, AS19, BV20, BS97, BRS99,
CDH*16, CXW16, CW20, CJ21, CC09, CZY19, CGZ04, CV11, DCP+21,
DMTV09, DCD19, DOKT05, FS99, FH18, HMY+19, HLH06, HZH* 10, HLY?25,
HHJ*13, HG18, HHC06, HNW99, JR12, JLY08, JLSL24, JHA16, KSS09,
KST96, KM08, LC09, LRD19, LS08a, LHW+22, LK24, LNW01, LVS*07,
LLW*20, LLT06, LSSD18, LYS20, LW12, Mam96, MRM+02, MSN+20,
MTF+12, MBK*+03, NSA08, NXL*15, OSK*15, PD20a, PMF*03, PIWR15,
RS12, RLH13, RC06, RYY22, SSR21, SNW9S, Ser15, SD95, Stel4, SLL*17,
SLZH15, SDP+20, SK19, TRW23, TZB*23, TCL*16, TML*02, TVNP15,
TTTL17, VLZUBKO7, WXY+13, WYC+18, WCL*+18b, WTY19, cWxLIS*23,
WZ23, XLZ*18b, XvdL05, XXU98, XXCE00, YKPM20, YWZ*19, YDN12,
YHT+17, YHC19, YYZ23, YYW14, ZWY*17, ZGBK10, ZPD+23].
Methodology [GVTRS06, HVAW04]. Methods

[AMK18, ARS17, BG98, BPL02, BSWY98, BZ08, CCI*04, CHM94, CHP94,
CGOT10, CH15, CWH*22, CYY23, CB07, DBM09, EAA+09, Hea97, HIR12,
HAP12, JGB12, KPS00, KVDC06, KPB*04, LWLL19, MSMF09, MDK24,
MDO00, MS03, Pev95, RACH06, RPR*15, SG12, $5520, SB21, ST17, WJD14,
WXY+24, XK05, YHB03, ZWQ19]. Methylated

[CCL*19, GP20, WHK21]. Methylation
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[CWS*21, CKZ*19, HZL22, KLC*11, LSY*05, MEF24, SnGqC20, WSCL1S,
WWLC20, WWCT20, WZL19, YLD*+18, YYL20, ZWK™*20].
Methylation-Based [ZWK™*20]. Methylation-Driven [CWS*21].
MetReS [VASt18]. Metric

[CN17, DP07, GMY10, PGMO7, SK21, SM04, ZW19]. Metrics

[BG23, DMP*06, Far97, MZS*00, TM22]. MFE [CCJ09]. MHC

[SS04, ZRGHJI0S, ZYB*04]. MIC [WCZ+18]. Mice [LLL*20, RFH*25].
Michael [Ano21a, IPSV22, PVR*22]. MiCId [OAR*24]. miCloud}
[KAD'19]. Micro [DHV06]. Microarray

[AMRO7, ADP+08, BCH'01, BHGCS11, BR06, BBD*04, BRR02, CR09,
CCT09, CC11, CRT04, CYY09, CYLY12, CKB+06, CHK*+02, DMTV09,
DGFMSS16, FASASR* 15, FCGD19, FSZ02, FMH06, GLM*09, GMEO1,
Hav06, HLK ™13, ITTSH00, JZ10, KMC00, Ker03, LRSG07, LSG04, LSY 05,
LL19¢c, MLOT17, MTR*03, NKRT01, OMS13, OH03, PQBB0S, PC05, QP09,
RACT06, SS07, SDC03, SRF16, SDCT10, SZSW09, TP11, WC04, WFL*20),
WHW06, WGW*T01, WZW10, YHB*03, YLC'20, ZLW*20, FVTHO03].
Microarrays [BLQZ04, CKZ*19, DBB*02, KFDT02, LDB*07, PTWB09,
PQBBOS, RPR*15, SH04b, SZSW09, YHC05, ZFZL03]. Microbe [LWZ18)].
Microbial [BML*16, HTY22, RND*23, WYT12, YT22|. Microbiome
[CWHT22]. Microbiomic [PIWR15]. Microelectronics [MPG™16].
Microenvironment [DLLT24]. Microenvironments [CSHT20].
Micrographs [YLZ'24]. Microorganism [OAR124]. MicroRNA
[CK11, CDQ*21, CJ21, HMF07, MWZ19, MDMC21, SHZ*24, XWJZ20,
bYjHgZ" 24, ZYH20, ZZ20]. MicroRNA-Disease

[CJ21, bYjHgZ 24, CDQ*21]. MicroRNAs

[AAN*20, KV08, LLZ19, PMG*16, SIGW+23, ZZUPY06]. Microsatellite
[PSLP06]. Microsatellites [LSAS03]. Microscopy

[HLG18, KAC17, LOG*22, NS18, NZM*25, YLZ*24, ZKWH17].
Microspectroscopy [MGW'07]. Migration [RSEK24]. MIMD [BCA96].
Mimotopes [HLH06]. Min [SBK22]. Mingle [MA19]. Mini [NBA*13].
Mini-Metagenomes [NBA*13]. Minimal

[CHSY10, DS19, KR24, SH05, WNMB99]. Minimal-Risk [WNMB99].
Minimization [JHLD20, KRD14, WYLW21]. Minimization-Aware
[JHLD20]. Minimize [SLT24]. Minimizer

[FPS22, HZK22, HMK24, ZMK23]. Minimizers [APC21, Yu24].
Minimizing [TR11, YSFW08]. Minimum [BDK*16, CW13, DG02,
DWMT22, LJ05b, MDK24, OSC11, TMfTK23, TGA24, YE02, ZHQS05].
Minimum-Evolution [DG02]. Mining [CCT09, CY17, DSN14, EAAT09,
HHJ 02, HAP12, HBW05, JSN09, MZS*17, NBG*+02, QLW20, RAKLI10,
RMC*05, SDMN19, SF03, SCSAT16, WZW10]. Minisatellites [BRO3].
Minor [TZB*23]. miR [WHLR20, YBF19, XWJZ20]. miR-101 [YBF19].
miR-1201 [XWJZ20]. miR-142-5p [XWJZ20]. miR-145-5p [WHLR20].
miR-1826 [XWJZ20]. miR-449a [WHLR20]. miR-550a [XWJZ20).
Mirkin [Zha97]. miRNA
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[JSZ+20, EACK*12, HHZ*18, LXS24, PD20a, ZWD25]. miRNA-mediated
[EACK*12]. miRNAs [CCL*19]. Mismatch [TAA16]. Missense [SMCT15].
Missing

[BV09, EHFK24, FBJ04, Gus10, LLW+20, MSS+22, McP12, UGS19]. MIST
[BSKgG23]. Mitochondrial [GE17, MFJT19, SBDT00, Sell3]. Mitogen
[VND17]. Mitogen-Activated [VND17]. Mitogenome [AM20]. Mitosis
[LXL*20]. Mix [BLC10b]. Mixed [MPZ"20, PTWB09, TMfTK23,
WLXW22, WAX22, WSS03, WGW 01, WMC04]. Mixed-Integer
[TMfTK23]. Mixing [SDK16]. MixProTool [WZH"18]. Mixture

[AR06, AL07, CQG10, HYY*10, KK22, RCER21, $V07, TBB00, TDV24,
UTD*20, WCM*08, WVT23, YYA10, YYA11, YAR21]. Mixtures
[NBGA13, TEMM12]. MMG4 [YZPC24]. Mobile [CKL*17). MoCha
[LHL16]. Modal [DVS19]. Modality [LLT*25]. Mode [ITdB09]. Model
[ATLS07, APVM11, ABD*97, AP10, ARSW22, ALO7, Ano22b, ADRS24,
ASZ+16, AT12, AG23, AHK+02, AP09, Augl2, ASL06, BH11, BCG+18,
BL98, BV09, BDBB10, BRR02, CFS13, CYY23, CQG10, CCPT17, CKB™06,
CKL*17, Clo05, CEK+17, CD21, COL*18, CLLL20, DBW17, DCS04, DSV12,
DAR23, DMR03, DT13, EBS*+22, Fas94, FS08, FMH06, GZLY24, GCB15,
GP13, GRM09, GSV+11b, GSV*t11a, GG04, GWX1S, GJLT22, GMS05,
HI96, HAM*22, HSF97, HB11, HCS09, HL16b, JMPR23, JAG17, JG11,
JD05, JK96, KBJ07, KKS*15, KS11, KMMF20, KCG*19, KWB*94, KG24,
KMRG09a, KMRG09b, KLV*13, KS05, KDL 94, KWBS11, Krul7, LLS11b,
LKL21, LCG+22, LMTO1, LM11, LL23, LTSA15, MLOT17, MDWZ24, ME12,
MWZ19, MWP00, MRG*24, MFJ*+19, MMS95, Mor19, OBJO+03, OYY*12,
PZZ710, PCS18, PMGE21, PD16, PD20b, PV17, QsYSxL23]. Model
[(QLsY*+24, QMMW11, RH19, RRKT07, RYZ23, RCER21, RSR*+09, RDOL,
RWB*98, RLA+06, SWK*07, SLL08, SVD14, SS05a, SZMZ19, SPW22,
SMD*07, SKS+09, SMC*15, SHG00, SF95, SLT24, TMH*21, TBB00, Tos05,
TAY16, URB+19, VST03, WC07, WXS14, WSS*15, WC16, WYY 18,
WMP+20, WLXW22, WZ23, WFC25, WTM11, WMC04, WX08, XJL*22,
XLZ+24, XLZT18b, XZ12, YTMY17, YHEP15, YY19, YYZ23, YMM™*24,
YFBKO7, YS19, YT22, YAR21, YA11, YLC+20, YQDW23, YZPC24,
ZKWHI7, Z720, ZPG+24, ZLTZ25, ZPD+10, ZWK+20, ZCZ+23, ZHO7,
ZM16, ZS24, ZWD25, ZTW05, YE02]. Model-Based

[BV09, GG04, KS11, ZS24]. Model-Free [ATLS07, GRM09].
Model-Testing [Augl2]. Modeled [SVD14]. Modeling [ADW23, BS09,
BBV*14, BGH08, BZMM16, CY09, CSH*20, DMP*06, DMHM97, Deil9a,
DS04, EACK*12, FPD13, FA12, FL17, GVTS04, GE14, Gu01, HD10, HLL13,
JB10, JLmR*23, JLSL24, KAS09, KV08, KGN09, LSL*16, MMKH15, MV00,
NWO05, PAB13, POP23, PCS18, PD20b, PRCt13, RZK06, RMK 18, Rot19,
SGT15, SMKS96, SKLt24, $523, SB17, SAMO06, STP18, SHMS08, Sun99,
TS04, TKWO08, Tral9, VRS12, WHO1, yWCF06, WWZY19, WV95, WLF13,
WVT23, YY19, YJ06, YB04, ZMLO7, ZLTS13, ZPD*+10, ZLP22, dJ02).
Modelling [Ben98, MMHC98]. Models [AJYJ18, AGH*18, AR06, BC94,
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Bal9s, BH15, BOB+23, BP14, BMS10, BCD*24, BS20, BP06, BFP13,
CBS+20, CKT16, CWR24, CCF10, CHJ05, CLDG03, CP19, Deil9b, DPST20,
DJK+99, DJKT00, DCH09, EMD95, FDB18, GGU13, GW06, GP20, GLM20,
HVD17, Han09, HI97a, HNTW09, HP96, HLCS10, HHLO06, HJ05, HWO01,
R22, JPB*15, JAJ24, JGB12, KGLBK15, KS12, KR24, KK11, KMPOS,
Ker03, KK22, LWN*18, LTS20, Lar06, LCGW09, LLW18, LQPET10, LP00,
Mam96, MZC+18, MPZ*20, MZM18, MWL22, 0C00, OBA+23, PAC02,
PPL*23, PTWB09, PS12, PD16, PWKAF16, PDAJFT08, QSY09, QBA 25,
RNH18, RROF95, RGM*12, RM00, RBEB13, SPD95, SLO07, SSC23, SK13,
SODT11, SH04a, SK23, SV07, ShHGC20, SSST21, TMfTK23, TDV24,
UTD*20, VCS11, WAPMO05, WCM*08, WJD14, WAX22, WJJ11, Wen05)].
Models [WG08a, WS04, WGWT01, WI05, WTE07, Wu08, XK05, YY18,
Y1J04, YjDG*23, YHOL, YJEPOS, ZHS05, Zhol0, ZH14, ZS14, Zor15].
Modes [BS09, CZNF19, SVK10, PZZ20]. Modes/Medians [PZZ20].
ModHMM [BV20]. Modification [BG08]. Modification-Site [BGO08].
Modifications [Yua09]. Modified [Guol5, HLG18, SLZH15]. Modifier
[BSKgG23]. Modify [LSADO05]. Modifying [SKP*12]. Modular

[BV20, FS08, PVFB06, SCD"22]. Modulated [GIM04]. Modulatory
[LZBK15]. Module [CDQ*21, GKD22, RBOS15]. Modules

[LDLZ12, MYS*20, NSK09, SS05a, WT17, WX08, ZIWL21]. Modulo
[YjDG*23]. Molecular

[ARRW99, AMWO07, ALB"19, Anol1b, Ano21b, ABG103, AG98, Bafl1, Berll,
Bet10, BGJ 104, CR09, CSA98, CKS06, DSV12, DWK+20, EAFM24, GIMO04,
GRM09, HP96, KLV+13, KFCT11, LGD*19, Lie05, LHL16, MJR*24, MR95,
Mar95, MK06, MRG+24, MMS95, OSK*15, PYIM22, Par24, PA03, PS11,
QTRA24, RAKL10, RMWC16, SVA+19, SZMZ19, SMML24, Sun13, SGCD19,
TYSX19, WPL*19, WDAO1, XMWZ20, YDG*20, YK19, Zha97, ZYB+04].
Molecule [AWMT17, CL21a, SSPNW06, SHZ 124, YYM*23]. Molecules
[CFR12, DHY02, GKKS98, QMMW11, SDDI*08, SKG*00, Sunl8, WGLIS).
Moments [DM17, GRM09]. MONI [ROL*22]. Monitoring [SLL*23].
Monophyly [MSR22]. Monotony [ABL03]. Monte [FDDKO07, Hea97,
JHN*+23, KST96, LDW98, LLT06, LSHL04, NTMMO06, XK05]. Morphine
[QbMyD™19]. Morphogenesis [MMPS18, WMP*20]. Morphologies
[MFJ*19]. Morphology [UTD"20]. Mosaic [BBP10]. Most

[MBRS11a, SP11]. Motif

[AOH16, AP04, BGOS, Ber95, BS97, BFL05, GPP*11, KEL15, KPB+04,
KV19, LR05, Li09, LCGW09, MC10, MTH11, MKBC05, MVP06, Nic01,
OMS13, PWFZ17, RBHO05, Stel4, TKWO08, Tay94, TH17a, TH17b, YRG*19,
ZCH*13, ZS11, Zhol0, AOH16, AS23, ALO7, SSV19]. Motif-Based

[BFLO05, SSV19]. Motif-Biased [Tay94]. Motif-Sets [MC10]. Motifs
[ALO7, BG97, BG15, BT02, CFB*07, CA12, DSN14, FK06, GGU13,
HVPBK13, HLH04, HZGD05, HBW+05, ISB12, JHS06, KJmZ*22, LNWOI,
LCY+05, LBIM11, Mal98, MS00, MPVZ05, NBG*02, NTMMO06, ODPBIS,
Par07a, PDK*08, PSCP09, RDR*02, RL94, SPD95, Sin03, TML*02,
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VLZUBKO7, WMC14, WZZU07, XK05, YB04, ZHS05]. MOTIFSIM
[TH17a, TH17b]. Motility [Ben98, HD10]. Motion

[AS02, ADS03, ABG+03, GRM09, TKT*05]. Motions [Sunl8, TTTA07].
Motivation [BFK*11]. Movement [LLS11b]. Movements [GH16]. Mover
[PLZX25]. MRI [LLT*25]. mRNA [ALR18, CS03, HHZ 118, JSZ*20,
KCG*19, MRM ™02, SSW20, TYS"20, ZZ20, ZF07]. mRNA-to-Genome
[ZF07]. mRNAs [LJ05a, NXGL20]. MS

[BKKSDO1, KGN09, LTTS12, NTWF11, STHG"08]. MSOAR. [FCVT07].
MT [LYPC13]. MTP [LYC15]. Muchnik [Zha97]. MuffinInfo [AB16].
MUL [CJS12]. MUL-Tree [CJS12]. Multi [Ale08, AACT06, AM97,

BMR 19, DCP*21, DSS*22a, Gus10, HLMS08, JBM15, JGB12, KIYM13,
Li08, LLS*19, 1823, MC10, MA19, MBRS11a, MDMC21, MHL22, PP23,
PNMI15, QsYSxL23, TDV24, WHD13, XYX*22, YFBKO7, YWN11].
Multi-Alignments [AM97]. Multi-Allele [JGB12]. Multi-Break [Ale08].
Multi-Class [MC10]. Multi-Ensemble [DCP*21]. Multi-fasta [MA19].
Multi-Hypotheses [MDMC21]. Multi-label [WHD13]. Multi-Labeled
[HLMS08]. Multi-Locus [YWN11]. Multi-Matrix [TDV24]. Multi-Node
[AACT06]. Multi-Omics

[DSS+22a, LLS*19, MHL22, PP23, PNMI15, KIYM13]. Multi-Phenotype
[LS23]. Multi-Residue [YFBK07]. Multi-Scale [XYX"22]. Multi-Species
[JBM15]. Multi-Stage [Li08]. Multi-State [Gus10, MBRS11a)].
Multi-Trait [BMR*19]. Multi-View [QsYSxL23]. Multibasin [CS15].
Multicellular [SDFR16]. Multicenter [SSS*21]. Multichromosomal
[XZS07, Xul0]. Multiclass [ZZL23a]. Multidimensional

[BFK*10, MVP06]. Multidomain [PDSD06, SSD07]. Multifasta [AH20].
Multifeature [XJL122]. Multigene [GPCP11]. Multigenomic [CP19].
Multigenomics [SSZG24]. Multigranularity [YQDW23]|. Multigroup
[MDWZ24, WZH*18]. Multilabel [BYL+20]. Multilayer

[SPD18, bYjHgZ"24]. Multilevel [TS04]. Multilocus [DLL"12]. Multiloop
[DLD"14]. Multimapping [CEJM16]. Multimeric [GH16]. Multimodal
[GZY 122, HXY*23, WHDN13, ZMppVN22]. Multinomial [MEF24].
Multiobjective [EOD*18, HLH06, NSRR23, RLCVVR18]. Multiomic
[DSC+22]. Multiomics [DSS+22b, DWK+20, HWZ*21, TA21, ZIWL21].
Multiomics-Based [DWK'20]. Multiparametric [KBZ105]. Multiparty
[PXLP23]. Multipath [LDW*14]. Multiphenotype [El120]. Multiple
[ASZT16, BG97, BAK13, BB15, BRD'05, BZMM16, CP05, CHS17, CD18,
CLLL20, DB09, Eli06, EPSV98, FJK*99, FND*09, GKB00, GB06,
GWM™*21a, GKS95, HHX16, Hor01, HW01, Jus01, KBS09, KD13, KVDCO06,
KX06a, KX06b, KS06, Kon07, LNW01, LR00, LYH*19, LH24, 1.S08b,
LTSA15, LMSH03, MWP00, MNG*+15, MSZM96, NSRR23, NMH13, OK08,
PWCNO02, PZMM15, PX13, RC15, RH19, RS98, RK96, RLCVVRI18, SB98,
SHRB11, SDDI*08, SSPNW06, SPW22, SI97, SSTM19, SLL*17, SZL*23,
SB05, SLY06, TRINO7, TH17b, TBP*13, VV97, WJ94, WWZ19, WZG*20b,
War95, WSHB9S, Wul3, XBLM06, YHW18, YYZT10, YJ04, YJ06, YA11,
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ZEKKRI1S, ZRHMO4, ZW03, ZHZ*16, ZKT14, ZL22]. Multiple-Alignment
[ZRHM94]. Multiple-Instance [CLLL20]. Multiple-Tilt [WZG'20b].
Multiplex [Hub01, MLY " 11]. Multiplexed [AAC*06, BDHK 04, CSH"20].
Multiplexing [SGYBDO05]. Multiplication [AMKO00]. Multipoint [KL98].
Multiresolution [PL06, XZW15a, YZ17]. Multiscale [BBH'21, SB17].
Multiset [Fom16a, Fom16b, Fom19]. Multisimilarity [YWZ*19).
Multistage [Kru98]. Multistate [HD16]. Multistring [BVP*19].
Multitask [DCH21, KMCKS17]. Multithread [BVP*19]. Multitype
[DAR23]. Multivalent [SB17]. Multivariable [GSSI14, SG15].
Multivariate

[ARHLK19, BFK*10, CC09, DMDR17, JKG*04, KCG'19, Pic08, UGS19].
MuScL [PX13]. Muscle [CEK'17, LL19a, LL19b]. Muscular

[FSD*14, ZLB*+20]. MUSTA [LNWO01]. Mutagenesis [CLM*16, PGBK11].
Mutant [AWM*17, CWRF15, LYF*+19, LZY*+23, RMWC16, PMAP13].
Mutant-Affected [LZY'23]. Mutant-Bin [PMAP13]. Mutants
[CWRF15, NFJ13]. Mutase [RBKJ19]. Mutated [VURI11]. Mutation
[ABH03, BHKM22, CBG*14, CLLL20, HPDLW09, HMY™19, IR22, JPB+15,
LSAS03, LTZ18, PDT00, Pia02, RV15, SSKH*13, SWS*20, SJ18, SMC*15,
SDCF24, WZCS00, YK19]. Mutation-Tolerant [PDT00]. Mutational
[BWGM17, FFSL22, GT16, MRY *23, NES22, RH19, WP11]. Mutations
[DT12, DRT+25, FSD*14, GKD22, JAG17, NLC17, NKG*+21, OSK™* 15,
777020]. Mutual [ZZ14b, ZWD™'04]. Mutually [CKB17]. Mycobacterium
[MSN*20, YM06]. Myeloid [OSK*15]. Myocardial [ZLSY20].

n [KAD'19, JGL11, Lat99]. N-Labeled [JGL11]. N5 [RBKJ19]. N5-CAIR
[RBKJ19]. naiveBayesCall [KS11]. Narratives [HAP12]. Native

[ADS03, FvdBB16, PGAE(04]. Natural

[ALB+19, BBDS21, Boh24, CS03, GGM12, LY99, ML10, WTY19, YS10].
ncRNA [ZZC*24]. ncRNA-Protein [ZZC*24]. Near

[AMOW10, DEH10, NB94]. Near-Linear [DEH10]. Near-Optimal [NB94].
Nearest [KBG18, LTS20, STV96]. Nearest-Neighbor [LTS20, STV96].
Nearly [BBN24, LBXL11]. Necessary [PABE'10]. Neck [LTL20].
Necrotizing [ZYH20]. Need [ZFZL03|. Negative

[BMH21, BFK+99, CC11, DLFS22, GQ09, JSZ*20, KCG*19, LWZ18, NES22,
QLW20, SPSZ23, SSW20, WA10, YY19]. Negative-Binomial [KCG™19).
Negative-Coregulated [CC11]. Neighbor

[ABHO03, CHJ05, GM07, HPL*20, KBG18, LTS20, STV96].
Neighbor-Dependent [ABH03, CHJ05]. Neighborhood

[BSP*25, DGW ™13, FCS12, WLM21]. Neighborhood-Based [BSP*25].
Neighbors [BIPD17]. NEK2 [LTL20]. Neoepitope [AAoS*23]. Neogenin
[BSB*05]. Nephropathy [LL19¢|. Nervous [FYJ18]. Nested

[AMTY11, BFS10, DMTV09, MTH11, MA13, RRGC95, SMKS96, SSW20,
ShHGC20, dMRR14]. Net [Guolb, NZM*25, AG23]. NetMix [RCER21].
NetMix2 [CPR22]. Network [ACKK19, AMTY11, ADD*+07, AEH17, AC17,
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BB15, BDBB10, BCD*24, CDL+19, CWH*+22, CPR22, CCPT17, CSP+12,
CLLL20, DMDR17, DCH21, DCD19, DHY02, DWK*20, DT13, EZFP+19,
FHZD17, FPD13, FP11, FRD*17, FND+09, FJAOB18, FBV15, Frell, GQ09,
GW06, GYA*+23, GSV+11b, GSV*11a, GDL*15, GLM16, HHZ* 18,
HVAWO04, HHLO6, HSBS10, HAP12, HSL*24, HYJ*19, IFT14, ITdB09,
JEMF06, JPB+15, JLmR 23, JSZ20, JK96, Jos96, JBM15, KTT20, KSS09,
KLV+13, KDL+94, LDS12, LLSH19, LDLZ12, LZBK15, LLS+19, LL19b,
LJCZ20, LJP20, LZL*23, LYH*19, LMTO01, LLD*16, LKC21, LLT+25,
MYS+20, MLO4, MPZL23, MGVS14, MC16, MNTK*+09, MRG+24, MA13,
MDL*18, MRO8b, Mye96, NXGL20, 0JOD+04, OSK*15, PXLP23, PYIM22,
PIM23, PM24, PS12, PDK+08, PRC*13, PCC*11, PE20, RCER21, RND*23,
Rot19, SIC*T09, SSR21, SSC23, Sef25, SM09, SCSA*16, SSZC95]. Network
[Sun18, Tak96, TKSA24, TMfTK23, TZB*23, TNSS13, TPSB19, TBS*07,
VND17, WID14, WYC+18, WFC25, WZ24, XAB*15, XYX*22, XL18,
YeXyW+21, YIJ04, YT22, ZRNA20, ZZC+24, ZLTZ25, ZCZ+23, ZZL+23b,
ZH14, ZWD25, Z715]. Network-Based

[FTAOB18, KSS09, PIM23, VND17, ZLTZ25]. Network-Classifier [PIM23].
Network-Constrained [PYIM22, PM24]. Network-Guided [ZZ15].
Network-Induced [LDS12]. Network-Structured [RCER21].
NetworkProfiler [PSIM18]. Networks

[AMKO00, AA18, AMS*22, ABF+25, AHK08, AK08, AFCK09, BBN11,
BHL*18, BB15, BCPS04, BLP+22, BML*16, BFL05, BSS13, BK0S, BG15,
BF09, BHK*10, BR23, CR09, CGT12, CCYH18, CW13, CJP*+22, CT07,
CLDG03, CUP19, DPSW20, DBHC24, DCD19, DSG+08, EBK11, FCS12,
FdSASR*15, FT07, FLNP00, GMC*14, GK18, GVTS04, GVTRS06, GMF+08,
GBR17, GLM20, GYZ19, GKM*10, GMSZ12, GBBS07, GBB15, HMY*14,
HHX16, HKS08, HNTW09, HSH+09, HAP12, HS14, JTSB10, KBS09, KW14,
KS12, KR24, KIYM13, KV23, KW06, KK18, KKS*T06, KKTT06, KSG07,
KFR04, KKS22, LTsL24, LACB10, LST*17, LL05a, LSSD18, LCD11,
LBDVF10, LTSA15, MZS*17, MPG*16, MPZL23, MSMF09, MWRS16,
MTYH09, MSRS24, Nail8, NLH*23, NK07, NSMV18, PP23, PdBdP*22,
PMCBO08, PSIM18, Par24, PS12, PZMM15, PSB17, PDAJFT08, PFRDO5].
Networks [PX13, QSY09, QGP10, RC14, RC15, RZK06, RK96, RDR12,
RMC*05, RNT+06, SMS13, SG10, SVK10, SLA12, STKS06, SS23, Ser15,
SZSA22, SES11, Sol09, SK23, SVL*+10, SY07, SkY12, SPC19, TINKYS,
TMC*18, VRS12, Wag04, WZZ01, WHD13, WZG+20a, WLF+23, WTE25,
Wul3, XvdL05, YS07, YDN12, YE02, YMxW21, ZGW22, Zhal6, ZH14, ZS24].
Neural [AMS*22, BFL05, CJP+22, CLLL20, DPSW20, DCD19, DHY02,
EZFP*19, FASASR*15, GYA+23, HYJ+19, KKS22, LMT01, LKC21,
MPZL23, MRG*24, MDL*18, Nail8, NLH*23, PXLP23, RK96, SVD14,
STP18, SSZC95, TKSA24, TLP*14, WHO1, WYC+18, WLF+23, WFC25,
ZGW22, Z7C*24, ZLTZ25, 7524, ZWD25]. Neuron [CL21b]. Neuronal
[URB*19]. Neutral [DT13, JGB12]. Next [AB16, AR17, Boel8, BVPT16,
FSD+14, GCB15, JAG17, KBKF17, KMM17, KAD*19, LYPC13, LZX12,
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NP09, RUGR1S, SWS*20, SRZ*13, WCL*18b, ZPB+10, ZZ14b).
Next-Generation [AB16, AR17, Boel8, BVP*16, FSD*14, GCB15, JAG17,
KAD™'19, LYPC13, LZX12, RUGR18, SWS*20, SRZ"13, WCL"18b, ZZ14b).
NF [LZBK15]. NF- [LZBK15]. NGS [KBCBS11, WLYC12, ZRS*12]. NIAS
[BIPD17]. NIAS-Server [BIPD17]. NMR [ABF+04, BKWK*00, BKCP05,
CYP*11, CLR*05, JGL11, LYL"04, WCC*06, XXCE00].
NMR-Constrained [XXCE00]. Node [AACT06, RC14, RC15, ZLW*20].
node2vec [WZL+21]. Nodes [BG17, Csu02]. NOE [ABF*04, ZRZD11].
NOEs [MYBK*11]. NOESY [AKG*13, BKWK*00]. Noise

[Augl2, DMR*03, Fom19, GSCG19, GMY10, HLK*13, LLJS19, LYS20, ZS24].
Noisy [AGH*18, AEH17, LL05a, LH03, NH08, ZB15]. NOMe [CCMS20].
Nomogram [HXL"20]. Non

[BMH21, BL02, CN17, CK10, Eri09, JGB12, LAF+14, LWZ18, MK06, NES22,
SZY+20, SV07, TKSA24, TE96, VSGDO08, YYJ19, YY05]. Non-Binary
[VSGDO08]. Non-Bonded-List [MK06]. Non-Coding [TE96, YYJ19].
Non-Fourier [YY05]. Non-Homologous [Eri09]. Non-Identifiable [SV07].
Non-Negative [BMH21, LWZ18, NES22]. Non-Neutral [JGB12].
Non-Overlapping [CN17]. Non-Random [CK10]. Non-Sequence [BL02].
Non-small [SZY120]. Non-Subsampled [TKSA24]|. Non-Uniform
[LAF*14]. Nonadaptive [HTZ"12]. Nonadditive [MRM20].
Noncanonical [CGZD24]. Noncoding [JFLL20, QbMyD*19, RPW13].
Noncompacted [Guol5]. Nonconfoundable [SMS13]. Nonconserved
[ZS11]. Noncooperative [BZMM16]. Noncrossing [HPR09]. Nongreedy
[AH20]. Nonhomogeneous [GCB15, SBT00]. Nonidentifiability [ZMK22].
Nonlinear [BBN24, CYY23, DCL10, FVTHO03, JLSL24, LLKX16, LLS11b,
LXS24, LJLT20, PRKG16]. Nonnegative [WHDN13]. Nonoverlapping
[WW18, WW19]. Nonparametric

[ADR24, CEK*17, GLM16, LMP08, WJJ11]. Nonpathogenic [SCB14].
Nonrandom [LCXC05]. Nonredundant [CZW'19]. NonSmall [ZCY*20].
Nonstructural [Tho21]. Nonsynonymous [SCB14]. Nonuniform [WC16].
Nonuniformity [PV17]. Norm [QsYSxL23, WYLW21]. Normal

[CCPT17, COL*18, HMY ™19, ZRST12]. Normalization

[Ast03, FVTHO03, HMN21, KBCBS11, WA10, ZWSF05).
Normalization-Free [KBCBS11]. Normalized [PM14]. Normalizing
[DLFS22]. Noroviruses [YK19]. Notation [EAM'17, Par07a. Notch
[TLP*14]. Note [BGHY04, BH15, JM95, Jen09, LZL*23, ZW07.
Note-Code [LZL'23]. Notion [PSCP09]. NOTUNG [CDFC00]. Novel
[ACKK19, ADD+07, CMK23, CSH*20, DCP+21, DMDR17, DP07, FMHO06,
FH18, GYDT15, HG18, HHC06, T1a20, JCZ08, JJIGD16, JHLD20, KEL15,
LSADO5, LRM11, LKC21, LLJS19, LZX12, MK06, MPC*11, MKKK*17,
ML10, MCH*19, NV12, NXLt15, PAS*13, RNH18, RBKJ19, RYY?22, SSR21,
ST10, SRS02, TZB+23, TAJZ23, TVNP15, TLP+14, UMR11, UBGFD*19,
WLYC12, WLF+23, WQZ19, WY11, XWJZ20, YWZ+19, YYW14,
ZRNA20, ZWK*20, TAJZ23]. Novelty [Erw19]. November [Ano00]. Novo
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[BDN19, Béc04, BG06, CGZD24, CBG+14, DAC*99, DCP+08, GYD*15,
KWM10, LJK11, LYPC13, LC03b, WMDO06, BVP*17, CKT+01, Cosl8,
DB09, MLY*11, SM20, WWH17, WYLW21]. NP

[BL98, GKM'10, HI97b, OFCLH11, PX13, QEk24, War95]. NP- [War95|.
NP-Complete [GKM*10, OFCLH11, BL98]. NP-Hard [QEk24].
NP-Hardness [HI97b]. NP-MuScL [PX13]. NPI [ZZC+24].
NPI-DCGNN [ZZC*24]. nt [Bc04, HMY*+19]. Nuclear

[BZMM16, BDBB10, LYL*04, LLWZ19, LLW+20, QsYSxL23, WMDOG.
Nuclei [XYX"22]. Nucleic [CCJ09, CFH13, JMEB18, MKKK 17, RC07].
Nucleolar [BT08]. Nucleosome [CCMS20, YI17]. Nucleotide
[ACBM18, BLR16, Boel8, CZNF19, CTC21b, EZFP*19, FSD* 14, GJZ06,
HXL*17, Kon09b, LWNT18, MNGT15, PRCt24, RS12, RKTS14, RSR109,
SCB14, SFC11, SLL+17, WCL*+18b, WLF13]. Nucleus [Khal4]. Null
[MGO06, SFA17]. Nullomers [TZHR14]. Number

[AP10, ACBM18, AFR*08, BBN24, CHP94, CD18, CKZ*19, CQG10, DLMI0,
DDC+20, FSW+20, GP13, GJL*22, HG11, IKL*03, Lail2, LLG*20, LCY*05,
LABD*06, PRSV0S, PNIM17, TGA24, TL23, TT12, WCM+08, WLYC12,
WHY*13, WXY+24, WV11, WZ24, Y2CW20, YDN02, ZEKKR1S8, ZZS17].
Number-Driven [PNIM17]. Numbers [APA17, ZB15]. Numerical
[AO08, CWYB16, CYY23, CF97, Geo09, MDWZ24, RS01, Serl5, SS01,
WZ23, YY18, YYZ23]. Nussinov [Clo05, GJL22].

O [Lat99, YLD"18]. Obesity [WCL"18b]. Observation

[BV09, HMY 14, SKL ™24, TT12]. Observations [GLM20]. Observed
[E1120, LDW98, RPS02]. Obtain [FDB18]. Occupancy [YYY'09].
Occurrence [BG15, RDR 02, WSCL18, WLC18]. Occurrences

[Han09, Jah11, PRSV08, RS98, XJZ121, ZRST12]. Occurring [WHC(09]. Off
[HI97a]. Off-Lattice [HI97a]. offs [WAX22]. Oligo [ST02a]. OligoDesigner
[CLM"16]. Oligomers [CYP*11, MYBK ™11, Mil95]. Oligonucleotide
[Ast03, HWP20, KVDC06, MS99, WLF13, WI05]. Oligonucleotides

[E1h01, MKKK™17]. Oligosaccharides [LKC21]. o}m [XSH"22]. OMGS
[PJL20]. Omics [DSST22a, LLS*19, LLD*16, MSN123, MHL22, PP23,
PNMI15, WZCY21, KIYM13]. Omnitigs [TM17]. OMPcontact [ZWY*17).
On-Premises [KAD'19]. Oncogenesis [DJK™99, DJK*00, HHLOG6].
Oncology [DRT*25, DLL*24]. One

[AAN+20, CCYHI1S, CD08, GKG12, JLSL24, MD01, PTWB09]. One-
[CD08, PTWB09]. One-Articulated [CCYH18]. One-Class [JLSL24].
One-Dimensional [GKG12]. Ones [CHSY10, LH03, MP11]. Online
[BK10, CLM+16, HWP20, RAKL10]. Ontology

[DAE+19, KGK14, LWC+14, LDW+14, Nou21]. Open

[FJAOBI1S, JB10, MPG*16, ZRNA20]. Open-Channel [JB10].
Open-Source [MPG'16, ZRNA20]. Opera [GSN11]. Operating [VY18].
Operational [CDH'16]. Operations [BMS10, OFS09]. Operator [LGS20].
Operon [VCS11]. Optical [AMS97, DHM97, KPS00, KS00, LDW9S,
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LVS*t07, PJL20, SGSN12, VLL 06, WPS*25]. Optima [BAK13, LH24].
Optimal

[AB00, BW12, Bay23, BBD*+04, BRZH15, CCI*04, CD11, Clo05, DSS*22a,
FPU99, FH02, GSN11, GPRR12, GNI12, GQEk24, GJL*22, HI96, HI97a,
HAMT22, HHE13, HSLO7, KS06, Kon07, KK24, LG22, LBXL11, NB94, NFJ13,
PTWB09, PU00, SGAMT12, SLT24, TP11, TNSS13, VM06, XXU98, ZMK22].
Optimality [TP11]. Optimally [BDHK 04, SES11]. Optimization
[AMOW10, Azi22, BSP+25, BHGCS11, BZB*22, BRS99, BWGM17, Bry96,
CGT12, Cha95, CC09, CYY09, DOKTO05, EHFK24, GKG12, GPRR12,
GYA*23, HD16, HHX16, HYY ™10, HMK24, KLR23, KCH04, Lat99, LLS*19,
ML10, MBRS11b, Neul4a, OBDV16, PGBK11, RRFS98, SRM 198, WDAO1,
YLCC17, YCCL1S, YFBK07, ZFBK09, ZZL00]. Optimization-Based
[HYY*10, MBRS11b, YLCC17, CGT12]. Optimize

[ADRS24, HD16, OJFD18, TPSB19]. Optimized

[CL21a, HTM ™22, MWL22, XLZ"18b]. Optimizing

[BSP*25, BLC*10a, CDFC00, FG04, GLJW09, JPLD23, XBLMO06]. Oral
[UBGFD'19, YDG'20]. Orbits [KG24]. Orchard [LTsL24]. Order
[BDCKYO03, BJFT20, DM17, FPS22, KIYM13, Par07b, SBDT00, SZW 09,
SHZ*24, TRB109, Ves12, WACO08, ZZS08, ZAG"18, ZY23].
Order-Preserving [BDCKY03]. Ordered

[AMS97, FNCO08, Par98, SMML24|. Ordering [DFS95, JM95, Lul5]. Orders
[BLEMO08, ML00, XJZ*21]. Ordinal [Kea97]. Ordinary [SK23]. ORFs
[Fic95]. Organ [KMUK22|. Organelles [WLAT18]. Organism [CP05].
Organization [CSA98, CXW16, HSAEM13, LC03a, TRBT09].
Organizational [SDFR16]. Organized [WZC96]. Organizer [LS98].
Organizing [Jos96, YE02]. Organs [AG23|. Organs-at-Risk [AG23].
Orientations [BSS13|. Oriented [SSIP*19]. Orienting [SES11]. Origin
[ODNW21]. Origins [YY05]. Ortholog [FCV*07]. Orthologous [LWZ21].
Orthology [0024]. Oryza [ZDZ"20]. Oscillations [YY19]. Oscillator
[ZMLO7]. Oscillatory [BZMM16, Krul7]. OSIRIS [BGTSB9S]. OSPREY
[CGZD24, GKD22]. Osteosarcoma [MDL"18]. OT3 [RBKJ19]. Our
[Elh11]. Outcome [BSB105, ZZL23a]. Outcrossing [WMC04]. Outer
[ZWY*17]. Outlier [MSNI123]. Output [CN17]. Ovarian [WDZ20]. Over-
[LMS96, Sch97b]. Over-Representation [cLcSwP*21]. Over-Represented
[LACB10]. Over/Underexpression [GPRR12]. Overall [ZPC'18, ZQZ20].
Overestimate [LSRR18]. Overexpression [BRC20, YBF19]. Overlap
[AMDY11, BBC16, CCI*T04, CC23, LSRR18, SRF16, XS07]. Overlapping
[AS95, BSK05, CN17, DDA'11, PNMI15]. Overlaps

[CZS15, JGT22, Ric06, UMR11, Wen05]. Overrepresented [TML™'02].
Overview [RSW00, Sch00, SMZ*12, SKM05, SF03, YMZ"12].

p25 [CASP10]. p25-Derived [CASP10]. p53 [GQ09, RMWC16, CY09].
p53-MDM2 [CY09]. p53-MDM2/MDMX [CY09]. Pacemakers [Snil9].
Pack [MKBCO05]. Package
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[AVS20, ADW23, ADR24, BSKgG23, FPD13, IRCA21, JPLD23, NCC*96,
PBMC17, QFLL22, SSH*20, SLL*+23, WHK21, XL18, ZZL23a]. Packet
[NHOV10]. Packing [DQS*11, HBW'05]. Pain [CKL*17]. Painting
[LVC+04]. Pair [MPC*+11, PAC02, PRT0S, SFA17]. Pair-Wise [PRT0S].
Paired [GSN11, Lail2, MPC*11, PAS*13]. Paired-End [GSN11]. Pairing
[BHRV00, FHS00, Ham12, HPVS96, WMK17]. Pairs

[BHHR19, BMN*07, CL17, CTC21b, DWS05, GKS95, IKL*03, KNmS*22,
KS06, LIL*20, TGT08, YJ04, ZHQS05]. Pairwise

[EPSV98, Fom16a, Fom16b, Fom19, Grud8, KKT*+06, LN03, LH24, LHXHOS,
Mat10, NMG*05, PWT18, SYYH(02, WG08b]. Palindromes [L.LCXC05].
Palmitoylation [KKK18]. Pan [KMB*20, SWS*20, NHZ"15].
Pan-Cancer [SWS*20]. Pan-Genome [NHZ"15]. Pan-Genomics
[KMB*20]. Pancreatic [CYF*20, WXY*13, ZDG*20]. PANDA [PSG*20].
Pandemic [LCG'23]. Panel [JMPR23]. Panels [FFSL22, Ros05, SWS*20].
Pangenome [CJ23|. Pangenomic [ROL"22]. Papers

[Anol7, Ano2la, DNZ17, DND*™19, HTH™17]. Papillary [CWST21].
Papilloma [DBBM09]. Papillomavirus [LZHC15]. Paradigm

[BR0O6, MJR 24, MKBC05, MDTDO06, RMS02, ZZZU20|. Paradigms [AP04].
Parallel [And09, BCA96, CZNF19, Cha01, CF14, CST20, EOD*18, FHS00,
NBB18, PB18, PWFZ17, PWT18, RLCVVRI18, SSLMW10, SLL*17,
VRGC18, WCZt18, YMM*24]. Parallelism [BCA96]. Paralogous
[KBLS24]. Paralogy (0024, PMF*03]. Parameter

[AP09, DKK20, DCL10, DAR23, FND*+09, KD13, LTsL24, O’H15, YSI10,
YDN12, YAR21, ZZL00, ZTWO05). Parameterization [KC18, ZGEZull].
Parameterized [CDKL09, XJB07]. Parameters

[CA15, GKG12, SWK107, SVP19]. Parametric [GLJW09, NP09].
Parametrically [AS96]. Parametrized [SDCF24]. Paratope [DVS19].
Pareto [GQEk24]. Parkinson [PD16, PD20b, PE20, YLC'20]. Parotid
[KLV*13]. Parsimonious [BSS11, DCH09, MBRS11a, SP11, Wul3].
Parsimony [BSWY98, CMLTZU14, GLMSO10, HM14, HCC05, KW14,
KNmS*22, MJS23, WTM11]. Parsing [DCW™'17, RC07]. Part

[CSZ23b, CSZ23a, IPSV22, Pat24, Pat25, Pe’22a, Pe’22b]. Partial [BBC16,
BFK*+11, GZY+22, JKG+04, KIYM13, PD20b, TT12, fW23, Zhao4, ZZN10].
Partially [EHFK24, El120]. Particle

[BSP+25, CYY09, COV+15, LLS*19, LCG*22, YLCC17]. Partite

[CHS17, JTL*10]. Partition [Chel2, CMvH15, CFH13, WC07].
Partition-Distance [Chel2]. Partitioning

[BG06, CEKP*13, SY22, YFBK07, ZPD*23]. Partitions [BG17]. Passage
[KM08]. Past [MWP00]. PASTA [MNG'15]. Pasto [EBST22]. Path
[ABR16, BSS13, HWH™ 13, HP97, Nou21, PYG*19, SSMT16, SV97, SkY12,
YF09, YS07, ZW03, ZKM21|. Path-Based [BSS13, HWH™13]. Pathogenic
[DS04]. Paths [Ben21, GKS95, XZS07]. Pathset [PAS'13]. pathTiMEx
[CKB17]. Pathway [ADP+08, AF20, ABF+25, BMH21, ES07, HLCS10,
1JCL12, KK11, KLR23, KK23, LXL*"20, MXW*20, QMMW11, RND+23,
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RFH*25, SSR21, SBPS11, VND17, WV11]. Pathway-Based [SBPS11].
Pathways [ABF*04, AS02, AKK11, BRD+05, BMR09, CHS17, CKB17,
DGFMSS16, DM20, DYLK20, EAM*17, FS99, GQ09, HBK11, JTSB10,
LVCT04, LL05a, LBJM11, LHL16, MGVS14, MZM18, OBJO™03, PD16,
QQL*19, QSY09, RV15, RHS21, STIKS06, SOD*11, SGK*12, SAMO6,
TBP*13, VURL1, VRU16, Wag04]. Patient [DCL18, KBJ07, PdB13].
Patient-Gene [KBJ07]. Patient-Specific [DCL18]. Patients

[Ano20, DYLK20, Z720]. PaTre [PMF*03]. Pattern

[BROG, Bril9, CC11, Che04, ELP04, KBZ*05, KS99, NR03, Par07b, RDRF24,
Ris16, SSPNW06, WLC18, ZRS'12]. Patterns

[AGH*18, BDSY99, BHKN25, BJEGYS, CPFP24, CZC10, CY17, EJT00,
GHJ+12, HRSC00, HKZ04, KMZ*10, KKS*06, KW21, LYMDO03, MP16,
Nue04, PMCBO08, PKZ11, PV17, SCD*22, SB07, SCSAT16, TA97, TYST20,
WACO08, YZ08, YI17, ZKL"10]. Paul [Tral9]. Pauses [YY19]. Pausing
[SKP*12]. PBX1 [QLW20]. PCA [And09]. PCR

[BLC*10a, SSY*22, SWK*07, SMKS96]. PDB [CCI*04]. PDFII [YDZ*25)].
Peak [CLR"05, XZ12, ZW23, AEH17]. PeakPass [WH20|. Peaks [JGL11].
Pedigree [ABR16, HWH* 13, KLKH11, KRF*12, KT13, LJ05b, PG03].
Pedigrees [CBG+14, DEH10, KHK10, LL11]. PEM [AJYJ18].
PEM-fitter} [AJYJ18]. Penalized [LST'17, LGCT09, MEF24]. Penalty
[Dew01, LLD"16, YL17]. Peptidase [MCH*19]. Peptidase-4 [MCH'19].
Peptide

[BG06, CKT+01, CGZD24, DAC*99, DB09, GBB15, HYY*10, LZHC15,
LC03b, MLY 11, Ore20, PZZ+10, SLO07, SZMS02, Vij22, WTE07, ZRGHJ0S].
Peptides [DBLT12, STHGT08, SZL*23, S04, ZYB*04]. Peptidic [HLHOG].
Per-Tile [AS23]. Perfect

[BGLY03, BGHY04, BCCT09, DFG06, Gus10, VM06, WZZ01]. Perfection
[OBS11]. Performance

[BRS99, CHP94, DGW*13, EOD*18, HBD94, KVM14, KWB*13, MSMF09,
MBC+18, PFK17, PGV16, WXY*24, ZRNA20]. Performed [HQ06]. Period
[WY21]. Periodic [BLF14, SM98|. Periodicities [ZWJ18]. Periodicity
[TLK*06]. Permeability [DHY02, FYJ18|. Permutation

[ELP04, GB08, HL10, Par07b, VT06]. Permutations

[BMYO01, BS06, SS07, Sie03, SKO09, SRLM10, ZAG*18]. Permuted
[ZHS05]. Perspective [EODT18, MGO06, Par10]. Perspectives [BSS11].
Perturbation [LYH'19]. Perturbations [Wag04]. Perturbed

[AC17, PD16]. Pfeature [PPL*23]. PFM [PRSV08]. PFOLD [TBJFO1].
PFstats [FJAOB18]. PGI [CM04]. PgtE [SVA*19]. Phage [BBP10, ZY23].
Phages [TAJZ23]. Pharmacoinformatic [SB21]. Pharmacophore
[SDDI*08]. Phase [CL21b, HR12b, LYMDO3, SLZH15, bVRN*19)].
Phase-Independent [LYMDO03]. Phaseable [HATI11]. Phasing

[HATI11, HHE13, SY22]. Phenome [MNIK*09]. Phenotype

[GZY*22, GLM16, HTY?22, LICZ20, LS23, WYY*18, YHT*17, dGFMS16].
Phenotype-Associated [GLM16]. Phenotypic [CMK23]. Phenylalanine
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[LSADO5]. Phi [CAB107]. Phi-Values [CAB'07]. Philosophy [Deil9al.
Phosphatase [CYZ"20]. Phosphoglycerate [CC03]. Phosphorylation
[SVL*10]. Phylogenetic [AA18, AR06, ARS17, AT12, BST02, BG17, BG23,
CHP94, CC12, DMHM97, DM17, EZ98, FL.S94, FNPP02, GMC*14, GYZ19,
GBBS07, HSG22, HY16a, HV09, HNW99, IM14, JS03, KW14, KPW11,
KVKO08, LC09, Lar06, LRM11, LRV21, LMSH03, ML04, Mat10, MMHCS,
MBRS11b, MLS*23, PJB*15, Prz07, SB99, SLA12, SHO4a, SF95, SS05b,
SS05¢, SZUP06, VV97, WZZ01, WTE25, WTM11, Wul3, XLZ"18a,
ZMGN23, ZEKKR18, ZSB123, Zhal6, vLSV'24]. Phylogenetically
[AHK'07, McC09]. Phylogenetics [WMG™24]. Phylogenies [BDCG*98,
BSMAO06, GM07, MMS95, Mos03, SSKH*+13, SW11, WGC+21, Zha97].
Phylogenomic [CMvH15, MSS*22, UBTC06]. Phylogenomics [ATLS07].
Phylogeny [ACL*21, ARC13, BGLY03, BGHY04, Cha95, Cha01, zCULW20,
CA12, DPHHO05, DG02, DFG06, Gus10, MBRS11a, NSRR23, NKG*21,
Par06, SB98, SZW+09, SWR08, $V07, TAMW13, VMO06, VBSS10, WR23,
YWN11, ZGW22, ZZHL11, ZZS08]. Phylogeographic [ME12]. Physical
[AKWZ95, AK07, BPL02, BCA96, CJK*97, GGKS95, GI95, HSF+00, JM97,
LHO03, MS99, NCC*96, Sch97a, SES11, SBAW97, YI1J04]. Physicochemical
[CLT*20]. Physiological [Lie05, PRC*13]. Picked [JGL11]. Picking
[LAP03]. Piecewise [PDAJFT08, PLSM*06]. Piecewise-Linear
[PDAJFTO08]. Piers [Boh24]. Pipeline

[CFB+07, FCR*13, PBMC17, RHS*21, SSW20, WWH17]. Pipelines
[ACL*21, KAD"19]. PIR [WZC96]. Placement [BRZH15|. Planarian
[FCR*13]. Planktonic [RHS"21]. PLanner [KLO18]. Planning

[AS02, ADS03, SLS23, TKT+05, ZFBK09]. Plans [SSS*21]. Plant
[GWL*+19, HV07, VND17, WLA*18, XJZ+21, YSC15, GWL+19]. Plant-GQ
[GWLT19]. Planted [AOH16, RBHO5]. Plants [BBWE(09]. Plasma
[LWN*18, RMC*05]. Platform [JZL+20, SSIP+19, TH17b]. Platforms
[EOD*18, SFC11]. Play [KAD'19]. Plenary [Wo0099]. Plug [KAD*19].
Plug-n-Play [KAD"19]. PML [BDBB10]. Pockets [CRT*17, NSA08].
Point [CWRF15, GP20, Kea97, LC09, Lail2, NFJ13, PV17, SSPNWO0G,
VRGCI1S, VY18, XLZ+24, XLZ*18b]. Points

[Fom16a, Fom16b, Fom19, PJB*15, RC06, VND17]. Poisson

[AMRW96, CCPT17, GPCP11, KV19, KBCBS11, LKL21, LWZ21, PRSV0S,
RS98, ZRS*12]. Polar [GP13, GWX18, KMRGO09b, YTMY17]. Policy
[CWR24]. Poliovirus [TZB*23]. Polyadenylation [HV07]. Polygenic
[MPZ"20]. Polyhedral [LRV98]. Polymer [JD05]. Polymerase

[CH15, DDK21, LSAS03, Pia02, RLH13, Sun95, WZCS00, WV95, ZF05).
Polymorphic [SBP15]. Polymorphism

[Boel8, CTC21b, EZFPT19, LWN'18, WLF13|. Polymorphism-Based
[LWNT18]. Polymorphisms

[ACBM18, HG11, RS12, SCB14, SR10, yWCF06, WCL*18b]. Polynomial
[CJS12, KLM11, LYL*04, LMWR21, LXS24, SLY06, TRW23, WMD06].
Polynomial-Time [CJS12, KLM11, LYL"04, LMWR21, TRW23, WMDOG6].
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Polynomials [ES06]. Polypeptides [AC10]. Polyploid

[BDK*16, SY22, WMC04]. Polyploidy [BBWE09]. Pombe [WHW*06].
Pontoons [Boh24]. Pool [DCV*07, DCL18|. Pooled

[BG11, CM04, EHC*13, FSD*+14, JAG17, PLSL18, WDF24]. Pooling
[CCF10, CD08, CDKL09, DHM*05, HL03, KST96, LGD*10, SBAW97].
Poor [ZQZ20]. PopInf [ODNW21]. POPSTR [ACBM18]. Population
[ACBM18, BG11, DSV12, FFM24, GZN16, KKM+20, KPP+22, MRS+18,
NHZ*15, ODNW21, OYYT12, PMAP13, Ros05, RLA106, SLL0S, SSIP*19,
YMZt12, ZW07, ZLP22, ZKT14]. Populations [AV18, ADR24, BGTSBYS,
BG09, GNMEO1, Gus01, KG24, LWLJ10, SDG+07, TMC*18, WSS03].
Portable [RGL94|. Poses [PPV*14]. Position

[GGU13, GWM*21a, LLW18, PRSV08, RJS02, ZCH*13]. Position-Specific
[GWMT21a, RJS02]. Positional [BDPSS01, YS99]. Positioning [YI17].
Positions [GKKS98, WMK17, ZS11]. Positive [BFK*99, DQS*11].
Positivity [MDWZ24, RYZ23, WZ23, ZPG*24]. Positivity-Preserving
[WZ23, ZPGT24]. Possibilities [CGOT10]. Possible

[KFC*11, LXL*20, WHC09]. Post [KV08]. Post-Transcriptional [KV08].
Postduplication [KBLS24]. Potency [HH14]. Potential

[ALB'19, AF20, Ano21b, CCH'19, CJ21, CYZ*20, FZF 20, GLJW09,
HSBS10, LGD*19, LHC19, LTL20, MWZ19, OC00, RRGC95, RC06,
RXH*20, SZY*20, SK19, TGTG19, YDG+20, YcXyW+21, bYjHgZ*24,
YYL19, YZX+21, ZHY*20, ZLL*20, ZYH20, fZbMqW+20]. Potentials
[Bet10, HI97b, SkY12]. Potpourri [CTC21a]. Power

[EOD*18, HQ06, RCSW09, SBK22, SHE11, WRSW10, ZKL*10, ZLP22].
Power-Law [SBK22]. Powerful [WZH"18, WZCY21]. PPH [DFG06]. PPI
[LXYCO09]. PQ [LPWO05, Par06]. Practicable [LYS20]. Practical

[BMB24, BG23, CB06, GKS95, JR17, LR00, MSBROS, PZC05, SMZ+12,
TCL*16, Y2ZCW20]. Practice [NWLS05, OBS11, RRNB13]. Pre [BHGCS11].
Pre-Processing [BHGCS11]. Precedence [RG95, Ves12]. Precise
[PWT18]. Precision [BMH21, DRT+25, HTH*+17, PYG+19, SWS*20).
Predator [KG24]. Predefinition [SNW04]. Predict

[BF9S, BLP*22, CZNF19, CAB+07, GKD22, JAJ24, LJ05a, NCMS*21,
NXL*15, TVNP15, XJL*+22, Yan09, ZWK*20]. Predicted

[BF98, Gui98, KKW10, SS04, YYY 09, Yua09]. Predicting

[AWZ+17, AS22, AS11, CJ21, CJP*22, CBM*02, DDC*20, DHY02,
FADH17, HZNF06a, HZNFO6b, HXY*23, KL 103, KSS09, LJK16, LXYC09,
Lie05, LSSD18, LKC21, PKK97, Sef25, SSB07, SZL+23, WHDN13, WYC*18,
WWCH20, WxLW 23, WLM21, Wu96, XGD24, YLCC17]. Prediction
[AP10, ADPH15, AKN*06, ASZ+16, BOB*23, BMH21, BL02, CWR24,
CBP21, CFB*07, CCJ09, CW09, CAB11, DMHM97, DQS*11, DVS19,
DZM+03, DCS04, DGW13, DBT11, DCL18, DOKT05, FYJ18, FHS00,
FSD*+14, FK06, FBV15, GZY 22, GZLY24, Gel95, GB06, GJZ06, GWM*21a,
GWM*21b, HPL*+20, HI97a, HKLO7, HHP*+09, HCS09, HH14, HWZ*21,
HFUH19, JCZ08, JLY08, JRH10, KWM10, KAS09, Khal4, KNS14,
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KJmZ 22, KKK18, LKBT16, LBN94, LGCt09, LWZ18, LQPE*10, LLT*25,
LP00, MJR*24, MMG14, MWZ19, MK11, MRM*02, MS03, MDMC21,
MWB10, MVP06, Nail8, NLHT23, NSH*23, OBA*23, PPL*23, PMG*16,
PX13, QTRA24, RMS02, RK96, SLO07, AAoST23, SK21, SBRG20, SHZ 24,
SZMS02, SKT08, VILR10, VA17, WAPM05, WHD13, WHD15, WZL*21,
WFC25, WT17, WYLW21, YTMY17, YCCL18, YSFW08, bYjHeZ 24,
YMO6, YQDW23, ZGEZull, ZWY+17, ZYB*04, ZCZ*23]. Prediction
[Zhol7, ZYD21, ZWD25, dGFMS16, vLSV+24]. Predictions

[CEJM16, MPZ 20, PXLP23]. Predictive

[FPD13, KVM14, KWB+13, SKP+12, SVP19, WYY*18]. Predictor

[JR16, YLD'18]. Predictors [YDZ*25]. Predicts [NVCW15]. Preface
[AHIV23, Anol0a, Anollb, Anol7, Apo07a, Apo07b, Bafll, Berll, CSZ18,
CSZ19, CS720, CKS12, CKS13, CKS15, CMSZ12, Chol3, Cow20, DMV17,
DNZ17, Gus05, HHC17, HASL1S, Ist20, JPW15, KCBJ11, Len02, MVVR19,
Miy06, Pev98, PS11, Prz16, Sah18, Sha00, Shal5, Spe08, Sunl3, Tan23,
TDO08, VRGC18, WIP97]. Preferences

[EBS+22, LBBV+18, SLYC09, ZCH*13]. Prefix [BVP*19].
Preimplantation [BCD"24]. Preliminary [Ano21b]. Premises [KAD'19].
Preprocessing [AR17, DGFMSS16]. Preprocessor [RHYT04]. Presence
[AJAT16, Bay23, GCB20, HG05, KYSE10, TZHR14, WR23|. Present
[SCH09]. Preserve [BP06]. Preserved [SSLL22]. Preserving [BDCKY03,
MDWZ24, RM21, RYZ23, SSZG24, TGA24, WZ23, YS23, ZPG+24].
Pressure [BWGM17, SSW20, WP11]. Pretraining [YLZ"24]. Prevalence
[Red06]. Prevention [LL19a]. Prey [KG24]. Primary

[BGTSBYS, DYLK20, GCD20, KX06a, KX06b, XMWZ20, XWJZ20]. Prime
[CWYB16]. Primer [CLM*16, LS05, SMKS96]. Primers [KBKF17].
Principal [CWRF15, GSCG19, LSBS18, PD20a, PGAE04, SLYC09, TE96)].
Principal-Component [PD20a]. Principle [DG02]. Principled [CPR22].
Principles [Deil9b, Ist19]. print [Ano20]. Prior [AEH17, BB15, PS12].
Priori [Wen05]. Prioritization [CTC21a, GSA14, PE20, XAB*15].
Prioritizations [GJL*21|. Prioritize [Li08, LS23|. Prioritizing [EBK11].
Priors [WS04, YYA10, YYA1l]. Prism [GWX18, KMRG09a|. Privacy
[SSZG24, YS23]. Privacy-Preserving [SSZG24, YS23]. Private [PBB*21].
Privatedriver [SSZG24]. Prize [TBP*13]. Prize-Collecting [TBP13].
ProALIGN [KJmZ*22]. Probabilistic

[AAG14, AB00, BSK05, BG15, CFS+08, DCS04, DT13, GVTRS06, GE14,
HS15, HB11, HHLOG6, JK96, KKS*15, Kon09b, LFD03, MWZ19, PK11,
PSB17, RSW00, RS13, SWK*07, SG12, SBK22, STP18, TZP+13, URB*19,
Wen05, WG08a, YHO1, ZPD" 10, ZS24]. Probabilities

[FHS00, HPVS96, PFRD05, YZ0S]. Probability

[DLD+14, DFS94, ENS02, FL94, Ham12, LC09, LS17, LS23, LWZ21, MSR22,
RDR ™02, SD95, VST03, WTM11, DFS96]. Probe

[FdSdSR*15, JM95, KMP*04, MSBRO8]. Probed [SNQ'14]. Probes
[AKWZ95, CJK*97, FPU99, JM97]. Probing [FvdBB16, ZZ14b, vLSV+24].
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Problem [AOH16, ARC13, BV10, BDCKY03, BDKSS03, BWGM17,
BFK*11, BDK*16, Cha95, Cha01, CFST08, Chel2, CHS17, CDHT06,
DMBO07, DFG06, Fom16a, Fom16b, Fom19, GYZ19, GMS05, Gus10, HATT11,
Jiall, KSB98, KRD14, LTI10, LAL*+09, LHC09, LH24, LS05, Lul5, MP11,
Mar94, MTH11, OSC11, OFCLH11, PSCP09, QBA 25, SG15, SSMT16,
SV97, SSPNW06, SMML24, SZUP06, Tak96, TAA16, TBP 13, Wan94, fW23,
WCCT06, XS07, Xu09, ZZS17, Zorl5]. Problems

[AVS20, CCF10, Cha95, CP19, DHM97, EHFK24, GPOP+17, KSSK09,
KWBS11, Kovl4, LLW03, LHC02, MS03, NSZ99, OBDD19a, PAC02, Par9s,
PG03, RBHO05, TWO05, Xul0, Zoérl5, dGFMS16]. ProCanBio [SKDR21].
Procedure [HSOE"18, RBK94]. Process [AMRW96, BHKM?22, CL21a,
GJIMO04, HVD17, KMO08, LSAS03, LWZ21, MJS23, NBGA13, RS98, SWK*07,
SRB+25, SDCF24, TDV24, UTD*20, XJS07, YYZ23]. Processed [MSB™10).
Processes

[AC17, BSK05, GGM12, JPLD23, PRKG16, PRC*13, Sch97a, Sun95].
Processing [BHGCS11, CFE*13, LVC*04]. Product [ALB"19, Serl5].
Production [ALR18, BSP*25, CCDB21, CEK*17, KM0S, TMfTK23)].
Production-Passage-Time [KM08|. Products [LDW*14, NBA*13].
PROFALIGN [TGT08]. Professor [Ano2la, IPSV22]. Profile

[AaHP*21, FDB18, GKG12, GW94, HWW 20, LDS12, LS08b, PM24, PV17,
WDZ20, XLLS20, YAR21]. Profile-to-Profile [GKG12|. Profiles
[BDBF*00, BSBT05, CCMS20, CW09, CD18, DS04, FFB20, KBJ07,
KLC*11, PD20a, RMS02, SKP*T12, SS04, TGT08, WPL*19, WWC*20].
Profiling [BGJ104, ITdB09, LDB*07, MLC10, ZYH20]. Prognosis

[Ano20, Ano22b, GCD20, HLK*13, HZL22, TMH*21, WWC+20, WDZ20).
Prognosis-Related [GCD20]. Prognostic

[CYFT20, HWW*20, QLW20, WZL19, WHLR20, ZWK™*20, ZQZ20].
Program [AM97, CDFC00, KDL*94, MSNI23, TSTS12, TDV24, TS6).
Programming

[AKG*+13, ADRS24, BRZH15, CCI*04, CKT*+01, DWMT22, Gui98, Gus10,
HNTWO09, HD98, JJGD16, KW14, KAS09, LJ05b, LJL*20, MTF*12,
PMGE21, kSyPhC+22, SB07, TMITK23, WZW15, Wu96, ZLTS13, Zorl5).
Programming-Rounding [LJL"20]. Programs [MP94, PKK97]. Progress
[SBT00]. Progression [CKB17, RV15, SKL ™24, ZWQ19]. Progressive
[MSZM96]. Project [SBT00]. Projection [LQ23]. Projections

[BT02, NDMK17]. Prokaryotes [LM11]. Prokaryotic

[EVLZU19, MMO06, PBMC17, TZHR14, YS19, ZMGN23|. Proliferation
[COL*18]. Promote [YBF19]. Promoted [BRC20]. Promoter

[BV10, HZGDO5, HHJ*+02, HKZ*04, MS00, NTMMO06, SKP+12, YYY*09).
Promoter-Proximal [SKP*12]. Promoters [EAAT(09, LCW16, LLW18].
Promyelocytic [BDBB10]. prone [WZCS00]. Proof [Ist19, War95]. Proofs
[HI97b]. Propagation [CPR22, IR22, KXL08]. Propensities [STV96].
Propensity [JMPR23]. Properties [AWZ*17, CLT*20, DGW'13, FDDKO07,
GSV*11b, GJZ06, HL16b, JTSB10, KKS*15, Neb02, NW12, OSK*15,
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PRC*24, POP23, PSB17, RSW00, SNQ* 14, SKO09, $S04, TR11, WFH18].
Property [CHSY10, CGD09, GWM*21a, LH03, MP11, QTRA24].
Proportion [JZ10]. Proportional [Ano22b, LL23, TMH*21, UMR11].
PROSES [KGO18]. ProSite [WZC96]. Prospects [Erw19, KPP122].
Prostate [HHZT18, HXL 20, JMPR23, SKDR21, SGCD19, SSS*21, YYJ19].
Prostatic [Ano20]. Protagonist [LBBV*18]. ProtBert [GZLY24].
ProtBert-BiGRU-Attention [GZLY24]. Protease [MRG'24]. Protective
[KLS15, ZCY*20]. Protein

[AMK18, APVM11, ABD97, AP10, ACKK19, ADPH15, AJYJ18, AKG*13,
AKLMO02, AS02, ADS03, Amil2, AHK*02, AT05, BF98, BP20, BKWK™*00,
BC94, BET00, Ber95, BS97, BLIS, BG0S, Bet10, BMB24, BWGM17, BFLO5,
BSS13, BGGO7, BT08, BDBB10, BHK+10, CWC06, CL17, CBS+20, CZC10,
CJC01, CLR+05, CFBT07, CWYB16, CDL*19, CB07, CAB+07, CS15, CV11,
CYZ+20, CBM*02, CGP+98, DBW17, DMHM97, DK18, DZM*03,
DGW*13, DC16a, DGH*01, DBHC24, DM20, DSN14, DAL*08, DPRY?,
DKF09, DSGT08, DBL+12, DOKT05, DT13, Erd05, ENS03, FCS12,
FADH17, FK06, FJAOB18, FBV15, FT07, FKZ09, GZLY?24, GE17, GKMS23,
GPOP*+17, GST10, GLIW09, GZN16, GLMW13, GWX18, GWM™21a,
GWM+21b, GMS05, GMVC20, HD16, HJD17, HPL*20, HI96, HI97a, HI97h,
HRSCO00, HHX16, HS15, HYY*10, HHP*09, HCS09, HSH*09, HSBS10].
Protein [Hor01, HS14, HBW*05, ISK99, JDH00, JEMF06, JJY*20, JAJ24,
JR16, JJGD16, JHLD20, KV17, KBS09, KXL08, KGLBK15, KWMT10,
KAS09, KKW10, KD13, KMRG09a, KMRG09b, KX06a, KX06b, Kle99,
KLW96, KJmZ 22, KGK14, KGO18, KKT+06, KSG07, KMCKS17, LTS20,
Lat99, LACB10, LZS09, LBN94, LXYC09, LYC15, LAL*09, LSL*16,
LLWZ19, LJP20, LN03, LBBV*18, LSAD05, LBJM11, LCWG06, LCGWO09,
LZ10, LSSD18, LWZ21, LZY*23, LLJS19, LYS20, LS04, LW12, LDB*07,
MC08, MC10, MMG14, MNO8, MTC11, MYBK*+11, MZC*18, MDOO,
MAN16, MBLZ09, MVP06, NLH+23, NBGT02, NK07, NR03, Neul4a,
Neul4b, NBGA13, NH0S, NW05, NFJ13, NDMK17, NTWF11, OJFDIS,
OMS13, ODPBI18, PK11, PDZ*16, PPL+23, PDT00, PQBB0S, PSCP09,
PPV*14, PVFB06, PLSM*06, PFRD05, PE20, QSY09, QBA*25, RROF95,
RRFS98, RK96, RDR12]. Protein [RM00, RL94, SDMN19, Sal95, SVD14,
SLB00, STKS06, SK21, Sel13, SB17, SIK+05, SNW04, SOD*11, SMD*07,
Shil0a, Shil0b, SJ18, SLB*97, SHG00, SHCG02, SLZH15, Sun18, SK19,
SKT08, TGTG19, Tay94, TPK03, TSTS12, TBB00, TTTA07, TXL*17,
TAY16, TLK*06, VILR10, VND17, VT06, WOW*14, WMD06, WHD13,
WHDN13, WHD15, WTY19, WZL+21, WLM21, WS04, WG08b, WZC96,
WSHB9S, WILK*12, XGD24, XK05, XXCE00, XJB07, XLZ13, XLLS20,
YTMY17, YLCC17, YJ04, YFBKO7, YYA11, YLW*15, YTS12, YKOS5,
YAR21, YJEPOS, ZRZD11, ZPM97, ZWY*17, ZFAS08, ZPD*10, ZGBK10,
ZZNM15, ZWZ16, Zhol7, ZZL+23b, Zhu07, YKPM20, ZZC+24].
Protein-Binding [OMS13]. Protein-Coding [BWGM17, LWZ21, SK19].
Protein-Encoding [DC16a]. Protein-Level [XGD24]. Protein-Ligand
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[LLJS19, PK11, PPV+14]. Protein-Protein

[Amil2, BT08, DAL*08, HSH*+09, HSBS10, LACB10, RDR12, SMD*07].
Protein-specific [LW12]. Proteins

[AWZT17, AB00, BK10, BGTSB98, BIPD17, CHKK99, CGZ04, DCP*21,
DMHM97, DCS04, DC16a, ES06, EBK11, EPSV98, FW12, GH16, GZW 16,
Guols, HZNF06a, HZNFO6b, HLL13, JGL11, JMEB18, JWL24, JRH*10,
KEL15, Khal4, KDL*94, KKK18, LJK16, LNW01, LSHL04, MBK*03, OC00,
PGAE04, PCGBK13, PDSD06, SKP+12, SF12, STV96, TGTO08, Tho21,
TS96, WAPMO5, WF12, YDZ*25, YE02, YFBK07, YM06, ZEBK09, ZY23].
Proteome [CAB11, GE17, Vij22]. Proteomic [KVM14, LFD03, MDTDOG6].
Proteomics [CAB11, LALT09, WZH"18]. Protocol [CGZD24]. Protocols
[FDB18]. Proudly [Prz24]. PROuST [CGZ04]. Provable

[HD16, JJGD16, JHLD20, OJFD18|. Provably [Buh03, JHLD20, TAA16].
Provides [PV17]. Proximal [SKP"12]. Proximity [LPWO05]. Proxy
[AS23]. Prune [KLM11, Y2ZCW20]. Pruning [LCG22, MBRS11a]. PseRat
[AWZ*17). Pseudo [AFRV07, BZGT22, CHJ05, LGD+10, WMC04].
Pseudo-Boolean [AFRV(7]. Pseudo-Labels [BZG22].
Pseudo-Likelihood [CHJ05]. Pseudo-Symplectic [LGD*10].
Pseudo-Test [WMC04]. Pseudogenes [MSB*10, SCH09]. Pseudoknot
[HROS, HPR09, LP00, MR0Sa, NRW11, NW12, RW10, WLS*11].
Pseudoknots [IKLT03, MWB10, Rsd06, TKO21]. Pseudoknotted
[HDBZ08, RC07, SRSD11, WAM20]. Pseudoprogression [LLT*25].
Pseudorabies [STP18]. PSI [AMOW10]. PSI-BLAST [AMOW10]. PSSM
[GWMT21b]. pSuc [AWZT17]. pSuc-PseRat [AWZ117]. PTEN [JR16].
PTEN-related [JR16]. PTENpred [JR16]. Public [YLC'20]. Pulmonary
[TZZY20, ZXZ21]. Pulsed [DCD19]. Pure [DAR23, GLMSO10].
Pure-Birth [DAR23]. Purification [WILK*12]. Putative [HHJ"02, ST10].
Puzzling [SWR08]. PY-SUMMA [AVS20]. pyBrick [RMC*23].
pyBrick-DNA [RMC™*23]. pydebiaseddta [BOB+23]. PyGTED
[BSSz20Db]. pylori [UBGFD'19]. PyPathway [XL18]. Pyrococcus
[RBKJ19]. Pyrophosphate [YSC15]. Pyrosequencing [Kon09a, RPW13].
Python [AVS20, BP17, BSSz*20b, RMC*23, XL18, ZZL23a).
Python-Based [RMC™'23|.

QGB [OAHA94, SG94]. QMix [TDV24]. QNet [DSG+08]. gp [CRO9)].
qp-Graphs [CR09]. QR [TRW23]. QR-STAR [TRW23]. QSAR

[ALB'19, ZYB104]. Quadratic [WW18|. Quadruplex [GWL*19]. Quality
[APVM11, AS23, GLM*09, GWM*21a, HIAM20, vLKMR22, MFJ*19,
RUGR18, SM20, ST02a, SHO4b, SKT08, Tos05, VFOK18]. Quantification
[DBL+12, HHJ*13, IPH18, STHG*08, WYT12]. Quantified [CRB18].
Quantify [LWLL19]. Quantifying [CLS11, CHK'02, LQ23]. Quantile
[LVST07, WA10]. Quantitative [Cal22, CFET13, CC03, CH15, GKgUS21,
GAWI19, JLSL24, LHC02, LQPET10, Mal98, MP94, MSS21, NMH13,
RLH13, SMD*07, TEMM12, WXS14, ZF05, ZYB*04]. Quantities
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[CABT07]. Quantum [BSP*25]. Quantum-Behaved [BSP125]. Quartet
[AS19, HR22, MSS*22, SWR08]. Quartet-Based [AS19, HR22, SWROS].
Quartets [BDCGT98, GMY10, LC09]. Quasispecies [TZP113]. Query
[Shi07]. Querying

[BK10, BHK*10, DSG*08, FP11, OAHA94, QSY09, ZCK17]. Quest
[ABLO03]. Questions [Mall]. Quick [PZC05]. Quorum [MMKH15].

R [AVS20, ADR24, BP17, IRCA21, JPLD23, SSH*20, WHK21]. R/PY
[AVS20]. R/PY-SUMMA [AVS20]. R/Python [AVS20]. R2KS [NV12].
Raceway [JB10]. Racial [SPSZ23]. radiata [JJY120]. Radiation
[ASZT16, BDC97, Hea97, SKSL97]. Radiology [HSL*24]. Radius
[TVNP15]. Ramanujan [YYW14, ZWJ18]. Ramanujan-Fourier [YYW14].
Random [AZ14, AFCK09, BKCP05, BV09, BG15, BT02, CK10, DAL*08,
DZS24, JD05, Jus06, KCG+19, LCWG06, LGS20, MDO1, MBLZ09, Parlo,
PFRDO05, RS01, RDR*02, RLK*09, SHO6, Sch97a, SD95, WG08b, XWLJ08,
XZS07, bYjHgZ"24]. Random-Graphs [Par10]. Random-Walk [MBLZ09].
Randomized [DC16b]. Randomness [CBP21, Ila20]. Range

[BLP+22, DPHHO5, HATI11, MBVAO7, MDB11, PPL*+23, RH19, YY18].
Ranges [ZMK22]. Rank [GJL*21, KSSK09, cWxLIS*23, ZCH*13)].
Rank-Similarity [GJL*21]. Ranked [AFCN13, CZS15, NV12, SRF16].
Ranking [BKT09, BG08, FASASR™15, TPHT09]. Ranking-Based
[TPHT09]. RAP [OMS13]. Rapamycin [ZZNM15]. Rapid

[Bun02, SBRG20]. Rapidly [KASM08, YCP16]. Rare

[AWM™17, FSD*14, JAG17, KLS15, KKK18, LS17, LS23, OK08|. RareVar
[HXL*17]. Ras [0JOD'04]. RASCAL [DC16b]. Rate

[CL21b, DT12, DGH*01, GF16, KC96, LM03, WZCS00, ZHQS05]. Rates
[ALR18, CAB*07, CHJ05, CLM*18, LTTS12, SSH94]. Ratio

[HLK*13, SHE11]. Ratios [AWZ"17, BLR16, NKR*01]. Raw

[CACT23, RBK94]. Ray [NS18, KAC17, BLC10b]. RB [LS08a]. RB-Finder
[LS08a]. RDA [ZZL*17]. RDCs [MYBK*11]. rDNA [RPS02]. RDscan
[LHWT22]. Re [Ale08, GST10, ZGW22]|. Re-Evaluating [GST10, ZGW22].
Re-Uses [Ale08]. Reaction [Aku04, CH15, FA12, KK23, Krul7, LSAS03,
PSB17, RLH13, Sol09, Sun95, TM{TK23, WZCS00, WV95, YY19, ZF05].
Reaction-Diffusion [FA12]. Reactions

[CLM*+18, HLMR11, KM08, Pia02, YY18]. Read

[CC23, ETLK19, GZW*21, HWSH18, KSSK09, KMB+20, LHW 22, SFA17,
SM20, SY22, SSLMW10, TGA24, WHY 13, WHL17, ZGRB10]. Reading
[WGL9S8]. Reads [APC21, AWM™17, BBC16, BLC10b, CEJM16, CBH"12,
CWL13, CACt23, FLJ11, GHM™10, GCB20, HS23, JDK*18, KBKF17,
MV19, MKB*20, NBC*11, PMP+15, PAST13, SMZ*12, SRZ+13, TYSX19,
WLYC12, YW21, ZRSt12, ZWT18]. Reads2Vec [CAC*23]. Real

[CH15, GMCO08, HG18, RLH13, SSY 122, YS19, ZF05]. Real-Time

[CH15, GMCO08, HG18, RLH13, ZF05]. Real-Valued [SSY"22|. ReAligner
[AM97]. Realignment [DK18]. Realistic [CLS11, MSMF(09]. Realizability
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[ABF*25|. Really [SPBB15]. Reanalyses [DRT125]. Rearrangement
[AS10, AODD21, AFRV07, BCC*09, BMS10, BBHT07, BBDS21, FCV 07,
KWBS11, Kov14, Lul5, MHS06, Par06, SB98, ST05]. Rearrangements
[Ale08, BJF*+20, CMvH15, CP19, LM11, MZC+18, OB10, SB99).
Reasonable [YY18]. Reasoning [Hual5, LBN94, MD00, YjDG'23].
Rebalanced [YYM'23]. Recalibration [HSL*24]. Recall [OAR™24].
Receiver [VY18]. Receptor [BHRV00, BC94, CYZ"20, QLW20, ZYD21].
Receptor-Negative [QLW20]. Receptors [FL94]. Recipient [Prz24].
Reciprocal [OFS07]. Recognition [Ber95, BS97, BRR06, CC06, Che04,
Con04, GPAR96, GLJW09, KWM10, LCWG06, LCGW09, LLW18, MKBCO05,
Mil95, SNW98, SP97, WOG03, WSCL18, WLC18, XLZ13, YZPC24].
Recognizing [Far97, MKBC05, SZTW12]. RECOMB

[Anollb, Bafll, Berll, PS11, Sunl3, Ano09b, Anol0b, Anol7, CKS12,
CKS13, CKS14, CKS15, Chol3, Cow20, Edi24, Gus05, Ist20, Len02, MS24,
MV04, Miy06, Mye03, NV09, Pe’22a, Pe’22b, Pen22a, Pen22b, Sah18, Sch21a,
Sch21b, Sha00, Tan23, Wo099]. RECOMB-CG [Anollb, Edi24].
RECOMB/ISCB [CKS14, CKS15]. RECOMB’97 [WIP97].
RECOMB’99 [Ist99]. Recombinant [LJ05b]. Recombination

[BB06, GF16, GM96, HR22, HWO01, LTI10, LS08a, MWP00, PRKG16, SHO5,
SDG*07, TZP*13, WZZ01, Wu08, YCP16, YFBK07, ZSB*23, ZGBK10].
Recombinations [PMCBO0S8, Par10]. Recommendation [FYJ18].
Reconciled [BBWE09]. Reconciliation

[BAK13, EAFM24, VSGD08, ZSB123, ZZZU20]. Reconciliation-Scenario
[ZZ7U20]. Reconciliations [DCH09]. Reconciling [BAK13].
Reconfigurable [FPSD22|. Reconstruct [Mat10]. Reconstructability
[Par10]. Reconstructed [RND*23]. Reconstructing

[ASL06, CCMS20, CCYH18, FLT*21, GSN11, MRR 108, Mall, Mos03,
NWLS05, PP23, PBBT21, QGP10, SK13, $595, SSH94, TBKR10, VBSS10,
Wag04, XSS08, ZB15, ZLU'22]. Reconstruction

[AV18, ARS17, AZ11, AK08, AJA*16, BV09, CHSY10, CFST08, DJK*00,
DGO02, DHV06, ET07, Fom16a, Fom16b, Fom19, Frell, FPU99, HWH™' 13,
HP97, HV09, HNW99, JBM15, JHN'23, KV23, KLKH11, KLR23, LC09,
LTI10, LKWO04, LL11, LZC+23, LHC09, LRM11, MGVS14, NKG*21,
OSK+15, OR14, OFCLH11, PS12, PRT08, RG95, SMS13, SZW09, SWROS,
SZUP06, TBP*13, UBTC06, WZG*20b, ZGRB10, ZSV+09).
Reconstructions [AS10, CGOT10]. Records [VA17]. Recovering
[LLW*20, MDWZ24, RM18, RS13, SZSA22, SJ12, TAJZ23]. Recovery
[Csu02, GMC*14, WZ10, WMK17]. Recruitment [Yua09]. Rectal [LHC19].
Recurrence [HXL"20]. Recurrent

[CCL*19, GYA*23, LLZ19, MRG*24, NKG*21, RL94, SDMN19, WFC25].
Recursion [BP14]. Recursive [JHLD20]. Redesign [FPD13, LSADO5].
REDO [WLA'18]. Reduced

[HZNF06a, HZNF06b, LTsL24, RCER21, Z6r15]. Reduced-Bias [RCER21].
Reduced-Size [Zor15]. Reduces [FPS22, SFA17]. Reducing
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[BKKSD01, QGP10, RLVCVR17]. Reduction

[GSCG19, LQ23, RW99, SPBB15, TPK03, XS07, ZLL*+22].
Reduction-Based [XS07]. Redundant [BHL'18|. Reference
[BCCHZU18, HIAM20, HWSH18, Jah11, JDK*18, Khald, LPFT14, NHZ"15,
PMAP13, bVRN*19, WHL17, ZHY 20, XSH"22|. Reference-Anchored
[BCCHZU18]. Reference-Based [HIAM20]. Reference-Free [HWSH18].
Refinement [BBEM09, CFB107]. Refining [AM97]. Reflects [MH22].
Regaining [Elh11]. Regeneration [CUP19]. Regimes [RKTS14]. Region
[GP20, JLY08, SG94]. Regional [NCCT96, RDH04]. Regions

[BK10, BCVL17, BSP*24, BET00, BGG07, BR12, CD18, DBBMO09, GT16,
HZNF06a, HZNF06b, HZGD05, HHJ*02, JRHN09, LPFT14, LLW+20,
MRR*08, MDB11, NVW14, Sal95, SSV19, SNW04, TGT08, TML*02,
WLFWO03, WHK21, XMU96, YYZ*10, ZBM9S]. Registering [YCP16].
Registration [YHC19]. Regraft [KLM11, Y2ZCW20]. Regression
[ADP+08, BYGI12, Ben21, BBN24, CW20, DLFS22, GLM16, HH14,
JKG*04, LKBT16, LLKX16, LST+17, LLSH19, LSG04, LFJ11, LXS24,
MEF24, PLL16, SDC03, WAPMO05, WSHB98, ZKC12]. Regression-Based
[LLSH19]. Regular [CGSW14, GSW16, GJL+22, KPZU11, SD95, SCSA*16].
Regularities [CIMT06]. Regularization

[Ben21, Frell, TaAF*22 ¢cWxLIST23]. Regularized

[DMTV09, GLM16, LKL21, 1.XS24, LWZ18, WYLW21, ZZL*"17].
Regulating [KDL'94]. Regulation

[BSKO5, Deil9a, FS08, GVTS04, JFLL20, KV08, LZS09, cLcSwP+21, OFE14,
QMMW11, TS04, WBJ15, ZPC'18]. Regulations [MJS24]. Regulatory
[AEH17, AHKO0S, BH14, BB15, BCPS04, BLP+22, BR12, CKS12, CKS13,
CKS14, CKS15, CCG06, CR09, CUP19, CSP*12, DDA+11, DBT11, FPD13,
GMF+08, GKO06, GLM20, GSV+11b, GSV*+11a, HMY*14, HHZ*18, HHJ 102,
Ist19, P19, JBM15, KS12, KR24, KPB*+04, KK18, LL19b, MPG*16,
MYS*20, MPZL23, MS00, MXW+20, MDB11, PP23, PSIM18, PIM23, PM24,
Par24, PZMM15, PDAJFT08, QGP10, RZK06, Rot19, SS05a, SNQ* 14, SM09,
SZSA22, SK23, TBSH07, WHO1, WZG*20a, WT17, WX08, WHC09, XvdL05,
ZPC"18, ZS24, dJ02]. Reincorporation [KWBS11]. Reinforcement
[PYG'19]. Reinforcing [CWJT21]. RelA [LZBK15]. Relapse [ZQZ20].
Relapse-Free [ZQZ20]. Related

[AMKO00, Ano22b, AWM*17, CZY19, GCD20, GDL* 15, HTY?22, McP12,
RXH*20, TZZY20, TMH*21, TGT08, WYT12, YHO1, JR16]. Relation
[KMJ*20, LWC*14]. Relational [JEMF06, PSCP09]. Relations

[BH15, SMS13]. Relationship [Bro98, GAWI19, Sunl8, YZ17, ZLO1].
Relationships

[BDCG*98, JFLL20, KYSE10, LN03, LC03a, MH22, 0024, TRS17).
Relative [CT07, DQS*11, DCV+07, EIh01, RMWC16, TVNP15, YY18].
Relaxation [WCC98|. Relaxed [WZ23]|. Relevance [BKT09, GK18].
Relevance-Based [BKT09]. Relevant [BK08, DMTV09]. Reliability
[GRMO09, UGS19]. Reliable [BZG*22, CLR*05, HV07]. Remaining
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[ZKM21]. RemeDB [SBRG20]. Remodeling [SRB*25]. Remote

[CV11, JDHO0O, LN03, SRS02]. Remotely [TGT08]. Removable [Gusl0].
Removal [zCULW20, WHL17, ZPB*10]. Remove [AMOW10]. Renal
[LGD*19]. Renewal [TA97]. Repeat [DCP*08, SZUP0G].
Repeat-Annotated [SZUP06]. Repeated [CvS24, LBEMGO07]. Repeats
[AMRW96, DP07, JMEBI1S, LSS01, MTH11, WYKG05, AM20].
Reperfusion [CYZ120]. Repertoire [Jos96, WZGT20a]. Repetition
[CPFP24]. Repetition-Aware [CPFP24]. Repetitions [CIM*06, SM98].
Repetitive [HHJT02, LPFT14, MNSV10]. Repetitiveness [Zhol7].
Replacement [KC96, LYL'04, MV00]. Replicates [PABE*10].
Replication [Pia02]. Replications [YHB'03]. Replicative [YYL19).
Report [HSL*24]. Reported [MRS™18]. Reporting [CGIT07].
Repositioning [MJCM22, YWZ'19]. Representation

[APF+20, ABG*03, CBW07, CWYB16, CLJ*15, DSC*22, JLY0S,
cLeSwP+21, LZY+23, MMG14, Nou21, RM21, Red06, $S23, Steld, VA17,
cWxLIS+23, WxLW+23, WFC25, Xul0, YZ17, Yinl9, ZL09].
Representations

[BJGG*03, BWGM17, CJS06, HBW*05, KMJ+20, MBS+01].
Representative [YSC15]. Represented [LACB10, Sch97b]. Representing
[MDO00]. Reproducibility [SMKS96]. Reproducibly [ODNW21].
Reproduction [BBN24, TL23, WXY24|. Repurpose [GSV21].
Repurposing [AL25]. Requirements [MTR"03, OFE14]. Resampling
[ACL15]. Resampling-Based [ACL15]. Research

[Anollb, Ano21b, Berll, CSZ18, CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22,
(SZ23b, CSZ23a, FCGD19, FDD21, KWB*94, MXJ19, MAN16, Pat24,
Pat25, PS11, WSCL18, Bafl1, Sun13]. Resequencing [CBH*12]. Residual
[NZM*25]. Residue

[HCX09, HBWT05, LBBV 18, LZ10, SJ18, Sun18, TS96, YFBK07, ZWY *17].
Residue-Based [HBWT05]. Residues [STV96, SSB07, VILR10].
Resistance [ASZ"16, BYL"20, GKD22, PCS18, PYIM22, Par24].
RESISTOR [GKD22]. Resolution

[GDHCY95, HSH11, LBBV+18, LRM11, NS18, TZB+23]. Resolve [AWM*+17].
Resolved [JLRS18, MFJ*19]. Resolving [CEJM16, GMY10]. Resonance
[JGL11, KKS*15, LYL+04, LLWZ19, LLW*20, WMDO06]. Resource [NW05].
Respect [BET00, Clo05, HD16, WC07]. Respiratory [DDK21, Tho21].
Response

[BZMM16, CWRF15, JKG*04, LRNBJ10, LDB*07, SGKT12, SLT24, VND17].
Responses [CK09, Sef25]. Responsible [MGWT'07]. Restart [DZS24].
Restoration [CL99, HMY " 14]. Restricted [KWBS11]. Restriction
[AMS97, BDKSS03, CDH*06, GDHC95, LDW98, Par98, SRV9S, SRM*08,
Wan94]. Restructuring [Fas94]. Results

[CF97, DBT11, RACH06, SLRM09, WZCY21, WLA+18, YS19, Zhol7).
Reticulate [CW13, LHC09, NWLS05]. Reticulated [ML04]. Reticulations
[WZ24]. Retinal [MWL22, XLLS20]. Retraction [Ano20, Ano21b, Ano22b].
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Retrieval [KDL"94, MNSV10]. Retrotransposition [RRKT07].
Retrotransposons [FDB18]. Retrovirus [CDC'11]. Reuse [STO05].
Reveal [LL19b, MBK'03, YI17]. Revealing [NSK09]. Reveals

[BR12, CSH*20, FMH06, GC15, JFLL20, KMUK22, NXGL20, QMMW11,
SDK16, SLT24, TLP+14, WMK17, YcXyW™21, ZYH20]. Reversal
[AOJ*T23, AT08, BSS11, MWDO02]. Reversals

[AODD21, AT08, BO07, HL10, OBDD19a, OBDD19b, OFS07, Sie03, Tra9s).
Reverse [CR09, HPY03, Jus06, MSMF09, Ore20, SLZH15]. Reverse-Phase
[SLZH15]. Reversible [LDW98, NTMMO06]. Reversible-Jump [LDW98|.
Review [LWLL19, MK11, dJ02]. Reviewers

[Ano22a, Ano23, Ano24, Ano25|. Revision [GLM20]. Revisited

[AMDY11, BTZ06, BAK13, KPZU11, WS11]. Rewards [ZTD*22).
Rheumatoid [YBF19]. Rhizobium [PdBdP+22]. RHOJ [ZCY*20].
Rhythm [YHW18]. Rhythmic [LYMD03]. Ribosomal [DPSW20, WHL17).
Ribosome [WMK17]. Riboswitch [YSC15]. Ribozymes [MRM*02].
RIBRA [WCC*06]. Rich [ZGEZull]. Rictor [ZZNM15). Ridge [BYGI12].
Rigid [CA12, HID17, KC18]. Rigidity [SJ18, TTTA07]. Rigorous
[KBLS24]. Ring [CWJ*21]. Rings [DS19]. Risk

[Ano22b, AG23, BZ08, GSH17, KLS15, MPZ*+20, NCMS+21, PBB*21,
TMH*21, WCL*18b, WNMB99]. Risks [SVP19]. RMS [YK05]. RMSD
[Shi07]. RN [ACKK19]. RNA

[FDD21, ABF+04, AKNT06, AS23, AHPR12, AJV+16, BCH*07, BTZ06,
Bar04, BHGCS11, BLR16, BBV+14, BHKN25, BFK*11, BRS20, BCA15,
CA15, CCPT17, Clo05, Clo06, DDAT11, DS19, DC16a, DDK21, DLD*14,
FHS00, FFB20, FvdBB16, FR14, FH18, GVA22, GWA*T21, GSCG19,
GQEKk24, Ham12, HR08, HDBZ08, HR12a, HR12b, Han09, HTZ"13, HPRO,
HHJ*+13, HPVS96, IKL 03, JCZ08, JHS06, JLMZ02, JTL+10, JLSL24,
JRH09, KKCT22, LSBS18, vLKMR22, LRV9S8, LFJ11, LKL21, LPCOS,
LP00, MR0Sa, MLOT17, MH22, MWB10, MSM20, MLS+23, MZS*00, MM19,
MM21, MN15, NS23, Neb02, NRW11, NW12, OB16, PZH11, PV17, QFLL22,
jQLsY 24, QR13, RPR*"15, RW10, Rpd06, SGAMT12, SGT15, SRSD11,
Sel13, SC15, SH17, SPBB15, SLYC09, SPC19, TBL18, TKT+05, TKO21,
VLZUBKO07, WC07, WP11, WHL17, WAM20, WZG™*20a, cWxLIS*23].
RNA [WZZU07, WLS+11, WY12, WLA*18, YYJ19, YB04, ZGEZull,
ZHY+20, ZZ14b, ZLL*22, ZL22, ZUGVWS10, vLSV+24]. RN A- [JRH*09).
RNA-Degradation [vLKMR22]. RNA-Dependent [DDK21].
RNA-Derived [WZG+20a]. RNA-RNA [AHPR12, FH18]. RNA-Seq
[FDD21, AS23, BBV+14, DC16a, HHJ*13, LEJ11, MLS*23, MM19, MM21,
QFLL22, SH17, SPBB15, ZL22, AJV+16, CCPT17, GVA22, GWA*21,
LSBS18, MSM20, PZH11, TBL18]. RNA-Sequencing [cWxLIS23]. RNAs
[FH18, JFLL20, QbMyD*19, RPW13, SB07. RNN [PVFB06]. Roadmap
[ABGT03, CABT07]. Robinson [KVZ24, LRV21, PGMO07, ZZ14a]. Robotics
[AMK18]. Robotics-Inspired [AMK18]. Robots [dGFMS16]. Robust
[BOB*23, BDN19, BGJ*04, BYL*20, GSCG19, HI97h, HHJ*+13, KK24,
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MJR*+24, Met06, PYIM19, Sol09, SDC*10]. Robustness [BS20, DLL*12,
DCSE11, GT16, GSV+11a, KWB*13, LRM11, SDFR16, SHB*03, $V07].
Role [AEB+04, BET00, CYZ*+20, GPOP*17, Khal4, LLZ19, SCB14,
SDG'07, YYJ19, ZCY*+20]. Roles [CXW16]. Room [Tanll]. Root

[CJ22, KFC+11, TSTS12]. Rooted

[Bay23, HMUO06, JR17, JRS19, KLM11, Prz98, SLA12, YzCW20, YWNI11].
Rooted-Unordered [HMU06]. Rooting [TRW23|. Rosalind [Prz24].
Rotamer [HJD17, ZRZD11]. Rotamer-Like [HJD17]. Rotenone
[YLC'20]. Rotenone-Induced [YLC*20]. Rough [Hual5]. Rough-Set
[Hual5]. Rounding [LJL*20]. Rounds [FH02]. Route [Elh11, YYL19)].
Routes [BK08]. rRNA [CDH*16, MP16, RKTS14]. rRNAFilter [WHL17].
rSPR [YzCW20]. Rule [CLT*20, MS03, Vij22]. Rule-Based [MS03]. Rules
[ABD+97, Aku04, BK0S, CvS24, GST10, KVM14, WCL18a]. Run

[FHKR11, YZ08]. Runs [Che04].

S. [WHW06]. Saccharomyces [SSW20]. Saddle [RC06]. Safe [TM17].
Safety [KKC*22]. SAGE [CLSW02]. SAL [SAL09]. Salmonella
[MTYH09, SVA*19]. Sample [BFT04, BYL+20, HATT11, HTZ+13, MSNI23,
MGW+07, MZC*18, PYIM19, RH19, SDC+10, VRU16, WC04, ZGRB10).
Sample-Based [MZC*18]. Sample-Specific [PYIM19]. Sampled
[AMK18]. Sampler [BHHR19, Kei06, Neulda]. Samples

[AaHP+21, DMW+17, FPRV18, GM96, Gus01, JG11, KYSE10, KDB*02,
MSR22, ODNW21, ZEKKR18, ZKT14]. Sampling

[AL07, BHHR1S, CZC10, CP05, GNI12, GC15, Lar06, MBRS11b, NK11,
NDMK17, PWFZ17, Steld, TML*02, WC07, WP11, ZGW22]. San [EBS*22].
sapiens [YLD'18]. SAR [BKKSDO01]. Sarbecoviruses [ZSB*23]. SARS
[Ano21lb, ABTP23, BBH+21, MMK+21, NKG*21, $523, TM22, YGPOS5,
ZSB123]. SARS-CoV-2

[Ano21b, ABTP23, BBH*21, MMK+21, NKG+21, $523, TM22, ZSB+23).
Satellite [AEBT04, Edi24, PS11, Anollb]. Satellites [SM98|. Satisfiability
[MA13, YjDG"23|. Satisfying [Mat10]. sativa [ZDZ'20]. SATrans
[KBC19]. Saturated [Clo06, GJL*22, WC07]. Saudi [MRS*18]. SAXS
[DKC15]. SC1 [MM21]. Scaffold [BDKSS03, CDH*06, MCH*19, QBA*25].
Scaffolding [BHPS99, PJL20, RCSS12, kSyPhC+22]. Scaffolds [GSN11].
Scalable [APF+20, DBHC24, GLM*09, KMP+04, LW22, LCG18, NKG*21,
OSK*15, RC15]. Scale [ABLO03, Ben21, BBWE09, DLL*+24, DCH21,
GMC+14, HSH*09, HQO06, KW06, LAF+14, LLS*19, Mall, MZM18,
NSH*23, OKKS21, PdB13, PDZ*16, RGM*12, RLK+09, SSH*10, ST02b,
SGKT12, TE96, TMC*18, XYX 122, XU97, ZH07]. Scale-Free

[KW06, LLST19, OKKS21]. Scaled [LLWZ19, ZHY"20]. Scales [FA12].
Scaling [DHL00, DWK ™20, GLMW13, HLL13]. ScalpelSig [FFSL22]. Scan
[TTTL17]. Scanning [NFJ13]. Scattering [KAC17]. scDesign2 [SSLL22].
Scenario [ZZZU20]. Scenarios [BCC109, OB10]. Schatten [WYLW21].
Scheduling [CLR"05]. Schema [HMY"14]. Scheme
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[BDKSY00, HIMK24, MDWZ24, MBRS11b, RYZ23, TPH+09, VFOK18].
Schemes [HZK22, RDRF24, SGYBD05, WLFWO03, ZKM21]. Schizophrenia
[PD20a]. Schmidtea [FCR"13]. Science [HTH" 17, Ist19, TaAF+22].
Sciences [BMM*23, JMR 21, MMN*21]. scINSIGHT [QFLL22]|.
Sclerosis [TZZY20]. Score [BG97, BMWG04, GW94, HIAM20, IJCL12,
Kei05, MDO01, MBVA07, RDHO04, VFOK18, Jus01]. Scores [BG9S, BG02,
KW14, KC96, LBXL11, LABD+06, MPZ+20, MLS+12, PBB+21, RJS02].
Scoring [AA18, BRS99, GTT06, GWM*21a, JM95, JDSB04, LSADOS,
LW12, RACT06, TGT08, WLFW03, WNMB99, ZBM98]. SCOT

[DSS*22b, DSST22a]. SCOTv2 [DSC*22]. Screening

[ALB*+19, Ano21b, CD07, CC09, DDK21, GAWI19, GCD20, JMPR23, LXS24,
L123, SSY*+22, TMH*21, Vij22, WDZ20, XXZ*21, ZLSY20, ZDG*20,
ZYDT19, ZHQS05, Ano22b|. Screens [FCR'13, GNI12, SSHT10]. SCRF's
[LCWG06]. scRNA [MPZL23]. scRNA-seq [MPZL23]. SDGCCA
[MHL22]. SE [NZM*25]. Seamless [KAD'19]. Search [AKN'06, APF+20,
AMOW10, Azi22, Bar04, BZW*00, BBD+04, BWGM17, Buh03, CBW07,
CCG06, Cha0l, CZW+19, CYY09, DMDR17, DC16a, DCD19, FFM24,
FDB18, Gru9s, HD16, HS15, HSLO7, TP09, JHA16, Kon07, KPW11, LTCH11,
LSADO05, MPVZ05, MD03, NBB18, PZC05, RDRF24, RGL94, SCSA*16,
SK18, SM04, SB05, TSTS12, VLZUBKO07, XBLM06, YLCC17, ZWZ16].
Search-Based [Azi22]. Searching

[BZ08, FNC08, NRO3, PSCP09, RL94, Shil0a, Shil0b]. Second

[Rot19, DMV17]. Second-Generation [Rot19]. Secondary

[BKWK+00, Bar04, BLR16, BRZH15, BRS20, BIPD17, Clo05, Clo06, ES06,
FKO06, GWM*21b, HR12a, HR12b, IKL+03, JCZ08, JTL+10, KKW10,
KX06a, KX06b, LBN94, MVP06, MZS00, MN15, NS23, Neb02, RC07,
RK96, Rgd06, SGAMT12, SLB00, SPC19, SKT08, TKO21, VT06, WC07,
WAM20, XK05, vLSVT24]. Secretion [FL94]. Section [AHIV23]. Sectional
[BRD*05, RV15]. Secure [PXLP23, ZWT18]. Seed [PNPC20, YZ0S].
Seed-Like [YZ08]. Seeds

[BCA15, Kon07, NM14, PZC05, SB05, XBLMO06, YZ08, ZF07]. Segment
[SEN97, Wu96]. Segment-Based [Wu96]. Segmentation [AG23, BV20,
BLQZ04, LCWG06, NZM*+25, Pic08, RMRT00, SLB00, TKSA24, YHC19).
Segmentations [DCSE11, ZW19]. Segmenting [Kei06]. Segments

[[P09, SBCT05, WWZ116]. Segregating [CGIT07]. Select [KSSK09, Li08].
Selected

[Anol7, CJ21, DMV17, DNZ17, DND*19, HHC17, HTH*17, Sah18].
Selecting [DMTV09, GTAT04, MG06, RS12, Ros05, Wil99]. Selection
[BZB*22, BMR'19, CTC21a, CYY09, CYLY12, CS03, COL*18, EOD"18,
FdSASR*15, GGM12, GT16, GLM16, HSF00, KLS15, Kon07, KPP*22,
LKBT16, LS17, LK24, LSG04, LOW16, L.S23, LWLJ10, LGS20, MRM20,
MRM*02, PNIM17, PYIM19, PZC05, QsYSxL23, RS12, RND*+23, RLK*09,
SMC+15, SZTW12, VND17, XJL*22, YT22, ZKM21, Zérl5). Selective
[DT13, MWL22, SB21, ZGBK10]. Self
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[Jos96, MIR+24, MSS10, PLZX25, RRFS98, SAMO06, YE02].
Self-Assemblies [MSS10]. Self-Assembly [SAMO06]. Self~-Consistent
[RRFS98]. Self-Organizing [Jos96, YE02]. Self-Supervised [PLZX25].
Self-Training [MJR*24]. Semantic [DAE*19]. Semantics [JSN09]. SEME
[CWL13]. Semi [BZGT22, FNC08, GML20, PO04, ZLTS13, ZMppVN22].
Semi-Definite [ZLTS13]. Semi-Degenerate [PO04]. Semi-Markov
[GML20]. Semi-Ordered [FNCO08]. Semi-Supervised

[BZG 122, ZMppVN22]. Semidefinite [AKG*13]. Semigroups

[AMR20, NFHM21|. Semimetric [SK21]. Semisupervised [TMG*20].
Sense [SKMO05]. Sensing [AZ11, MMKH15, RPR"15]. Sensitive

[Buh03, CJ23, HTY?22, HB11, ISB12, KBG18, MM19, Par24, YK05, ZF07].
Sensitivity [CDC*11, FDDKO07, HFUH19, MD03, NSH*+23, SJ18]. Sentence
[DAE*19]. Sentinel [LCG'23]. Separating [DS12]. Separation

[CRT04, GMY10, IFT14]. Septic [CKZL20]. Seq [FDD21, HHE13, AS23,
BBV*14, DC16a, HHJ*13, LEJ11, MLS*23, MM19, MM21, QFLL22, SH17,
SPBB15, WH20, XZ12, XSH*22, ZW23, ZL22, ZCK17, AJV+16, BR12,
CCPT17, GVA22, GWA*21, LSBS18, MPZL23, MSM20, PZH11, TBL1S].
Sequence [AI12, AWZ+17, AS23, ARSW22, AL07, AM97, AG9S, ABHO3,
AMRW96, AMOW10, AHK+02, BLR16, BDN19, BWS13, Ben97, BS98,
BET00, BL02, BHKM22, BFL05, BT08, BMWG04, BCA15, Bun02, CBW07,
CHP94, CZW+19, CBM*02, Dew01, DPR97, DMW+17, DHL00, EMD95,
FLJ11, FT07, FPU99, Gel95, GTA22, GNMEO1, GKB00, GYD*15,
GWM+21a, GKS95, HD16, HRSC00, HSOE*+18, HMY+19, HLH04, HPY6,
HB11, HBD94, HZK22, HHP+09, HHJT02, HY16b, HMF07, Hua08, W95,
JZGA20, JLY08, JRH10, Jus01, KGLBK15, KTSS19, KD13, KS99, Kle99,
KS06, KGO18, KABH15, KSK+11, KW21, KPZU11, LRV9S8, LR00, LN03,
LBJM11, LZF*05, LC03a, LWZ21, LH03, LS08b, MC10, MSBR08, MNSV 10,
Mal98, Mam96, MSZW11, MRM+02, MDO01, MBVA07, MBR+94, MP94,
Mil95, MBLZ09, MNG*15, MBS*01, NP09, NSRR23, New08, NL09].
Sequence

[NBB18, OJFD18, OAHA94, PFK17, PRT08, RCSW09, RK96, RLCVVRIS,
ST05, SMZ*12, SF12, SPW22, S197, SSTM19, ST10, SK18, SRZ*13, SG94,
SSH94, SY09, SS01, SLL*17, SHCM18, SDP*20, SLY06, Tay94, TBB0O0,
WGL98, WSW15, WRSW10, WJ94, WRST99, WTY19, War95, WJJ11,
WLF13, WFH18, WHW*06, WSS03, WMPS11, WNMB99, XvdL05, YYM™*23,
YI17, YLD*18, YYA11, YBO4, YS99, YHO1, ZPM97, ZCHT13, Zhol0).
Sequence-Based [KGC)lS, WMPS11, YLD'18]. Sequence-Specific
[HZK22]. Sequence-to-Graph [JZGA20]. Sequence/Structure [BCA15].
Sequences

[AS96, AOAAH17, ABTP23, ADRS24, BSS11, BF98, BTZ06, BSP+24, BV10,
BGTSBYS, BB04, BZW 00, BWGM17, BLF14, CZNF19, CZC10, CCO3,
CDH*16, Che04, CIM*06, CGIt07, CC12, CV11, CST20, DK18, DPHHO5,
DGH*01, DS12, DAL*08, DLPH06, DCP*08, EIh01, ET07, ENS02, FDBIS,
GSN11, GML20, GPAR96, GKMS23, GM96, HV07, HJ05, Hor01, HKZ ™04,
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JG11, KKW10, KSSK09, KDL*94, LRD19, LR05, LG22, LY99, LS08b,
MC08, MTH11, MHS06, MMO06, MNG*15, MGSA06, NB94, NBGT02, OK0S,
ODPB18, PRC*24, PB18, RYY22, RS01, RDR+02, RM00, RLVCVR17,
SGT15, SM98, STRT96, SPD95, Sch97b, SYYHO02, SDG+07, SZTW12, Stel4,
SSZC95, SK19, TE96, TBB00, TBKR10, VS98, WOW*14, WLFW03, WMC14,
WFH18, WYKG05, WHO06, WY11, XU97, YI17, YZ17, YY05, YYW14, Yin19).
Sequences [YZPC24, Yua09, ZSWMO00, Zha02, ZW03, ZS11]. Sequencing
[AB16, AR17, AMRW96, BNA*+12, BDPSS01, BFK*99, Béc04, Boels,
BLC10b, BVP+16, CS00, CCMS20, CKT+01, CWL13, CACT23, CL99,
CBG*14, DAC*99, DB09, DDC*20, DFS94, DFS96, EHC*13, FSD*14,
Fom16a, Fom16b, Fom19, FH02, FLT+21, GCB15, GSCG19, GCB20,
GZW+21, HHHS03, HTZ*13, HHE13, HPY03, Hub01, JAG17, JLSL24,
KS11, KCG*+19, KBKF17, KMM17, KAD*19, Kon09b, KWBN19, Kru9s,
LLG+20, LYPC13, LKL21, LC03b, LZX12, MLOT17, MMA*21, MH22,
MV19, MRY*23, MLY*11, NP09, OBDV16, PMP+15, Pev95, PV17, PUOO,
PO04, jQLsY 24, RUGR18, RRGC95, SK17, ST02b, SWS*20, SK18,
SRZ'13, TYSX19, WCL*18b, Wen06, XMU96, ZGRB10, ZPB+10, ZZ14b,
ZLL122, CD18, NBC'11, cWxLIST23]. Sequencing-based [ZZ14b].
Sequencing-by-Hybridization [PU00]. Sequential

[BKCP05, GW06, YJC18]. Sequentially [YFBKO07].
Sequentially-Constrained [YFBKO07]. Series [BJGGT03, DLML10, FSZ02,
KT01, LDLZ12, LLL*20, SLL*23, SDC*10, ZLU*22]. Serous [WDZ20].
Serum [LFDO03]. Server

[DCW+17, JJH*21, KGO18, PBMC17, ZFAS08, BIPD17]. Service
[SSIP*19]. Service-Oriented [SSIPT19]. Set

[BR24, FPS22, Fom16a, Fom16b, Fom19, GSSI14, Hual5, IRCA21, KLW96,
LS23, LLW18, LWZ21, MT06, OH03, SSPNW06, SBK22, WZ24].
Set-Adaptive [FPS22]. Set-Based [BR24]. Set-Min [SBK22]. Set-Valued
[LLW18]. Sets

[AS19, BHL'18, BKT09, BS06, Bry96, CHSY10, DAL"08, Jus06, KDB*02,
KWA11, KKAT15, MC10, MDK24, Mat10, RM21, RC24, RLVCVR17, SM09,
SBRG20, TH17a, TH17b, UGS19, Wil99, ZHZ* 16, ZKM21, ZAG*18, ZCK17].
Settling [Eli06]. Several [RS01, TA97]. Severe [DDK21, Tho21]. Sex
[GGM12, POP23]. Sex-Specific [POP23]. Sexual [EBST22]. sSFFT [Kei05].
SGA [LTCH11]. SGFNNs [CJP'22]. Shadows [SG15]. Shape

[AMWO7, CRT17, NTWF11, SBNS21, YHC19]. Shape-Based [NTWF11].
Shapes [FR14, LPC08, RW10]. Shapley [LQ23]. Shared

[DBL+12, KBG18, MH22]. Sharing [JZL+20, ZTD+22]. Sharp [LC09].
Shearlet [TKSA24]. Sheet [KAS09, SOD*11]. Shewanella [McC09]. Shift
[CL21b, GZW 16, ZRGHJO08]. Shift-Invariant [ZRGHJ08]. Shiny
[PBMC17]. Short [AS95, BBC16, DPHHO05, FLJ11, GHM*10, GCB20,
HV03, KSSK09, LMS96, MRG™24, Mil95, NBC*11, SSLMW10, SWRO0S,
SZTW12, WI05, YY19, YB04, ZHS05, ZWT18, ZKM21]. Short-Range
[DPHHO05]. Short-Read [KSSK09, SSLMW10]. Short-Term [MRG™*24].
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Shortening [YYL19]. Shortest [BSS13, GKS95, KK23]. Shortest-Paths
[GKS95]. Shot [LKC21]. Shotgun [KS99, LAL+09, RHY*04, Wen06).
ShRangeSim [Boel8|. ShRec3D [LZC*23]. Shrinkage

[HLG18, LGS20, NHOV10]. Shuffling [Sun99]. Side [AKLMO02, AS11, Bet10,
FYJ18, HSG22, HI97a, NXL*15, RROF95, YSFW08, ZRZD11]. Side-Chain
[YSFW08, ZRZD11]. Signal [ADD*+07, BS09, BMRO09, BLQZ04, CXW16,
EAM™17, Hav06, HLK ™13, HHC06, JKGT04, MLST23]. Signal-to-Noise
[HLK13]. Signaling

[AF20, HNTW09, HAP12, LXL*20, MXW+20, NSMV18, 0JOD*+04, RNI*06,
SIC*+09, SVK10, SIKS06, SK13, TINK98, TBP+13, TLP*14, VRS12].
Signals [CKB*06, CC12, YB04]. Signature

[JZZ*+19, MP16, NES22, TRS17, WSCL18, WLC18, ZZ20]. Signatures
[BF09, FFSL22, KWBN19, KPP+22, MRY+23, NCMS*21, RXH*20,
SGCD19, ZYH20]. Signed [BMY01, CJP*+22, GB0S, Sie03, SRLM10).
Signet [CWJ'21]. Significance [Bun02, CB06, FH18, GE04, HKZ'04,
JDSB04, JD05, KMMF20, KGK14, KBCBS11, KSG07, KT01, LMO03,
MLS*12, New08, Par07c, PM14, SGSN12, WGW*01, YS99, YHO1].
Significant [DS12, JMEB18, KNmS+22, KWA11, KE13, MGO6].
Significantly [LLZ19, LY99, VUR11]. Silencing [MSN*20]. Silico

[AF20, HWP20, MJCM22, MRS*18, PdB13, SVA*19, SJ18, GPRR12, Khald,
MSMF09, RKTS14]. SIMD [BCA96]. Similar [BSP*24, BGG07].
Similarities [DSN14, Ker03, ZYD21]. Similarity

[ADPH15, ACL15, BS06, BCA15, Buh03, CZY19, DKA*17, DHL00, DAE*19,
Erd05, EBK11, FADH17, GJL*21, HV09, KGK14, LWLL19, LN03, LDW 14,
LS04, MSBROS, MD03, OYY*+12, PGA*+11, SSH*10, SRF16, SG94, SB05,
TH17a, TH17b, WGC™21, WGS™23, YGP05, YZ17]. Similarity-Based
[CZY19]. Simple [BHKM22, CJD06, CvS24, FS08, Fom16a, Fom16b, Fom19,
GB08, GJL 22, GMSZ12, LSRR18, NR03, Ric06, Ris16, RCSS12, SDCF24,
TS96, WLFW03, WW18, ZZL00]. Simpler [ACL*21]. Simplification
[XZW15a]. Simplified [RBK94, SHG00, fW23, War95]. Simplifying
[Mye95]. Simulating [MN08, SHG00, SSLL22, TTTA07, YY18]. Simulation
[Ano21b, ABG103, Ben98, Boel8, Bril9, CY09, CEKP*13, CXW16, CAB*07,
JGB12, KM08, LSHLO4, PCS18, PJB*15, PYG+19, PZMM15, RS12, RMK* 18,
SVA*19, SMKS96, SAL09, SHG00, SHG02, TLP+14, YLZ+24, YMZ+12, dJ02].
Simulation-Aware [YLZ124]. Simulations

[HCX09, ISK99, KFC+11, MK06, RAKL10, TMC+18, YS19]. Simulator
[SLS23, WLF*23]. Simultaneous [BG97, BLC10b, CDH*16, COL™18,
HMY*19, QP09, RV15, SB05, TBPT13, WOW™ 14, ZZ14b, ZUGVWS10).
Simultaneously [ZCH"13]. Single

[ACBM18, AH20, AWM*17, BNA+12, BMS10, Boel8, BMR+19, CTC21b,
CWRF15, CL21a, CMS*25, CvS24, DSST22b, DSS*T22a, DSC*T22, DMW ™17,
EZFP+19, FSD*14, FLT21, GVA22, GWA*21, GSCG19, GMVC20,
HXL*+17, JLSL24, LSBS18, LWN*18, LLG+20, LDBj22, LQ23, LET+98,
MMA+21, MMKH15, MH22, MSM20, MLS*23, MM19, MM21, NFJ13,
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NBA*13, PM24, QFLL22, jQLsY+24, RS12, RSR+09, RBHT19, SCB14,
SCD*22, SH17, SZSA22, SDG107, SSLL22, TMGT20, WCLT18b,
cWxLIS*23, WLF13, WVT23, XSH*22, YWN11, ZMppVN22, ZLL*+22, ZL.22].
Single-Cell [BNAT12, CMS*25, CvS24, DSS*22b, DSS*+22a, DSC22,
FLT+21, GVA22, GWA*21, JLSL24, LSBS18, LLG*20, LDBj22, LQ23,
MMA+21, MH22, MSM20, MLS*23, MM21, NBA+13, QFLL22, jQLsY 24,
RBHT19, SCD+22, SH17, SZSA22, SSLL22, TMG+20, cWxLISt23, WVT23,
XSH'22, ZMppVN22, ZLL*22, Z1.22]. Single-Crossover [SDGT07].
Single-Cut [BMS10]. Single-Molecule [AWM™*17]. Single-Nucleotide
[ACBM18, EZFP*19, FSD*14, HXL*17, LWN*18, SCB14, WCL*18b,
WLF13]. Single-Point [CWRF15, NFJ13]. Single-Stranded [GMVC20].
Single-Trait [BMR"19]. Singleton [AMTY11, MA13]. Singular

[CFS+08, MEF24]. Sinusoidal [CL21b]. siRNA [HH14, MSN+20].
siRNA-Based [MSN'20]. Sister [LYF*19]. Site

[BG0S, CLM*16, HV07, LTS20, MS00, Nail8, REKH97, XLZ*24, YFBKO7,
YJC18, ZGBK10, PWKAF16]. Site-Directed [CLM*16, YFBK07, ZGBK10].
Sites [CZNF19, CGI*07, CGD09, GJZ06, JWL24, LDW98, LG22, LCY*05,
LJ05a, Mar94, MFJ*19, MRM*02, Pen20b, PZMM15, PKK97, SMKS96,
SSHO4, VS98, WOG03, XJL*22, Yan09, YLD*18]. Situ [FLT+21]. Six
[Kea97, ZLL120]. Six-Point [Kea97]. Size

[COV+15, FFM24, HATI11, HTZ 13, MTR*03, SLT24, WC04, Z6r15]. Sizes
[BJF+20, ZWO07]. Sizing [LVST07]. Skeletal [LL19a, LL19b]. Sketch
[SBK22]. Sketches [ZMK23]. Sketching [HMK24, MDK24]. Skewed
[FLS94]. Skipping [ZS11]. Sleep [RXH"20]. Sliding [LS08a]. SlimGene
[KSK*+11]. SLIQ [RCSS12]. Slow [MZC*18, WMK17). Slowly [KASMOS].
SMAD4 [NLC17]. Small

[ARC13, BFT04, DCL18, FFB20, KNmS*22, KDB+02, KAC17, LIK16,
MDK24, SHZ*24, SPC19, WG9S, ZKM21, SZY*20]. Small-World [SPC19].
Smallest [LTSA15]. Smith [GFET16, PB18, Zha97]. Smith-Waterman
[GFE'16]. Smooth [CEK*17]. Smoothing [DSN14, NHOV10]. snoRNA
[SSW20]. snoRNA-mRNA [SSW20]. SNP

[CTC21a, CFST08, HG11, LKW04, OH03, PMCB08, SGYBD05, SDG*07,
SFC11, TTTL17, War95, YLC*17]. SNP-Environment [YLC*17].
SNP-Hardness [War95]. SNPs [Li08, LLT06, WWZ*16, WTE25]. Social
[CK10]. Society [Prz24]. Socioeconomic [CD21]. Soft [vLSVt24].
Software [BSKgG23, BOB+23, FPD13, GBR17, GI95, HHZ*18, KLO18,
KBC19, MSN123, MKKK 17, TH17b, ZRNA20]. Solely [KFC*11]. Solution
[BCGT18, BS10, HAM 122, SSS20, Tak96]. Solutions

[CZW+19, CKS06, DFS94, DFS96, El120, Gus10, TRIN07, Xul0]. Solvable
[SLY06]. Solve [MTH11]. Solvent [DBM09, WAPMO05]. Solver [XLZ*18a].
Solving [AOH16, BSWY98|. Somatic

[DRT+25, LHW*22, SSKH*13, SLS23]. Some

[DHM 05, HP96, LLW03, SG12, YSC15]. Sorting

[BOO7, BMS06, BS10, BJF+20, CKAAHAF15, FHKR11, HV03, HL10,
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LLCTO05, LBJM11, OBDD19a, OBDD19b, OFS07, OFS08, OFS09, Sic03,
SKW23, SLRM09, SRLM10, Tra98, WR23, XLZ*18a, ZS17]. Source
[CRTO04, IFT14, MPG*16, ZRNA20]. Sources

[CHK™02, DOB95, LYH' 19, PX13, WHDN13]. Southern [Cal22]. Soybean
[LS23]. SP [Jus01]. SP-Score [Jus01]. SPA [SYYHO02]|. Space

[AB00, BS10, CHM94, DCH09, ETLK19, FT07, Geo09, GKS95, HSLO7,
HL13, Lat99, LMWO05, Lip05, MMA+21, MVP06, NBGA13, O'H15, OK0S,
RMK™*18, ST10, SFC11, WXS14, WW18, ZPD*10, ZCK17].
Space-Dependent [RMK™'18]. Space-Efficient [LMWO05, Lip05]. Spaced
[Kon07, Li09, NM14, PNPC20, XBLMO06, ZF07]. Spacers [Mye96]. Spaces
[BWGM17, LGD*10, OJFD18]. SPAdes [BNA*12]. Spanners [TS96].
Spanning [OKKS21]. Spark [SLL*17, HFUH19, LCG18]. Sparse

[AHKO08, AK08, BKWK*00, BET04, BGJ*04, ENS03, HLHO04, HH14,
JJGD16, KGLBK15, KMJ*20, KLZU06, LLD+16, PNMI15, WXS14,
cWxL1ST23, bYjHgZ 24, vUMWO0S]. Sparsely [SIC*09]. Sparsity

[CC09, TNSS13]. Spatial [BET00, CXW16, CSH*20, DAL*08, DLL*24,
MMEKH15, NSZ99, $S05a, SCD*22, YHEP15, ZPD*23]. Spatial-Temporal
[DAL*08]. SpatialCTD [DLL*24]. Spatially [HSD05, MFJ*+19]. Spatio
[BH15]. Spatio-Genetic [BH15]. Spatiotemporal [SB17]. SPatt [Nue04].
Special [AHIV23, Ano09b, Ano2la, BMM*23, CSZ18, CSZ20, CSPZ21a,
CSPZ21b, (SZ23b, CSZ23a, CKS12, CKS13, CKS14, CKS15, Chags,
CMSZ12, Cow20, Deil9a, EN22, Gus05, HASL18, HTH*+17, Ist99, Tst20,
IPSV22, JLmR*23, JIMR*21, Khal4, Kum22, Len02, MS24, MMN+21,
MV04, Miy06, Mye03, NV09, Pat24, Pat25, Pe’22a, Pe’22b, Pen22a, Pen22b,
Sch21a, Sch21b, Sha00, Tan23, VRGC18, WIP97]. Speciation

[CDEMO08, DAR23, OSC11]. Species [ADR13, BW12, Bay23, BF09,
DBHC24, DR15, DR17, DBT11, DCH09, EMV98, HJR12, HR22, JR12, JC22,
JBM15, LMWR21, LLCT05, LW22, LRNBJ10, MSR22, NWLS05, RDH04,
TRW23, TR11, VSGD0S, WLYC12, YSC15, ZF07]. Specific [BF02, BYL*20,
CN17, DBBM09, DCL18, GWM*21a, HZK22, HBW+05, KJmZ*22, Lail2,
LQ23, POP23, PSIM18, PYIM19, PKZ11, RJS02, SCH09, SZMZ19, SSZG24,
ShHGC20, TRS17, WCM*08, WWLC20, ZF07, LW12, RM18]. Specificity
[GC15, HD16, JC22, KGLBK15, LSADO05, ZDZ*20]. Spectra

[ABFT04, BG06, DB09, HPY03, LRL*07, WTE07]. Spectral

[Bar04, BG06, GBB15, MK11, QP09, WTE07, ZZHL11]. Spectrometry
[BBN11, B5c04, CJCOL, CKT+01, CLM*18, DAC+99, DBL*12, FNCOS,
KVM14, LFD03, LL05b, LC03b, MDTDO06, PDT00, SHRB11]. Spectrum
[DB09, DCPT08, RM21, WY21, YMxW21]. Spectrum-Based [DCP08].
Spectrum-Preserving [RM21]. Speeding [GFET16, SSC23]. Speeding-up
[GFE+16]. SPEM [YDN12]. Spherical [CGD09]. Spike [ABTP23, Pen20b].
Spiking [KKS22, WLF*23|. Spines [URB*19, UTD"20]. Splice

[LS98, Nail8, REKH97]. Splice-Site [Nail8]. Spliced [BMP*09, SP97].
Splicing [BH14, BBV+14, DMHM97, LDLZ12, Sam09, YB04, ZKC12].
Spline [BPL02]. Split [NK07, SK18, YYZ23]. Split-Step [YYZ23].
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Splitting [GDHCY95, WCL18a]. Spontaneous [CCL19]. Spots [DGW'13].
Spotted [KFDT02]. Spurious [BHKM22, DS12, DLFS22, SDCF24)].
Squamous [LTL20, TYS+20, WSCL18, WWLC20, WWC+20, YDG*20).
Square [KFCT11, KRD14, TSTS12]. Squared [WCL18a]. Squares
[JKG*04, KKA*15, PD20b]. Src [FDDKO7]. Stability

[MHS06, OJFD18, PYIM19, Prz07, RC06, RMWC16, ZFBK09]. Stable
[BKKSDO1, DBW17, GLM20, KMRGO09b]. Stacked [WYC*18]. Stacking
[IKL*03, LIL*20]. Stacks [CGSW14, GSW16, GIL*22]. Stage

[CDO08, LST*17, Li08, NCMS*21, WSS*15]. Stand [TaAF*22]. Standard
[ARRW99]. Star [SLL*17, ADR13, TRW23]. Start [XLZ"24]. Starting
[PV17]. Starting-Point [PV17]. State [ALR18, BR06, CNCK11, GLM20,
Gus10, MBRS11a, 0C00, PGAE04, PSB17, RLA*06, ZHY*20, ZCK17).
State-Space [ZCK17]. States [DBW17]. Stationary

[NHOV10, NVCW15, YY19]. Statistic [LZX12, Sch97b, SEV09]. Statistical
[AM20, AO0S8, AS19, BDM+07, CWL13, CWH*+22, CKL*+17, DMHMO97,
FH18, GMC08, Han09, HSD05, HKZ*04, Hual0, JDSB04, JD05, KMMF20,
KLS15, Kon09a, Kon09b, LMWR21, LBDVF10, LMSH03, MMHC98,
MLS+12, NKR 101, Par07c, PM14, PC05, RSW00, SGSN12, SPD95, SLO07,
SLRM09, TPH*09, TRIN07, XvdL05, YS23, YHB*03, YS99, YHO1].
Statistically [AS10, ARS17, BLQZ04, JMEB18, KWA11, TRW23).
Statistics [AB16, APC21, BG98, BG02, BHKM22, Che04, HY16a, JZ10,
KKA*15, KV19, MBVA07, MT99, Nic01, Nue04, OAR™ 24, Pia02, RCSW09,
SDCF24, WRSW10, WG08b, WES20]. Status [CK10]. Steady

[ALR18, PSB17]. Steady-State [ALR18, PSB17]. Steepest [LLWZ19].
Steiner [LAP03, TBP*13]. Stem [LLL*20, MSBROS, TLP*14, XLLS20].
Stemness [JLSL24]. Step [SLA12, SAL09, XJL*22, YYZ23]. Steps
[Fom16a, Fom16b, Fom19, OJOD"04]. Stepwise [HL16a, Mal98|. Steric
[GC15]. Sticker [RWB198]. Sticker-Based [RWB198]. Sticky [HWP20].
Stimulation [CEK"17]. Stochastic

[ABG+03, CY09, CCDB21, CKT16, CAB+07, DM17, EAA*09, GQO9,
GWO06, GK06, GMY10, HP96, IM14, MDWZ24, ML10, POP23, PZMM15,
RYZ23, RZK06, RSR*+09, SFR*18, SAL09, Sol09, SVL*10, TLP*14, WZ23,
WI05, YYZ23, YMM™*24, YYL19, ZH14]. Stomach [NCMS*21]. Storage
[HLY25, MNSV10]. Storing [FNC0S]. Storm [BZB*22]. STR [TEMM12].
Strand [RRGC95, TT12]. Stranded [GMVC20]. Strands [IPH18, PRSV08].
Strategies [Buh03, GI95, GNI12, HKS08, LTSA15, SVK10, SBAW9T7].
Strategy [Cha01, GPPT11, Kar95, KL.S15, RZK06, SLL*17]. Strength
[ZHQSO05]. Strengths [RND*23]. Streptophyte [ATLS07]. Stress

[BB04, JJY"20]. Stress-Induced [BB04]. Strikes [GGKS95]. String
[BVP+16, BVP*17, KSSK09, NSZ99, NM14, RM21, RG95, SD95, Zérl5).
Strings [AS95, SS95, WW19]. Strip [WZ10]. Stromal [SGCD19, WFL'20].
Strong [FB12, Fic95, GT16, KDBT02, LCY*05, LLW18]. Strong/Weak
[LLW18]. Structural [AT05, Ber95, BS97, CYP*T11, CSP*12, DPS*20,
DGW13, FvdBB16, FNPP02, GRM09, GZW*21, GJZ06, HDBZ0S,
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HVPBK13, HSHC15, HHC17, HASL1S, JHS06, JHA16, KEL15, LPFT14,
LN03, LCGW09, MZC*18, MKBC05, MVP06, MRS*18, MBK 03, NSAO0S,
PD16, PPV+14, PDAJFT08, RPW13, RL94, SFA17, SNW98, SSC23,
URB*19, WLST11, WY12, XZW15b, ZW19, ZRNA20|. Structurally
[Wil99]. Structure

[AP10, ACBM18, ADPH15, AO15, AOH16, AS95, AT05, BKWK™00, Bar04,
BDCKY03, BET00, BHPS99, BRZH15, BCA15, CL17, CCI*04, CSA9S,
CD18, CJS06, CA15, DMHM97, DQS*11, DSN14, DPR97, DCD19, DOKTOS5,
EJT00, ES06, FK06, FS08, GAWI19, GTAT04, GZW™16, GRM09, GWM™21a,
GWM*21b, GMS05, HPL*20, HI97a, HCS09, HBW 05, IFT14, JCZ08,
JGL11, JDSB04, JD05, KWM10, KKW10, KMRG09b, KX06a, KX06b, KX14,
KJmZ+22, LSBS18, LNW01, LBN94, LRV98, LSLt16, LLWZ19, LZC"23,
LNO1, Lie05, LS04, MDWZ24, MMG14, MYBK*11, MVP06, NBGA13, OB10,
PYIM22, PCGBK13, PD20b, RC07, RRFS98, RK96, RBH*19, SDMN19,
SLL08, SLB00, SHBT03, SJ18, Sun18, SKT08, VLZUBK07, VT06, WMDO06,
WYYT18, WDF24, WDAO1, WLS*11, WY12, WG08b, Wu96, XJB07, YJ04,
YKO5, ZGEZull, ZKWH17, ZLU+22, ZHY*20, ZFAS08]. Structure

[ZZ14b, Zhu07, vLSV*24]. Structure-Approximating

[GMS05, KMRGO09b]. Structure-Aware [LSBS18]. Structure-Based
[JGL11, VLZUBKO07]. Structure-Guided [PCGBK13|. Structured

[Eri09, KS99, MS00, MPVZ05, RYZ23, RCER21, RK96, RDR'02].
Structures

[APA17, AKG+13, ADS03, AHPR12, BLR16, BGTSB9S, BMP+09, BRS20,
BIPD17, Clo05, Clo06, CGZ04, EAFM24, GLMW13, HR0S, HR12a, HR12b,
HLR14, Han09, HM14, HPR09, IKL 03, JLMZ02, JTL*10, JHA16, KV17,
KXL08, KC18, KLW96, KT13, LLW*20, LBBV*18, LMP08, LSHL04, MR08a,
MZS*00, MN15, NS23, Neb02, NRW11, Par06, PVFB06, QR13, RW10, Rsd06,
RL94, SICT09, SGAMT12, SGT15, SRSD11, SDK16, SNWO04, Shil0a, Shil0Ob,
SPC19, TKO21, VILR10, WC07, WAM20, WSHB9S, WILK*12, ZZ14b]. STS
[GI95, SBT00]. Studies [BRO6, BZ0S, CTC21b, GAWI19, JCBX22, KBJO7,
KE13, LS17, Li08, LS23, RLK ™09, SMKS96, SLS23, SS01, TPHT09,
TaAFT22, VCY14, WAX22, WHJIE19, WES20, YL17, YK19, ZYB™04].
Study [AS02, Ano21b, BMY01, BCA96, BGL24, BMR+19, DPSW20,
DBBMO09, EBST22, FW12, GJL*21, GWM*21a, HSHT09, LDLZ12, LZBK15,
MBS*01, PdB13, RS12, RKTS14, RBKJ19, RMWC16, SCB14, SSH*10,
SHG02, TKTT05, WYY +18, WLXW22, WZZU07, WS04, YSC15, ZPX*10].
Studying [BV10, GPOP*17, MMA™'21]. Stumping [CvS24]. Subforest
[JHS06]. Subgraph [HLMR11, MZS*17, Wan94, ZZ10]. Subgroups
[MEF24]. Subject [TZP*13]. SubMAP [AKK11]. Submatrix [BDCKYO03].
Subnetwork [AKK11, CNCK11]. Subnetworks

[CPR22, CNCK11, LTsL24, RCER21]. Suboptimal [LC03b, SP97].
Subpopulation [Hual0, SLT24]. Subpopulations

[KKM*20, SDK16, SH17, WVT23]. Subroutine [AMOW10]. Subsampled
[TKSA24]. Subsequence [AC10]. Subsequences [WWZ19]. Subset
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[WA10]. Subsets [CBS™20]. Subspace [CCT09, WSW15, WZW10].
Substitution

[Bal95, CHJ05, ENS02, Hua08, LMTOL, LZ10, TDV24, WTM11].
Substitutions [SJ18, VST03]. Substrate [LSAD05]. Substrates [CDL*19).
Substring [RG95, TAA16, UBTC06, WWZ19]. Substrings [AHK'07, SS95].
Substructure [CHKK99, Shi07, TSTS12]. Substructures

[EPSV98, PSCP09, SDMN19]. Subtopologies [KLW96]. Subtree
[BSMA06, HL13, KLM11, Y2CW20]. Subtrees [RRNB13]. Subtype
[SSZG24]. Subtype-Specific [SSZG24]. Subtypes

[FRD*17, MMK™*21, WPL*19, YKPM20]. Subtyping [DWK*20]. Subunit
[SVAT19]. Succinylation [AWZ"17, XJL*22]. SuccSPred2.0 [XJL"22].
Sudoku [HY16b]. Sufficient [CBS*20, DDC*20, KKA'15]. Suffix

[CF14, MS00, SLL*17]. Suggests [CYF*20, SSW20, ZPC*18]. Sum
[GKS95, KS06, YJ04]. Sum-of-Pairs [GKS95, KS06, YJ04]. SUMMA
[AVS20]. Summaries [DM17]. Summarization [NSK09]. Summary
[Wo0099, WES20]. Summed [DLM10]. Super [JSN09, SYYHO02].
Super-Blocks [JSN09]. Superbubbles [PER'18]. Supercomputer
[WCZ*18]. SuperCurve [SLZH15]. Superfamilies [WZC96].
Superordinal [BDCG'98]. Superposition [KKAT15]. Superpositions
[WGO08b]. Superstrings [AS95]. SuperTAD [LZL24]. SuperTAD-Fast
[LZL24]. Supertypes [HKL07]. Supervised

[BZGT22, GWA ™21, MHL22, PLZX25, YTS12, ZMppVN22]. Support
[BRRO6, DHY02, JLSL24, LN03, NM14, PSG+20, SPSZ23, Yan09, YMOG,
YJEPO08, Zhol7]. Supra [BV20]. Supra-Bayesian [BV20]. Sure [LL23].
Surface [DBM09, FL94, HD10, SCC*98|. Surface-Based [SCC*98].
Surfaces [BGG07, LFT*98, RC06]. Surprise [ABL03, Elh11]. Surprises
[DHM"05]. Surprising [BFT04]. Survey [CHM94, CWH*22, GLMSO10].
Survival [BSB+05, CW09, LKBT16, LGC*09, WCL18a, ZZ20, ZWK™*20,
7QZ20, ZYD*19]. Susceptible [LS23, MDWZ24, WZ723, YYZ23).
Susceptible-Infected-Recovering [MDWZ24].
Susceptible-Infected-Susceptible [YYZ23]. Sustained [YY19]. SVLR
[GZWT21]. SVMs [LJ05a]. Swapping [ZGBK10]. Swaps [HV03]. Swarm
[BSP+25, CYY09, LLS*19, YLCC17]. Switch [AK07, ALR1S]. Switches
[DPS*20]. Switching [WZ23]. SWsnn [WLF*+23]. SYBR [BMN*07).
Symbolic [HLK*13]. Symmetric

[ATLS07, CYPT11, MK16, MYBK*11, MGSA06]. Symmetrical [KC18].
Symmetrization [DBT11]. Symplectic [LGD*10]. Symposium

[CSZ18, CSZ19, CSZ20, CSPZ21a, CSPZ21b, CSZ22, CSZ23b, CSZ23a,
HTH" 17, Pat24, Pat25]. Synchronize [RD09]. Synchronized [GQ09].
Syncmers [SDCF24]. Syndrome [DDK21, ES07, MXW 20, Tho21].
Synonymous [DT12, TVNP15]. Syntenic [LN01]. Synteny [MDBI11].
Synthesis [CL21a, DCL10, Kon09b, LCD11, Ore20]. Synthetase [LSADO05].
Synthetic [Amil2, GAWI19, LG22, PCC*11]. System

[FYJ18, FCV+07, LSY*05, LLS11b, OAHA94, SK17, SDFH98, SDFR16,
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TA21, Vij22, YDN12, ZDZ+20]. Systematic

[HRSC00, NME*15, QMMW11, SSV19]. Systemic [MXW+20, TZZY20].
Systems [BDKSY00, Ben98, CKS12, CKS13, CKS14, CKS15, DCL10,
EAM™17, FDDKO07, GSSI14, GSH17, GK06, 1120, JPR06, Jus06, KLV*13,
KK18, LZS09, MR95, PM24, PCC*+11, RRKT07, RMK*+18, dJ02].
Systems-Level [FDDKO07, LZS09].

T [BGH*08, HVD17, LZHC15, LCG18, SVA+19, SZMS02, ZYB+04]. T-Cell
[BGH*08, LZHC15, SZMS02, ZYB*04]. T-Coffee [LCG18]. T-GOWler
[HVD17]. T4 [BHPS99]. Table [MDO03]. Table-Driven [MDO03]|. Tables
[PK19]. Tabu [CYY09]. Tag [BDKSY00, MT06]. Tagging [LLT06].
TagSNP [LWLJ10]. Tailored [Ila20]. Taking [BG15]. Tales [BJ17]. Talk
[YHW18]. Taming [PMGE21]. TAMPA [DWS05]. Tandem

[Ben97, BGO6, CJCOL, CKT*01, DAC+99, DP07, FNC08, LSS01, LCO3b,
MTH11, NTWF11, TWY02, WYKG05, WTE07, WILK*+12]. Tandemly
[BLEMO0S, LBEMGO7]. TAP [WILK*12]. Target

[AKN*+06, AaHP*21, BOB*23, CN17, DCL18, HFUH19, LJCZ20, MLC10,
MRM*02, MDMC21, MDB11, OBA*23, PGA*11, WYC+18, WYLW21,
YBF19, ZZNM15, ZDZ"20]. Target-Specific [CN17]. Targeted

[FFSL22, KBKF17, Yua09]. Targeting [Khal4]. Targets

[AL25, GPRR12, GCB20, HHHS03, HSBS10, HMF07, KTT20, OSK™*15,
YYY*09, fZbMqW*20]. Task [MWL22]. Task-Optimized [MWL22]. Tasks
[MJR 24, NLH*23|. Tau [Sol09]. Tau-Leaping [Sol09]. Taxa

[CHP94, GLM16, TRS17]. Taxa-Specific [TRS17]. Taxon [ZGW22].
Taxonomic [CDH*16, FPRV18, ZMGN23]. Taxonomical

[LC03a, PIWR15]. Taxonomy [CF97, URBT19]. TCGA [Ano20, BR24].
Teaching [YCCL18]. Team [ZL09]. Teams [ZL09]. Technical [CKB"06].
Technique [ST10]. Techniques

[CBH*12, CCT09, CGZ04, DGFMSS16, FSZ02, FP11, SFR*18, WRS*99).
Technological [VRGC18]. Technologies [BLC10b, DKF09]. Technology
[LYPC13]. Teeth [BKPW95]. Tells [SPBB15]. Telomere [YYL19].
Temnothorax [Z2Z1.22, ZLP22]. Temperature [MSS10, RKTS14].
Template [DQS*T11, GHM 10, ZPD*10]. Template-Based [DQS™11].
Template-Free [ZPD110]. Temporal

[BCPS04, CC03, DAL*08, KBJ07, RSEK24, SKS*09, WYY*1§].
Temporally [CGT12]. Ten [JMPR23|. Tensor [QsYSxL23]. Term
[MRG*24]. Terms [DAE"19, LACB10]. Tessellation [STV96]. Test
[CTC21a, GE04, GNMEOL, HQ06, JZ10, KBCBS11, LH03, MK16, SDC*10,
SHE11, VY18, WMC04, ZPX+10]. Testing [Augl2, BMN+07, CTC21b,
CFS13, CD11, FCGD19, FDD21, FDDK07, GPCP11, HTZ+12, ITSHOO,
KVDC06, LCGT23, McP12, MSZW11, MLS+23, SSY*+22, ZHZ"16]. Tests
[BG23, DS03, LSY 05, MBC*18|. TetR [Amil2]. Tetraploids [WMC04].
Text [YQDW23]. Texts [HVD17]. Texture [HTM*22]. thaliana
[AJV*16, ZDZ*20]. Their
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[Ano21b, BSK05, BKPW95, BET00, CKB17, DAE*19, JFLL20, Khal4,
Kon07, Lie05, MDB11, MZM18, OKKS21, PTWB09, SKGG17, SH17,
SCSA*16, SLYC09, WZG*20a, WHC09, ZZUPY06]. Theorem [TA97].
Theoretic [GTAT04, 0JODT04, QGP10, SSB07, ZZ1.23a]. Theoretical
[BH11, DS19, PDSD06, WRSW10, Yu24]. Theories [YjDG'23].
Theories-Based [YjDG23]. Theory

[BSKg(G23, Bril9, CMK23, CJD06, DSV12, Erd05, Erwl9, GKgUS21,
GBBS07, Gus10, LCW16, LS05, MMPS18, NP09, NWLS05, OBS11, OFS07,
PU00, RBOS15, SSR21, SG15, SLO07, TA97, UGS19, Wen06, WI05, Fom16a).
Theory-Based [UGS19]. Therapeutic [AL25, PCGBK13, fZbMqW*20].
Therapy [EBS*22]. there [Tanll]. Thermodynamic [BDM*07, DMP*06].
Thermostability [XGD24]. Thiamine [YSC15]. Thinking [SW11].
Thoracic [AG23]. Though [BF98]. Thousands [Csu02]. Threading
[BRS99, GKG12, Lat99, MLS*12, SLB+97, XXCE00, ZRGHJ0S].
Threadingl [XXU98]. Three [BGTSB98, CYF20, CGZ04, EPSV98, HI96,
HD10, LZC+23, LCL+17, PB18, RBHT19, RL94, SDMN19, Shil0b, SBNS21,
TSTS12, WPL*19, WXY*24, Xu09, YHC19, ZLU*22]. Three-Dimensional
[BGTSBYS, CGZ04, EPSV9S, HD10, LZC*23, LCL*17, RBH*19, RLO4,
SDMN19, Shil0b, SBNS21, TSTS12, YHC19, ZLU+22]. Three-Eighths
[HI96]. Threshold [AFCK09, CFS13, CD11, HTZ*12, HIAM20).
Thresholding [BGL24]. Thriving [RKTS14]. Throughput

[BBN11, BLC10b, CLM*16, CAC*23, CBG*14, DDC*20, FCR*13,
FCV+07, GSN11, GNT12, KS11, LDB+07, OBDV16, SSLMW10, SBRG:20,
TPH*09, ZHQS05, ZZUPY06]. ThurGood [SMM*04]. Thyroid

[CWST21, JZZ*19]. Tianhe [WCZ*118]. Tianhe-2 [WCZ'18]. TIGR
[Ano00]. Tile [AS23]. Tiled [PB18]. Tiling [BBD*04, FMH06, Pic08]. Tilt
[WZG*20b, ZLU"22]. Time

[AB00, BMY01, BJGG*03, BV10, BS98, BBN24, CFS*08, CH15, CDH* 06,
CLS11, CJS12, DM17, DLML10, DFG06, DEH10, FSZ02, FHKR11, FA12,
GK18, GMC08, GK06, Gui98, GKS95, HI97a, HMY 14, HG18, HJ14, KLM11,
KKI18, KT01, KM08, LYLT04, LMWR21, LLL*20, LCL*+17, MFJ*19, Mor19,
RLH13, RLVCVR17, SLL+23, Shil0a, Shil0b, SVP19, SDC+10, SRLMI0,
SLY06, TRW23, URB*19, WMD06, WW18, WW19, ZZS17, ZZL22, ZF05).
Time-Course [GK18, HMY 14, KK18]. Time-Dependent

[SVP19, URB*19]. Time-Frequency [LCL"17]. Time-Resolved [MFJ*19)].
Time-Series [BJGG103, FSZ02, LLL"20]. Time-Varying [BBN24|. Times
[BNN12, FB12]. Timing [CK09]. Tissue

[BDBF00, CSH*20, GSS*20, JC22, POP23, SSH*20]. Tissue- [POP23].
Tissues [CLLL20, SCD*22]. TNF [JKG*04]. TNF-Induced [JKG*04].
Toggle [AKO07]. Tolerance [HTZ"12, QbMyD'19, YY18]. Tolerant
[GHM™*10, HL03, PDT00, SP97, WCC*06, ZHZ*16]. Tomato [CJ22].
Tomograms [ZLU'22]. Tomography [AG23, WZG'20b]. Too [KKM™20].
Tool [AMOW10, AP09, BK10, BVP*16, CLM*16, CTC21b, CW13, CF14,
DC16a, DWS05, DSG+08, FDW20, FJAOB18, GWM*21b, HD10, KBKF17,
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KLO18, LDBj22, MM21, NXL*15, NBB18, PRC+24, PPL*23, RUCRIS,
SBRG20, WWZ"16, WZH'18, WT17, YRG19, ZMGN23, ZZC*24].
Toolbox [AHK 02, AAoS*23, WZCY21]. Toolkit [HWP20]. Tools
[AFR*08, DAE*19, GSH17, KLC*11, PSG*20]. Top [CLM™*18, PRC*13].
Top-Down [CEM*18, PRC"13]. Topographic [MSMP19]. Topological
[BF09, CMvH15, EBK11, LLW03, LWLL19, Mat10, Par07a, QR13, SHZ*+24,
TWO05, WAM20, XZW15a]. Topologically [DBW17, LZ124]. Topology
[AR06, AHPR12, BRZH15, BHK*10, CHP94, GST10, IJCL12, RND*23].
Topology-Based [[JCL12]. Topology-Free [BHK'10]. Toric

[SS05b, SS05¢]. Torsional [WCC98]. Toxicogenomics [GSH17]. TPX2
[BRC20]. Traces [MNO08]. Tracing [NS18, SP11]. Tracking

[NFHM21, SS23|. Tractability [WZ10]. Tractable [LTsL24]. Trade
[WAX22]. Trade-offs [WAX22]. Training [BOB*23, MJR*24, YJEPOS].
Trait [BMR*19, CFE+13, LHC02, NMH13, WXS14]. Traits

[FL17, KLS15, LQPET10, yWCF06]. Trajectory [CMS*25]. Trans [DC16a].
Transactivation [CDC'11]. Transcript

[ADRS24, DKK20, DMR*+03, HHJ*13, 0024, YYJ19, ZMK22].
Transcription [ALR18, BZMM16, Che06, GGU13, GJZ06, HL16b, KS12,
KDL*94, LDLZ12, LZBK15, MYS*20, Pic08, RRKT07, RSR*09, SNQT14,
SKS*T09, TS04, XLZ"24, YJ06, YYY 109, YJC18]. Transcriptional [FS08,
GKO06, JFLL20, KV08, LZS09, LL19b, MSRS24, OFE14, SKP*12, XvdL05)].
Transcriptome

[JFLL20, KBC19, LFJ11, MNIK*09, SM20, WLXW22, ZPD*23].
Transcriptomic

[DLL*24, FRD*17, KMUK22, MLOT17, SCD*22, SK18, WVT23).
Transcriptomics [CMS*25]. Transcripts [DDAT11, DC16a, FMHO06].
Transducers [ENS03]. Transduction

[ADD*07, BS09, BMR09, CXW16, EAM*17]. TRANSFAC [KDL*94].
Transfer [AFCK09, BBGS11, BAK13, BG17, CLM*18, LCG+22, RS13,
ST10, TGTG19, WZG*20a, XSH*22]. Transform [BVP+19, CGD09, HG18,
LMWO05, LCL+17, NHOV10, RJS02, TKSA24, YS23, YYW14, ZWJ18].
Transformation [PL06, ZZS17]. Transformations

[AMR20, BP06, KC18, PLSM*06, YF09]. Transformed [JZ10].
Transformer [NLH'23|. Transforming [GB08, Prz98]. Transforms
[KL98, Lip05]. Transition

[CL17, CMS*25, FLS94, HR12b, VST03, WS04, YZ08]. Transitions
[DPS*20]. Translation

[CZNF19, DT12, LJ05a, RM00, WOG03, WMK17, ZMppVN22]. Translator
[XSHT22]. Translocations [BMS06, HL10, OFS07, OFS08].
Transmembrane [Tho21, TS96]. Transmission [KV23, SK17, YMM*24].
Transport [DSS*22a, TS96]. Transposable [ZPC*18]. Transposition
[AODD22, AOJ*23, MWDO02, WW18]. Transpositions

[AODD21, BO07, FHKR11, HL10, OBDD19a, OBDD19b, SKW23].
Transpositions* [CKdAHdF15]. Transposons [CS00]. Transversal
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[DHWZ06]. Traversal [BSSZ*20a, BSSz*20b, SODT11]. Treatment
[DCL18, SCB14, SSS*21, VCY14]. Tree [AO15, AOH16, AR06, ADR13,
ARS17, AH20, ARSW22, AL07, BHRV00, BCG*18, CHP94, CC06, CF14,
DJK199, DJK*00, DHV06, GMC*14, GYZ19, GKM*10, GMSZ12, HD16,
HR22, HP97, HL13, HNW99, JK96, LW22, MSS+22, ML04, MS00, MSR22,
NWN10, QEk24, Sal95, SDFHI8, SV97, SY22, SCSA+16, SLL*17, SZUP0G,
TR11, VVO7, WAM20, War05, WZ24, ZL09, ZZ10, Zhal6, CJS12].
Tree-Based [Zhal6]. Treelike [RS13]. Trees

[AFBS95, AA18, ARC13, AS19, BW12, Bay23, BSB*05, BG17, Bry96,
BBWE09, CDFC00, CMvH15, Csu02, DR15, DR17, DCH09, EMV98, HSG22,
HZNF06a, HZNF06b, HJR12, HMUO06, HLMS08, JRS19, JR12, JS03, KVZ24,
KPW11, KVK08, LAP03, LPW05, LMWR21, LRV21, LMSH03, ML00, ME12,
Mat10, MBRS11b, MTF+12, OKKS21, PJB*15, PMF*03, Prz07, SHRB11,
SLA12, SK18, SSH94, SW11, SHCM18, TRW23, VSGD08, WG98, WTMI1,
WF12, Wul3, WZ24, YWN11]. Trefoils [MKBCO05]. Trend [KPW11, RS13].
Trends [Wo099]. Tri [WHDN13]. Tri-Factorization [WHDN13].
Triangular [ABD"97]. Triggered [CLM*18]. Trimer [NLC17]. Trios
[KWBN19]. Triple [JSZ'20, LSY 05, SPSZ23, WY12]. Triple-Negative
[SPSZ23]. Triples [MN15]. Triplet [HR22, JR17, JRS19]. Triplet-Based
[HR22]. Triplets [JLRS18, LZ10]. Triplex [Sell3]. tRNA

[MSN*20, SSZC95]. tRNA-Ligases [MSNT20]. trpzip2 [HCX09]. True
[DQS*11, SRV9S]. Truncated [GSCG19, RYZ23, YYZ23]. Tsukuba
[Hor01]. Tuberculosis [ZLW*20, MSN*20, YM06]. Tumor

[ACL+21, AMS*22, COV+15, COL*+18, DRT+25, DLL*24, DMW*17,
HMY*19, LLG+20, LLS11b, MMA*+21, RNH18, RH19, RV15, SSKH* 13,
SRB*25, SWS*20, SLT24, ZEKKR18, ZPG+24]. Tumors [TKSA24].
Tuning [LYS20]. Tuple [HJD17, BS98]. tuples [WY11]. Turner [WCO07].
Turnover [SDFR16]. Turnpike [EHFK24]. Twenty [AANT20].
Twenty-One [AAN'20]. Twist [[PH18]. Two

[AGH*18, AFR+08, CD08, DLM10, FH18, GP13, GNMEO1, GGM12, JG11,
LST+17, LBN94, LDLZ12, LL19a, MSS10, MBC*18, MJS24, PBIS,
PTWB09, PD16, PSG*20, PL06, RDH04, SLA12, SWS+20, SDC*10, TP11,
VFOK18, WSS+15, WW19, XJL+22, YHC05, YDN02, ZLU+22, ZPX+10].
Two-Color [PTWB09, TP11, YHC05]. Two-Dimensional

[GP13, PL06, ZLU*22]. Two-Exponential [AGH'18]. Two-Layered
[LDLZ12]. Two-Level [LBN94, VFOK18]. Two-Locus [JG11, ZPXT10].
Two-Sample [SDC*10]. Two-Sex [GGM12]. Two-Species [RDH04].
Two-Stage [CD08, LST+17, WSS*15]. Two-Step [XJL122]. Two-Way
[MBC*18, MJS24]. Type [CYZ*20, DSC*+22, DLL*24, LQ23, MH22,
RMWC16, SGP11, SVP19, WFC25]. Types

[ADR24, BB15, FCS12, LL19a, MWL22, PWCN02]. typhi [SVA*19].
typhimurium [MTYH09]. Typing [TEMM12]. Tyrosine

[CYZ+20, GAWT19].
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U [AG23, CN17, NZM+25]. U-Net [AG23, NZM*25]. uF2 [KKe23]. Ultra
[MNG*15, OBS11, RLVCVR17]. Ultra-Large [MNG* 15, RLVCVR17].
Ultra-Perfection [OBS11]. Ultrabubbles [PER'18|. Ultrafast [CW13].
Unaligned [BTZ06, HPDLW09, MCO08, YZWZ13|. Unambiguous [McC09].
Unassigned [BKWK'00, ZRZD11]|. Unbalance [FBV15].
Unbalance-Aware [FBV15]. Unbalanced [AOJ*23, AH20]. Unbiased
[FPRV18, LKBT16, WP11]. Uncertain [BGJ*04, EHFK24, ODNW21].
Uncertainty [CRB18, WHY 13, WGS™'23]. Uncovering

[PNIM17, PYIM22, PM24]. Uncovers [POP23]|. Under-represented
[Sch97b]. Underexpression [GPRR12]. Undergoing [BHKM22].
Undergraduate [Cal22]. Underlying [SM09]. Undermines [ZTD*22].
Underrepresentation [LMS96]. Understand [SPSZ23, WPS'25].
Understanding [Bril9, TPK03]. Unequal [AEBT04]. UNet

[JAJ24, TKSA24]. Unexplained [CCL*19]. Unfolding [GMEO1, NES22].
UNIFAN [LDBj22]. Uniform [LAF*14, LQ23, Par98, SY22]. Unifying
[WES20]. Uninfected [RFH*25]. UNIPred [FBV15]. Unique

[AKWZ95, CJK 197, DFS94, DFS96, JM97, STRT96, WWC™20]. Unit
[CFE*13]. United [HCX09]. United-Residue [HCX09]. Units [CDHT16].
Universal [BDKSY00, BDHK*+04, JLY08, KMUK22, PQBB0S, ZKM21].
University [Cal22]. Unknown [LHL16, SMS13, SS07, WDF24]. Unknowns
[SMS13]. Unlabeled [ABR16]. Unordered [HMU06, MTF*12]. Unpruned
[HIJD17]. Unraveling [DGFMSS16]. UNRES [HCX09]. Unrooted

[Prz98, WTE25]. Unstructured [OB16]. Unsupervised

[AVS20, FKZ09, LDBj22, PD20a, PMAP13, PX13]. Untyped [LL11].
Unusual [ABLX00, ABL03]. Unveiling [MJS24, Par24]. Unwanted [LG22].
Up-Down [CC11]. Updating [Ham12, MK06]. Upon [YK19]. Upper
[AP10, CFH13, GP13, KLM11, LTI10, WG08a, ZZL22]. UPSEC [MCO08].
Upstream [TMLT02]. URMS [YKO05]. URMS-RMS [YKO05|. Urokinase
[CRT*17]. Usage [FPS22, SLYC09, TVNP15, XLZ+24]. Use

[Che04, FKO06, LR00, RLK*09, SG94, TM22, XLZ13]. Useful [MBS*01].
User [JHA16, KV17, OAR'24, RUGR18|. User-Defined [JHA16]. Uses
[Ale08]. Using

[AL25, AMWO07, ACKK19, AOH16, AOAAH17, AOJ+23, AKWZ95, AS22,
APF+20, AMS*22, AS02, ADS03, AZ11, APC21, ASZ+16, AT08, AG23,
AAN*20, Augl2, AS19, BHL*18, BYGI12, BMH21, BBC16, BMR09, BG11,
BCG'18, BBEM09, BRR06, BRS99, BLP*22, BMN*(07, BFL05, BBH'07,
BK08, Bsc04, BG17, BP16, BFP13, BT02, CL17, CBH*12, CBS*20, CCT09,
CD18, CAB*T07, CKZ*19, CCPT17, CYY09, CZY19, CGZ04, CGD09Y,
CHK*02, COV*15, DB09, DZM*03, DGW*13, DPSW20, DM20, DDK21,
DAL*08, DPR97, DMW+17, DMR+03, DLFS22, DWK*20, EFM12, ET07,
EAM*17, ENS02, ENS03, EHC*13, FZF 20, FRD*17, FCR"13, FS99,
Frell, FLNP00, FDDK07, GMF*08, GGU13, GYA"23, GLM20, GB06,
GCD20, GZW'21, GWM™21a, HG11, HMY*14, HMN21, HHE13, HWH*13,
HH14, HYJ*19, HL10, HG18, HHC06, HFUH19, JCZ08, JM97, JMPR23].
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Using [JG11, JAJ24, JBBW10, KXL08, KKS*15, KW14, KIYM13, KV23,
KK11, KMP08, KWA11, KK22, KLKH11, KST96, KS06, KSK*+11, KCHO4,
KL98, KPP+22, LWN*18, 1,898, LDW98, LRSG07, LTCH11, LBN94, LSG04,
LLS11b, LLWT20, LXS24, LYH'19, LQ23, LBJM11, LCWG06, LWZ21,
MSS*22, ML00, ML22, ME12, MPZL23, MDK24, MS00, MRG™24, MDO0O,
MRY*23, MEF24, MSN*+20, MDB11, MTF+12, NWN+10, NS18, Nou21,
NBB18, OYB18, PK11, PP23, PD20a, Par06, Par07a, Parl0, PCS18,
PTWB09, PFK17, PWKAF16, PE20, PO04, QP09, RMS02, RNH18, RM21,
RBOS15, RPW13, RRFS98, RK96, RHST21, ROB'22, SM20, SPSZ23, Sal95,
SLL08, SPD18, SVD14, SSS20, SS07, SFR™ 18, SSC23, SB21, SOD*11, SH17,
SSTM19, SAM06, SMC™*15, SK18, SZSW09, SBAW97, TBL18, TKT*05,
TZZY20, TBB00, VA17, WCM™08]. Using

[WHY 13, WMC14, WSS*15, WYC*18, WCL*18b, WTY19, WGC™'21,
WMC04, WHO6, WTE07, WA10, WY11, WYLW21, XAB*15, XYX 122,
XvdL05, YS23, YGP05, Yan09, YJ04, YMO06, ZB15, ZRZD11, ZZC*24, Z1.01,
ZHS05, ZMK23, ZCZ123, ZWZ16, Zhol7, ZM16]. Utility [MA19).
Utilization [PAST13]. Utilizing [Ore20, TKSA24].

v2 [PRC'24]. Vaccinated [WZ23]. Vaccination [LBSB17, ZZN10).
Vaccine [LZHC15, SVA*19, UBGFD*19]. Validate [AJYJ18]. Validated
[MPZ*20]. Validation

[BZ08, KAC17, PMG*16, RRKT07, SWK+07, SSW20, WHW*06].
Validatory [MDTDO06]. Value

[BFT04, JZZ*19, Kei05, LSG04, MEF24, SM20, TSTS12, WZL19).
Value-Based [SM20]. Valued [FL17, LLW18, SSY*22]. Values

[CAB+07, FBJO4, Met06, SBC05, SS01, UGS19, VY18, WG08b, YS10, YY18].
Variability [JONK17, NKR*01]. Variable

[ARSW22, CL17, MLC10, RS12, RLK*09, RBEB13, SSHO4].
Variable-Length [CL17, RBEB13]. Variables [BYGI12, HL16a, MGW™07].
Variance [BS98, KMC00, SRV98]. Variant

[CBG*14, FDW20, GZW+21, HMN21, LS17, LHW+22, TYSX19, WLAT18].
Variant-Kudu [FDW20]. Variants

[AWM™*17, BBV+14, HXL*17, JUN+23, KLS15, LPFT14, LS23, MMK™*21,
MRY*23, MRS*18, $S23, TGA24, WHJIE19]. Variation

[CCT15, CD18, CKZ*19, CKB+06, CHK*02, FDW20, GG04, KWBN19,
Lail2, NWN'10, RMC™*05, SFA17, TZB*23, WHY 13, WSS03]. Variational
[WG08a, YYM™23, YT22]. Variations [ACBM18, LLKX16, WHC09].
Varies [LM03]. Varying [BBN24, HL16b, ZKC12]. Vasculitis [WQZ*19].
Vavien [EBK11]. Vector [BRR06, DHY02, JLSL24, KKA*15, LYL+04,
LN03, NM14, SPSZ23, VA17, WTY19, Yan09, YMO06, YJEPOS, Zhol7].
Vectors [FBJ04, Jus06]. Vegas [SP97]. Vegetation [KG24]. VEGFA}
[MXW*20]. Verified [GE17, HLL13]. Versatile [PCC*11, WZCY21].
VERSE [ZKC12]. Versions [GF16]. Versus [CRTT17, GMY10, TS96].
Vertex [BHL'18]. Vertices [BHL"18]. Very [HLH04, KYSE1(]. Via



88

[BHRV00, MMK*21, Sef25, SIGW+23, S$J18, ADP+08, ABR16, AMS97,
BGHY04, CTC21a, CJCO1, CKT+01, CLRT05, CC06, z2CULW20, CT07,
DACT99, DKK20, DPS*20, DWMT22, DBL*12, FPSD22, GM07, Gru9s,
GLMW13, GKM*10, GMSZ12, Gus10, HHX16, HSL07, HL16a, JHN*23,
KKC*22, KJmZ*22, LPWO05, LZL*23, LWLJ10, LZY*23, LC03b, MGVS14,
MJS24, MDMC21, NK07, NSK09, NTWF11, OFS07, PYIM22, PKSB1S,
PLSM*06, QbMyD+19, QLW20, RBEB13, RC24, SDDI*08, SAL09, SGP11,
TBP+13, WHDN13, WHD15, Wen05, WGW+01, XJS07, ZKM21]. Viability
[SDFR16]. Viaducts [Boh24]. Vibrio [LLCT05]. Victor [Tos05].
Victor/FRST [Tos05]. Videos [PLSL18]. ViDis [JZL20]. View
[QsYSxL23, VRGC18, VY18]. Viewpoint [HA12]. Vigna [JJY120]. Viral
[AV18, BBH*21, CRB18, JHN*23, KV23, LRD19, Pen20a, PMAP13, SF12,
TZP+13, ZSB+23, SCSA*+16]. virDTL [ZSB+23]. VirE2 [GMVC20]. Virion
[Z2Y23]. Virtual [ALB*19, MNO§]. Virulence [MTYHO09]. Virus
[AWM*17, CCH*19, LBSB17, SAM06, STP18, WWH17, YMM*24, ZYD21].
Virus-Associated [CCH'19]. Viruses

[DBBMO09, HY16a, SLYC09, TAJZ23]. VisBicluster [ASE20]. Visual
[HSL*24]. Visualization [ASE20, HL13, MZM18, PSP21, TPH*09, XL18].
Visualizing [DCW'17, GBR17, ODNW21, WZH'18, WZCY21]. Vital
[CYF'20]. Vitro [COL'18]. Vivo} [DCV*T07, KKS*15]. Volumes [FW12].
Voting [XWLJO0S].

Waiting [BV10, BNN12]. Walk [DZS24, MBLZ09]. Walks

[HBRWO06, bYjHgZ*24]. Waterborne [CD21]. Waterman

[Ano2la, GFET16, IPSV22, PB18, PVR22]. Watershed [NZM*25].
Watershed-Based [NZM*25]. Wave [WLF13]. Wavelet

[HBRWO06, HLG18, HG18, KMZ+10, NHOV10, NVW14, NVCW15, YS23)].
Wavelet-Based [KMZ"10]. Way [LLJS19, MBC'18, MJS24]. Ways
[MAN16]. Weak [LLW18|. Weaknesses [RND'23]. Weavings [Erd05].
Web [DCW*17, HSG22, HWP20, JJH*+21, KGO18, MM21, PRC*24,
PBMC17, PSP21, WWZ*16, WZHT18, WZCY21, ZMGN23, ZW23, ZFAS0S].
Web-Based [HSG22, HWP20, MM21, PRC*24, WWZ'16, ZW23].
Web-Server [ZFAS08]. Webserver [GH16]. Weight

[GGU13, LLW18, Zho10]. Weighted

[AMRO7, BO07, BK0S, CHS17, CIM*06, HLL13, JK96, LS23, LDW+14,
LSSD18, NXGL20, Nou21, OBDD19b, PMP*15, SPW22, TPSB19, WWZY19].
Welch [Jen09]. Were [XWJZ20]. Whale [BKPW95]. WhatsHap
[PMP*15]. Wheeler [BVP119, LMWO05, Lip05]. Where

[CPFP24, TaAF+22]. Which [NMG*05, YF09]. While [GDHC95].
Whither [Ano94]. Whole [BH11, BFP13, CC12, CF14, DCSE11, DBBMO09,
HMY*+19, HZH*+10, LPW05, LRM11, Lip05, Vij22, ZS17, ZZS08).
Whole-Genome [BFP13, HMY 119, LRM11]. Wide

[CTC21b, FZE+20, ISB12, IP09, JJY*20, JCBX22, LYMDO03, LZHC15,
LZBK15, LLT06, LWLJ10, LZX12, PPL*23, TPH09, WCM™*08, WAX22,
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WGS*23, WES20, ZPC*18, ZPX*10, KE13, LLKX16]. Wiener [YYZ23].
Wild [CJ22, RMWC16]. Wild-Type [RMWC16]. Wildcards [AO15].
Window [LS08a, MDK24]. Winnowing [BZW'00]. Wiring [MRO08D].
Wirings [HSH*09]. Wise [PRT08]. WITCH [SPW22]. Within

[GT16, HVD17, MSRS24, HI96, Tanll, TLK*06, WHC09, YYZ*+10, ZZS08].
Without [BHKM22, IM14, KV19, LG22, PMAP13, SNW04, SDCF24,
TZZY20, WHL17, ZBM98, AT05, HLMR11, HP96]. Wnt [AF20, HXL*20].
Wobble [WMK17]. Wobble-Pairing [WMK17]. Word

[AaHP*21, BLF14, CZC10, DAE*19, MCC01, RS01, Sch00, SKMOS5].
word2vec [RYY22]. WordPress [BP17]. Words

[ABLX00, ABL03, GML20, LMS96, RS98, RSW00, Sch97b]. Work [IP19)].
Workbench [NCC*96]. Workflow [MPG'16, OAR*24, TYSX19)].
Workplace [LCG123]. Workshop

[Anollb, HSHC15, JLmR*23, DNZ17, DND+19, HHC17, HASL1S]. World
[SPC19, YS19]. Worst [CMLTZU14]. Wrap [MKBCO05]. Wrap-and-Pack
[MKBCO05]. Wrapper [RLK"09]. Wrong [HQO6].

X [KAC17]. X-ray [KAC17]. XGBoost [WZL*21].

Y-DNA [Ves12]. Y-Linked [GGM12]|. Years [Ano2la. Yeast

[BL02, CGOT10, FS08, FKZ09, KYSE10, LZS09, SIK*05, TRB*09, WMK17].
Yggdrasil [AL07]. Yielding [ALR18].

Z [Ano20]. Zebrafish [LJP20]. Zernike [GRM09]. Zero [DLFS22, Jiall,

PLL16, WVT23]. Zero-Inflated [DLFS22, PLL16]. Zeta [MMK™'21]. Zigzag
[CGSW14]. Zinc [TWYO02]. Zipper [ODPBI18]. Zseq [AR17].
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