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o Paper IF Citations

219 ydentificationIandIanalysisIofIfunctionalIelementsIinIaNIofItheIhumanIgenomeIbyItheIuNsOtuIpilotI
projectXINatureVI2007VIddgVIgiiWhaf 50.4 4121

218 yntegrationIofIexternalIsignalingIpathwaysIwithItheIcoreItranscriptionalInetworkIinIembryonicIstemI
cellsXICellVI2008VIaccVIaaZfWag 56.2 1978

217 qnIoestrogenWreceptorWalphaWboundIhumanIchromatinIinteractomeXINatureVI2009VIdfbVIehWfd 50.4 1243

216 qIglobalImapIofIpecItranscriptionWfactorIbindingIsitesIinItheIhumanIgenomeXICellVI2006VIabdVIbZgWai 56.2 958

215 uxtensiveIpromoterWcenteredIchromatinIinteractionsIprovideIaItopologicalIbasisIforItranscriptionI
regulationXICellVI2012VIadhVIhdWih 56.2 882

214 wenomeWwideIsurveyIofIrecurrentIxrVIintegrationIinIhepatocellularIcarcinomaXINaturegGeneticsVI
2012VIddVIgfeWi 36.3 627

213 sTsvWmediatedIfunctionalIchromatinIinteractomeIinIpluripotentIcellsXINaturegGeneticsVI2011VIdcVIfcZWh 36.3 503

212 WholeWgenomeImappingIofIhistoneIxcILysdIandIbgItrimethylationsIrevealsIdistinctIgenomicI
compartmentsIinIhumanIembryonicIstemIcellsXICellgStemgCellVI2007VIaVIbhfWih 18 489

211 uxploitingIindirectIneighboursIandItopologicalIweightItoIpredictIproteinIfunctionIfromI
proteinWproteinIinteractionsXIBioinformaticsVI2006VIbbVIafbcWcZ 7.2 455

210 qIcommonIryïIdeletionIpolymorphismImediatesIintrinsicIresistanceIandIinferiorIresponsesItoI
tyrosineIkinaseIinhibitorsIinIcancerXINaturegMedicineVI2012VIahVIebaWh 50.5 433

209 wlobalImappingIofIcWïycIbindingIsitesIandItargetIgeneInetworksIinIhumanIrIcellsXIProceedingsgofg
thegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2006VIaZcVIaghcdWi 11.5 411

208 WholeWgenomeIsequencingIidentifiesIrecurrentImutationsIinIhepatocellularIcarcinomaXIGenomeg
ResearchVI2013VIbcVIadbbWcc 9.7 371

207 qssemblathonIajIaIcompetitiveIassessmentIofIdeInovoIshortIreadIassemblyImethodsXIGenomeg
ResearchVI2011VIbaVIbbbdWda 9.7 364

206 zmjdcIcontributesItoItheIcontrolIofIgeneIexpressionIinILαSWactivatedImacrophagesXIEMBOgJournalVI
2009VIbhVIccdaWeb 13 332

205 shromatinIconnectivityImapsIrevealIdynamicIpromoterWenhancerIlongWrangeIassociationsXINatureVI
2013VIeZdVIcZfWcaZ 50.4 313

204 wenomicIportraitIofIresectableIhepatocellularIcarcinomasjIimplicationsIofIκraIandIvwvaiI
aberrationsIforIpatientIstratificationXIHepatologyVI2014VIfZVIaigbWhb 11.2 272

203 uvaluationIofImethodsIforImodelingItranscriptionIfactorIsequenceIspecificityXINaturegBiotechnology
VI2013VIcaVIabfWcd 44.5 268
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202 TelomeraseIdirectlyIregulatesINvW˛”rWdependentItranscriptionXINaturegCellgBiologyVI2012VIadVIabgZWha 23.4 241

201 weneIidentificationIsignatureIRwySSIanalysisIforItranscriptomeIcharacterizationIandIgenomeI
annotationXINaturegMethodsVI2005VIbVIaZeWaa 21.6 218

200 shyqWαuTItoolIforIcomprehensiveIchromatinIinteractionIanalysisIwithIpairedWendItagIsequencingXI
GenomegBiologyVI2010VIaaVIκbb 18.3 199

199 wenomeWwideImutationalIsignaturesIofIaristolochicIacidIandIitsIapplicationIasIaIscreeningItoolXI
SciencegTranslationalgMedicineVI2013VIeVIaigraaZa 17.5 194

198 LethalWgIisIdownWregulatedIbyItheIhepatitisIrIvirusIxIproteinIandItargetsIsignalItransducerIandI
activatorIofItranscriptionIcXIJournalgofgHepatologyVI2010VIecVIegWff 13.4 186

197 SalldIregulatesIdistinctItranscriptionIcircuitriesIinIdifferentIblastocystWderivedIstemIcellIlineagesXI
CellgStemgCellVI2008VIcVIedcWed 18 171

196 sellularIreprogrammingIbyItheIconjointIactionIofIuκ˛–VIvOXqaVIandIwqTqcItoIaIligandWinducibleI
growthIstateXIMoleculargSystemsgBiologyVI2011VIgVIebf 12.2 151

195 wenomeWwideImappingIofIκuLqRpfeSIbindingIidentifiesIubvaIasIaItranscriptionalIactivatorIrecruitedI
byINvWkapparIuponITLκdIactivationXIMoleculargCellVI2007VIbgVIfbbWce 17.6 149

194 OperajIreconstructingIoptimalIgenomicIscaffoldsIwithIhighWthroughputIpairedWendIsequencesXI
JournalgofgComputationalgBiologyVI2011VIahVIafhaWia 1.7 139

193 yntegrationIofIregulatoryInetworksIbyIN–XcWaIpromotesIandrogenWdependentIprostateIcancerI
survivalXIMoleculargandgCellulargBiologyVI2012VIcbVIciiWdad 4.8 125

192 qαWb˛‡IregulatesIoestrogenIreceptorWmediatedIlongWrangeIchromatinIinteractionIandIgeneI
transcriptionXIEMBOgJournalVI2011VIcZVIbefiWha 13 123

191 qnIxïïIapproachItoIgenomeWwideIidentificationIofIdifferentialIhistoneImodificationIsitesIfromI
shyαWseqIdataXIBioinformaticsVI2008VIbdVIbcddWi 7.2 122

190 qIsignalWnoiseImodelIforIsignificanceIanalysisIofIshyαWseqIwithInegativeIcontrolXIBioinformaticsVI
2010VIbfVIaaiiWbZd 7.2 116

189 WholeWgenomeIreconstructionIandImutationalIsignaturesIinIgastricIcancerXIGenomegBiologyVI2012VI
acVIκaae 18.3 110

188 UsingIindirectIproteinWproteinIinteractionsIforIproteinIcomplexIpredictionXIJournalgofgBioinformaticsg
andgComputationalgBiologyVI2008VIfVIdceWff 1 103

187 ymmuneIgenesIareIprimedIforIrobustItranscriptionIbyIproximalIlongInoncodingIκNqsIlocatedIinI
nuclearIcompartmentsXINaturegGeneticsVI2019VIeaVIachWaeZ 36.3 99

186 teletionIofItheIWtdZIdomainIofILκκ–bIinIZebrafishIcausesIαarkinsonismWlikeIlossIofIneuronsIandI
locomotiveIdefectXIPLoSgGeneticsVI2010VIfVIeaZZZiad 6 96

185 ïultiplexIsequencingIofIpairedWendIditagsIRïSWαuTSjIaIstrategyIforItheIultraWhighWthroughputI
analysisIofItranscriptomesIandIgenomesXINucleicgAcidsgResearchVI2006VIcdVIehd 20.1 96

(2006-2012)

3



184 qIgenomicIsurveyIofIpositiveIselectionIinIrurkholderiaIpseudomalleiIprovidesIinsightsIintoItheI
evolutionIofIaccidentalIvirulenceXIPLoSgPathogensVI2010VIfVIeaZZZhde 7.6 91

183 StructuralIvariationIdetectionIusingInextWgenerationIsequencingIdatajIqIcomparativeItechnicalI
reviewXIMethodsVI2016VIaZbVIcfWdi 4.6 89

182 αuWqssemblerjIdeInovoIassemblerIusingIshortIpairedWendIreadsXIBioinformaticsVI2011VIbgVIafgWgd 7.2 89

181 ctIchromosomeImodelingIwithIsemiWdefiniteIprogrammingIandIxiWsIdataXIJournalgofgComputationalg
BiologyVI2013VIbZVIhcaWdf 1.7 86

180 κecurrentIvusionIwenesIinIwastricIsancerjIsLtNahWqκxwqαbfIynducesILossIofIupithelialIyntegrityXI
CellgReportsVI2015VIabVIbgbWhe 10.6 84

179 vusionItranscriptsIandItranscribedIretrotransposedIlociIdiscoveredIthroughIcomprehensiveI
transcriptomeIanalysisIusingIαairedWundIdiTagsIRαuTsSXIGenomegResearchVI2007VIagVIhbhWch 9.7 80

178 wenomeWwideImappingIofIïycIbindingIandIgeneIregulationIinIserumWstimulatedIfibroblastsXI
OncogeneVI2012VIcaVIafieWgZi 9.2 75

177 qlgorithmsIforIsombiningIκootedITripletsIintoIaIwalledIαhylogeneticINetworkXISIAMgJournalgong
ComputingVI2006VIceVIaZihWaaba 1.1 72

176 shyqWαuTIanalysisIofItranscriptionalIchromatinIinteractionsXIMethodsVI2012VIehVIbhiWii 4.6 69

175 somprehensiveIlongWspanIpairedWendWtagImappingIrevealsIcharacteristicIpatternsIofIstructuralI
variationsIinIepithelialIcancerIgenomesXIGenomegResearchVI2011VIbaVIffeWge 9.7 68

174 somprehensiveIevaluationIofIcommonIgeneticIvariationIwithinILκκ–bIrevealsIevidenceIforI
associationIwithIsporadicIαarkinsonPsIdiseaseXIHumangMoleculargGeneticsVI2005VIadVIcediWef 5.6 68

173 TranscriptionalIconsequencesIofIgenomicIstructuralIaberrationsIinIbreastIcancerXIGenomegResearchVI
2011VIbaVIfgfWhg 9.7 67

172 OseltamivirIringIprophylaxisIforIcontainmentIofIbZZiIxaNaIinfluenzaIoutbreaksXINewgEnglandg
JournalgofgMedicineVI2010VIcfbVIbaffWgd 59.2 66

171 αroteinIsubcellularIlocalizationIpredictionIforIwramWnegativeIbacteriaIusingIaminoIacidI
subalphabetsIandIaIcombinationIofImultipleIsupportIvectorImachinesXIBMCgBioinformaticsVI2005VIfVIagd 3.6 59

170 wenomicIacquisitionIofIaIcapsularIpolysaccharideIvirulenceIclusterIbyInonWpathogenicIrurkholderiaI
isolatesXIGenomegBiologyVI2010VIaaVIκhi 18.3 58

169 TargetIgeneIanalysisIbyImicroarraysIandIchromatinIimmunoprecipitationIidentifiesIxuYIproteinsIasI
highlyIredundantIbxLxIrepressorsXIPLoSgGeneticsVI2012VIhVIeaZZbgbh 6 56

168 somputingItheImaximumIagreementIofIphylogeneticInetworksXITheoreticalgComputergScienceVI2005
VIcceVIicWaZg 1.1 54

167 qssociationImappingIviaIregularizedIregressionIanalysisIofIsingleWnucleotideWpolymorphismI
haplotypesIinIvariableWsizedIslidingIwindowsXIAmericangJournalgofgHumangGeneticsVI2007VIhZVIgZeWae 11 53
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166 qnIefficientIstrategyIforIextensiveIintegrationIofIdiverseIbiologicalIdataIforIproteinIfunctionI
predictionXIBioinformaticsVI2007VIbcVIccfdWgc 7.2 51

165
tifferentialItranscriptomicIanalysesIrevealedIgenesIandIsignalingIpathwaysIinvolvedIinI
ionoWosmoregulationIandIcellularIremodelingIinItheIgillsIofIeuryhalineIïozambiqueItilapiaVI
OreochromisImossambicusXIBMCgGenomicsVI2014VIaeVIiba

4.5 49

164 ynferringIaIlevelWaIphylogeneticInetworkIfromIaIdenseIsetIofIrootedItripletsXITheoreticalgComputerg
ScienceVI2006VIcfcVIfZWfh 1.1 48

163 UsingIindirectIproteinIinteractionsIforItheIpredictionIofIweneIOntologyIfunctionsXIBMCg
BioinformaticsVI2007VIhISupplIdVISh 3.6 47

162 qISpaceIandITimeIufficientIqlgorithmIforIsonstructingIsompressedISuffixIqrraysXIAlgorithmicaVI
2007VIdhVIbcWcf 0.9 45

161 OptimizationIandIclinicalIvalidationIofIaIpathogenIdetectionImicroarrayXIGenomegBiologyVI2007VIhVIκic 18.3 44

160 TαecIintronIaIhotspotIrearrangementsIareIspecificItoIsporadicIosteosarcomaIandIcanIcauseI
LiWvraumeniIsyndromeXIOncotargetVI2015VIfVIggbgWdZ 3.3 43

159 TheIrrmWxtqscWurmIrepressorIcomplexIsuppressesIdedifferentiationIinItrosophilaItypeIyyI
neuroblastIlineagesXIELifeVI2014VIcVIeZaiZf 8.9 43

158 suNTtySTjIdiscoveryIofIcoWassociatedIfactorsIbyImotifIdistributionXINucleicgAcidsgResearchVI2011VIciVIWciaWi20.1 42

157 ratïethjIimprovedImapperIforIbisulfiteIsequencingIreadsIonItNqImethylationXIGenomegBiologyVI
2012VIacVIκhb 18.3 41

156 rreakingIaITimeWandWSpaceIrarrierIinIsonstructingIvullWTextIyndicesXISIAMgJournalgongComputingVI
2009VIchVIbafbWbagh 1.1 40

155 shromatinIloopsIassociatedIwithIactiveIgenesIandIheterochromatinIshapeIriceIgenomeI
architectureIforItranscriptionalIregulationXINaturegCommunicationsVI2019VIaZVIcfdZ 17.4 39

154 tecodingIcomplexIpatternsIofIgenomicIrearrangementIinIhepatocellularIcarcinomaXIGenomicsVI
2014VIaZcVIahiWbZc 4.3 39

153 qnIuvenIvasterIandIïoreIUnifyingIqlgorithmIforIsomparingITreesIviaIUnbalancedIripartiteI
ïatchingsXIJournalgofgAlgorithmsVI2001VIdZVIbabWbcc 39

152 ynherentIsignalsIinIsequencingWbasedIshromatinWymmunoαrecipitationIcontrolIlibrariesXIPLoSgONEVI
2009VIdVIeebda 3.7 38

151
teregulatedIdirectItargetsIofItheIhepatitisIrIvirusIRxrVSIproteinVIxrxVIidentifiedIthroughI
chromatinIimmunoprecipitationIandIexpressionImicroarrayIprofilingXIJournalgofgBiologicalgChemistry
VI2009VIbhdVIbaidaWbaied

5.4 36

150 αroteinIstructureIandIfoldIpredictionIusingITreeWqugmentedInaˆflveIrayesianIclassifierXIJournalgofg
BioinformaticsgandgComputationalgBiologyVI2005VIcVIhZcWai 1 34

149 ïotifVoterjIaInovelIensembleImethodIforIfineWgrainedIintegrationIofIgenericImotifIfindersXI
BioinformaticsVI2008VIbdVIbbhhWie 7.2 33

(2008-2007)
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148 κootedIïaximumIqgreementISupertreesXIAlgorithmicaVI2005VIdcVIbicWcZg 0.9 33

147 qItecompositionITheoremIforIïaximumIWeightIripartiteIïatchingsXISIAMgJournalgongComputingVI
2001VIcaVIahWbf 1.1 32

146 UltraWsuccinctIrepresentationIofIorderedItreesIwithIapplicationsXIJournalgofgComputergandgSystemg
SciencesVI2012VIghVIfaiWfca 1 31

145 αredictingIκNqIsecondaryIstructuresIwithIarbitraryIpseudoknotsIbyImaximizingItheInumberIofI
stackingIpairsXIJournalgofgComputationalgBiologyVI2003VIaZVIihaWie 1.7 31

144 qIcorrelatedImotifIapproachIforIfindingIshortIlinearImotifsIfromIproteinIinteractionInetworksXIBMCg
BioinformaticsVI2006VIgVIeZb 3.6 28

143 vastIrelativeILempelâ��ZivIselfWindexIforIsimilarIsequencesXITheoreticalgComputergScienceVI2014VIecbVIadWcZ 1.1 25

142 ratïisjIaIfastIalgorithmIforIkWmismatchImappingXIBioinformaticsVI2012VIbhVIbabbWh 7.2 25

141 qnIqκWuκwItranscriptionalIsignatureIdefinedIbyIlongWrangeIchromatinIinteractomesIinIprostateI
cancerIcellsXIGenomegResearchVI2019VIbiVIbbcWbce 9.7 24

140 tetectionIofIgenericIspacedImotifsIusingIsubmotifIpatternIminingXIBioinformaticsVI2007VIbcVIadgfWhe 7.2 23

139 qpproximateIstringImatchingIusingIcompressedIsuffixIarraysXITheoreticalgComputergScienceVI2006VI
cebVIbdZWbdi 1.1 23

138 αuTWTooljIaIsoftwareIsuiteIforIcomprehensiveIprocessingIandImanagingIofIαairedWundIdiTagIRαuTSI
sequenceIdataXIBMCgBioinformaticsVI2006VIgVIciZ 3.6 22

137 LinkedItynamicITriesIwithIqpplicationsItoILZWsompressionIinISublinearITimeIandISpaceXI
AlgorithmicaVI2015VIgaVIifiWihh 0.9 21

136
xαVWsstsaZfIintegrationIaltersIlocalIchromosomeIarchitectureIandIhijacksIanIenhancerIbyI
threeWdimensionalIgenomeIstructureIremodelingIinIcervicalIcancerXIJournalgofgGeneticsgandg
GenomicsVI2020VIdgVIdcgWdeZ

4 21

135 αathogenIchipIforIrespiratoryItractIinfectionsXIJournalgofgClinicalgMicrobiologyVI2013VIeaVIideWec 9.7 21

134 ynferringIphylogeneticIrelationshipsIavoidingIforbiddenIrootedItripletsXIJournalgofgBioinformaticsg
andgComputationalgBiologyVI2006VIdVIeiWgd 1 21

133 somputationalImodelingIofIoligonucleotideIpositionalIdensitiesIforIhumanIpromoterIpredictionXI
ArtificialgIntelligencegingMedicineVI2005VIceVIaZgWai 7.4 21

132 qlgorithmsIinIrioinformatics 21

131 SuccinctIdataIstructuresIforISearchableIαartialISumsIwithIoptimalIworstWcaseIperformanceXI
TheoreticalgComputergScienceVI2011VIdabVIeagfWeahf 1.1 19
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130 wWακyïuκjIgreedyIalgorithmIforIselectingIminimalIprimerIsetXIBioinformaticsVI2004VIbZVIbdgcWe 7.2 18

129 qnIintegratedIpackageIforIbisulfiteItNqImethylationIdataIanalysisIwithIyndelWsensitiveImappingXI
BMCgBioinformaticsVI2019VIbZVIdg 3.6 16

128 XenopusItropicalisIwenomeIκeWScaffoldingIandIκeWqnnotationIκeachItheIκesolutionIκequiredIforIynI
VivoIshyqWαuTIqnalysisXIPLoSgONEVI2015VIaZVIeZacgebf 3.7 16

127 ïodelIgeneInetworkIbyIsemiWfixedIrayesianInetworkXIExpertgSystemsgWithgApplicationsVI2006VIcZVIdbWdi 7.8 16

126 ynferenceIofISpatialIOrganizationsIofIshromosomesIUsingISemiWdefiniteIumbeddingIqpproachIandI
xiWsItataXILecturegNotesgingComputergScienceVI2013VIcagWccb 0.9 16

125 qnIORmIlogImSWTimeIqlgorithmIforItetectingISuperbubblesXIIEEEyACMgTransactionsgong
ComputationalgBiologygandgBioinformaticsVI2015VIabVIggZWg 3 15

124 shromatinIinteractionInetworksIandIhigherIorderIarchitecturesIofIeukaryoticIgenomesXIJournalgofg
CellulargBiochemistryVI2011VIaabVIbbahWba 4.7 15

123 LocalizedImotifIdiscoveryIinIgeneIregulatoryIsequencesXIBioinformaticsVI2010VIbfVIaaebWi 7.2 15

122 sonstructingIaISmallestIκefiningIwalledIαhylogeneticINetworkXILecturegNotesgingComputergScienceVI
2005VIbfeWbhZ 0.9 15

121 vindingIShortIκightWxandWonWtheWWallIWalksIinIwraphsXILecturegNotesgingComputergScienceVI2005VIabgWaci0.9 15

120 qnIintrinsicImechanismIcontrolsIreactivationIofIneuralIstemIcellsIbyIspindleImatrixIproteinsXINatureg
CommunicationsVI2017VIhVIabb 17.4 14

119 LargeWscaleIevolutionaryIsurveillanceIofItheIbZZiIxaNaIinfluenzaIqIvirusIusingIresequencingIarraysXI
NucleicgAcidsgResearchVI2010VIchVIeaaa 20.1 14

118 USyNwIyNtyκusTIακOTuyNWακOTuyNIyNTuκqsTyONSIvOκIακOTuyNIsOïαLuXIακutysTyONI2007VI 14

117 qILinearISizeIyndexIforIqpproximateIαatternIïatchingXILecturegNotesgingComputergScienceVI2006VIdiWei 0.9 14

116 somprehensiveIanalysisIofItranscriptomeIprofilesIinIhepatocellularIcarcinomaXIJournalgofg
TranslationalgMedicineVI2019VIagVIbgc 8.5 13

115 qpproximateIStringIïatchingIUsingIsompressedISuffixIqrraysXILecturegNotesgingComputergScienceVI
2004VIdcdWddd 0.9 13

114 qISpaceIandITimeIufficientIqlgorithmIforIsonstructingIsompressedISuffixIqrraysXILecturegNotesging
ComputergScienceVI2002VIdZaWdaZ 0.9 13

113 qItecompositionITheoremIforIïaximumWeightIripartiteIïatchingsIwithIqpplicationsItoI
uvolutionaryITreesXILecturegNotesgingComputergScienceVI1999VIdchWddi 0.9 13

(1999-2004)
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112 αlatformIcomparisonIforIevaluationIofIqL–IproteinIimmunohistochemicalIexpressionVIgenomicI
copyInumberIandIhotspotImutationIstatusIinIneuroblastomasXIPLoSgONEVI2014VIiVIeaZfege 3.7 12

111 sompressedIyndexesIforIqpproximateIStringIïatchingXIAlgorithmicaVI2010VIehVIbfcWbha 0.9 12

110 TheIyntegratorIsomplexIαreventsItedifferentiationIofIyntermediateINeuralIαrogenitorsIbackIintoI
NeuralIStemIsellsXICellgReportsVI2019VIbgVIihgWiifXec 10.6 11

109 LongIspanItNqIpairedWendWtagIRtNqWαuTSIsequencingIstrategyIforItheIinterrogationIofIgenomicI
structuralImutationsIandIfusionWpointWguidedIreconstructionIofIampliconsXIPLoSgONEVI2012VIgVIedfaeb 3.7 11

108 SLiïIonItietjIfindingIshortIlinearImotifsIonIdomainIinteractionIinterfacesIinIαroteinItataIrankXI
BioinformaticsVI2010VIbfVIaZcfWdb 7.2 11

107 StructuralIalignmentIofIκNqIwithIcomplexIpseudoknotIstructureXIJournalgofgComputationalgBiologyVI
2011VIahVIigWaZh 1.7 11

106 OperajIκeconstructingIOptimalIwenomicIScaffoldsIwithIxighWThroughputIαairedWundISequencesXI
LecturegNotesgingComputergScienceVI2011VIdcgWdea 0.9 11

105 sκqïjIsompressedIκandomIqccessIïemoryXILecturegNotesgingComputergScienceVI2012VIeaZWeba 0.9 11

104 yncreasingIconfidenceIofIproteinWproteinIinteractomesXIGenomegInformaticsVI2006VIagVIbhdWig 11

103 SimultaneouslyIlearningItNqImotifIalongIwithIitsIpositionIandIsequenceIrankIpreferencesIthroughI
expectationImaximizationIalgorithmXIJournalgofgComputationalgBiologyVI2013VIbZVIbcgWdh 1.7 10

102 ïoreIefficientIperiodicItraversalIinIanonymousIundirectedIgraphsXITheoreticalgComputergScienceVI
2012VIdddVIfZWgf 1.1 10

101 αolynomialWtimeIalgorithmsIforIbuildingIaIconsensusIïULWtreeXIJournalgofgComputationalgBiologyVI
2012VIaiVIaZgcWhh 1.7 10

100 αrobabilisticIpredictionIofIproteinWproteinIinteractionsIfromItheIproteinIsequencesXIComputersging
BiologygandgMedicineVI2006VIcfVIaadcWed 7 10

99 qIlinearIsizeIindexIforIapproximateIpatternImatchingXIJournalgofgDiscretegAlgorithmsVI2011VIiVIcehWcfd 9

98 αartialIconvexIrecoloringsIofItreesIandIgalledInetworksXIACMgTransactionsgongAlgorithmsVI2011VIgVIaWbZ 1.2 9

97 weneralItechniquesIforIcomparingIunrootedIevolutionaryItreesI1997VI 9

96 NextWgenerationIsequencingIofIapoptoticItNqIbreakpointsIrevealsIassociationIwithIactivelyI
transcribedIgenesIandIgeneItranslocationsXIPLoSgONEVI2011VIfVIebfZed 3.7 9

95 vastIκelativeILempelWZivISelfWindexIforISimilarISequencesXILecturegNotesgingComputergScienceVI2012VIbiaWcZb0.9 9
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94 ymprovedIqlgorithmsIforIsonstructingIsonsensusITreesXIJournalgofgthegACMVI2016VIfcVIaWbd 2 9

93 TranSurVeyorjIanIimprovedIdatabaseWfreeIalgorithmIforIfindingInonWreferenceItranspositionsIinI
highWthroughputIsequencingIdataXINucleicgAcidsgResearchVI2018VIdfVIeabb 20.1 9

92 ymprovedIqpproximateIStringIïatchingIUsingIsompressedISuffixItataIStructuresXILecturegNotesging
ComputergScienceVI2005VIcciWcdh 0.9 9

91 ratqlignjIanIincrementalImethodIforIaccurateIalignmentIofIsequencingIreadsXINucleicgAcidsg
ResearchVI2015VIdcVIeaZg 20.1 8

90 ydentifyingIdifferentialIhistoneImodificationIsitesIfromIshyαWseqIdataXIMethodsgingMoleculargBiologyVI
2012VIhZbVIbicWcZc 1.4 8

89 somputingIaIsmallestImultilabeledIphylogeneticItreeIfromIrootedItripletsXIIEEEyACMgTransactionsg
ongComputationalgBiologygandgBioinformaticsVI2011VIhVIaadaWg 3 8

88 ymprovedIqpproximateIStringIïatchingIUsingIsompressedISuffixItataIStructuresXIAlgorithmicaVI
2008VIeaVIbihWcad 0.9 8

87 savityIïatchingsVILabelIsompressionsVIandIUnrootedIuvolutionaryITreesXISIAMgJournalgong
ComputingVI2000VIcZVIfZbWfbd 1.1 8

86 ynferringIaILevelWaIαhylogeneticINetworkIfromIaItenseISetIofIκootedITripletsXILecturegNotesging
ComputergScienceVI2004VIdfbWdga 0.9 8

85 κeconstructingIrecombinationInetworkIfromIsequenceIdatajItheIsmallIparsimonyIproblemXI
IEEEyACMgTransactionsgongComputationalgBiologygandgBioinformaticsVI2007VIdVIcidWdZb 3 7

84 sαSWtreejIqIsompactIαartitionedISuffixITreeIforItiskWbasedIyndexingIonILargeIwenomeISequencesI
2007VI 7

83 LocalIgappedIsubforestIalignmentIandIitsIapplicationIinIfindingIκNqIstructuralImotifsXIJournalgofg
ComputationalgBiologyVI2006VIacVIgZbWah 1.7 7

82 vastIandIaccurateIprobeIselectionIalgorithmIforIlargeIgenomes 7

81 rriefIoverviewIofIbioinformaticsIactivitiesIinISingaporeXIPLoSgComputationalgBiologyVI2009VIeVIeaZZZeZh 5 6

80 TheIïaximumIqgreementIofITwoINestedIαhylogeneticINetworksXILecturegNotesgingComputerg
ScienceVI2004VIehaWeic 0.9 6

79 uxploitingIyndirectINeighboursIandITopologicalIWeightItoIαredictIαroteinIvunctionIfromI
αroteinWαroteinIynteractionsXILecturegNotesgingComputergScienceVI2006VIaWa 0.9 6

78 rioinformaticsIqpplicationsIinIwenomicsXIComputerVI2012VIdeVIegWfc 1.6 5

77 sonstructingItheIκTIsonsensusITreeIofITwoITreesIinISubcubicITimeXIAlgorithmicaVI2013VIffVIcbiWcde 0.9 5

(2013-2016)
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76 tWSLyïïuκjIdomainWSLiïIinteractionImotifsIminerIforIsequenceIbasedIproteinWproteinIinteractionI
dataXIJournalgofgProteomegResearchVI2011VIaZVIebheWie 5.6 5

75 qIvasterIandIïoreISpaceWufficientIqlgorithmIforIynferringIqrcWqnnotationsIofIκNqISequencesI
throughIqlignmentXIAlgorithmicaVI2006VIdfVIbbcWbde 0.9 5

74 SurVirusjIaIrepeatWawareIvirusIintegrationIcallerXINucleicgAcidsgResearchVI2021VIdiVIecc 20.1 5

73 ymprovedIqlgorithmsIforIsonstructingIsonsensusITreesI2013VI 4

72 ymprovedIqlgorithmsIforIïaximumIqgreementIandIsompatibleISupertreesXIAlgorithmicaVI2011VIeiVIaieWbad0.9 4

71 vastIalgorithmsIforIcomputingItheItripartitionWbasedIdistanceIbetweenIphylogeneticInetworksXI
JournalgofgCombinatorialgOptimizationVI2007VIacVIbbcWbdb 0.9 4

70 NewsIsportsIvideoIshotIclassificationIwithIsportsIplayIfieldIandImotionIfeatures 4

69 somputingItheIïaximumIqgreementIofIαhylogeneticINetworksXIElectronicgNotesgingTheoreticalg
ComputergScienceVI2004VIiaVIacdWadg 0.7 4

68 qutomaticIconstructionIofIonlineIcatalogItopologiesXIIEEEgTransactionsgongSystemsvgMangandg
CyberneticsvgPartgC:gApplicationsgandgReviewsVI2002VIcbVIchbWcia 4

67 αredictingIκNqIsecondaryIstructuresIwithIarbitraryIpseudoknotsIbyImaximizingItheInumberIofI
stackingIpairsI2001VI 4

66 κootedIïaximumIqgreementISupertreesXILecturegNotesgingComputergScienceVI2004VIdiiWeZh 0.9 4

65 ïoreIufficientIαeriodicITraversalIinIqnonymousIUndirectedIwraphsXILecturegNotesgingComputerg
ScienceVI2010VIafgWaha 0.9 4

64 xistoneIlysineImethyltransferaseIαrWsetgYSuTthIpromotesIneuralIstemIcellIreactivationXIEMBOg
ReportsVI2021VIbbVIeeZiid 6.5 4

63 vastIandIaccurateIprobeIselectionIalgorithmIforIlargeIgenomesI2003VIbVIfeWgd 4

62 qILinearITimeIqlgorithmIforItheIrWwatheringIαroblemIonItheILineIRuxtendedIqbstractSXILectureg
NotesgingComputergScienceVI2019VIefWff 0.9 3

61 sWigjIcompressedIrepresentationIofIWiggleYredwraphIformatXIBioinformaticsVI2014VIcZVIbedcWeZ 7.2 3

60 tiscoveringIinteractingIdomainsIandImotifsIinIproteinWproteinIinteractionsXIMethodsgingMolecularg
BiologyVI2013VIiciVIiWbZ 1.4 3

59 OnIfindingItheIqdamsIconsensusItreeXIInformationgandgComputationVI2017VIbefVIccdWcdg 0.8 3
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58 sonstructingIphylogeneticIsupernetworksIbasedIonIsimulatedIannealingXIMoleculargPhylogeneticsg
andgEvolutionVI2012VIfcVIgchWdd 4.1 3

57 SimultaneouslyILearningItNqIïotifIalongIwithIytsIαositionIandISequenceIκankIαreferencesI
throughIuïIqlgorithmXILecturegNotesgingComputergScienceVI2012VIceeWcgZ 0.9 3

56 κrWfinderjIanIimprovedIdistanceWbasedIslidingIwindowImethodItoIdetectIrecombinationI
breakpointsXIJournalgofgComputationalgBiologyVI2008VIaeVIhhaWih 1.7 3

55 LuqκNyNwIwuNuINuTWOκ–IUSyNwITyïuWtuLqYutIrqYuSyqNINuTWOκ–XIInternationalgJournalgong
ArtificialgIntelligencegToolsVI2006VIaeVIcecWcgZ 0.9 3

54 uffectiveIalgorithmsIforItagISNαIselectionXIJournalgofgBioinformaticsgandgComputationalgBiologyVI
2005VIcVIaZhiWaZf 1 3

53 vasterIqlgorithmsIforIaWïappabilityIofIaISequenceXILecturegNotesgingComputergScienceVI2017VIaZiWaba 0.9 3

52 qlgorithmsIforItheIïajorityIκuleIRUSIsonsensusITreeIandItheIvrequencyItifferenceIsonsensusITreeXI
IEEEyACMgTransactionsgongComputationalgBiologygandgBioinformaticsVI2018VIaeVIaeWbf 3 2

51 toItripletsIhaveIenoughIinformationItoIconstructItheImultiWlabeledIphylogeneticItreeoXIPLoSgONEVI
2014VIiVIeaZcfbb 3.7 2

50 TxuIbdTxIyNTuκNqTyONqLIsONvuκuNsuIONIwuNOïuIyNvOκïqTysSVIwyWbZacVIyNISyNwqαOκuXI
JournalgofgBioinformaticsgandgComputationalgBiologyVI2013VIaaVIacZbZZc 1 2

49 NonWsharedIedgesIandInearestIneighborIinterchangesIrevisitedXIInformationgProcessinggLettersVI
2004VIiaVIabiWacd 0.8 2

48 TheIunhancedItoubleItigestIαroblemIforItNqIαhysicalIïappingXIJournalgofgCombinatorialg
OptimizationVI2003VIgVIfiWgh 0.9 2

47 qlgorithmsIforINextWwenerationISequencing 2

46 vasterIqlgorithmsIforIsomputingItheIκTIsonsensusITreeXILecturegNotesgingComputergScienceVI2014VIdadWdbe0.9 2

45 qIStreamlinedIandIweneralizedIqnalysisIofIshromatinIymmunoαrecipitationIαairedWundIdiTagItataXI
LecturegNotesgingComputergScienceVI2008VIacZWaci 0.9 2

44 teterminingItheIsonsistencyIofIκesolvedITripletsIandIvanITripletsXILecturegNotesgingComputerg
ScienceVI2017VIhbWih 0.9 2

43 ïethxaplojIcombiningIalleleWspecificItNqImethylationIandISNαsIforIhaplotypeIregionI
identificationXIBMCgBioinformaticsVI2020VIbaVIdea 3.6 2

42 qSïdbjIaIcomprehensiveIdatabaseIforIalleleWspecificItNqImethylationIinIdiverseIorganismsXINucleicg
AcidsgResearchVI2021VI 20.1 2

41 κiceuNsOtujIqIcomprehensiveIepigenomicIdatabaseIasIaIriceIuncyclopediaIofItNqIulementsXI
MoleculargPlantVI2021VIadVIafZdWafZf 14.4 2

(2021-2012)
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40 xyVytbjIanIaccurateItoolItoIdetectIvirusIintegrationsIinItheIhostIgenomeXIBioinformaticsVI2021VI 7.2 2

39 qnIufficientIqlgorithmIforItheIκootedITripletItistanceIretweenIwalledITreesXIJournalgofg
ComputationalgBiologyVI2019VIbfVIhicWiZg 1.7 1

38 SurVyndeljIimprovingIsNVIcallingIfromIhighWthroughputIsequencingIdataIthroughIstatisticalItestingXI
BioinformaticsVI2019VI 7.2 1

37 somputingItheIκootedITripletItistanceIretweenIαhylogeneticINetworksXILecturegNotesging
ComputergScienceVI2019VIbiZWcZc 0.9 1

36 I2006VI 1

35 SUrTκuuITκqNSvuκItySTqNsuIvOκItuwκuuWtIαxYLOwuNyuSXIInternationalgJournalgofgFoundationsg
ofgComputergScienceVI2004VIaeVIhicWiZi 0.6 1

34 rreakingIaItimeWandWspaceIbarrierIinIconstructingIfullWtextIindices 1

33 qdaptiveIcontrolIofIhybridizationInoiseIinItNqIsequencingWbyWhybridizationXIJournalgofg
BioinformaticsgandgComputationalgBiologyVI2005VIcVIgiWih 1 1

32 ufficientIydentificationIofIkWslosedIStringsXIInternationalgJournalgofgFoundationsgofgComputergScienceVI
2020VIcaVIeieWfaZ 0.6 1

31 qnIufficientIqlgorithmIforItheIκootedITripletItistanceIretweenIwalledITreesXILecturegNotesging
ComputergScienceVI2017VIaaeWabf 0.9 1

30 somputingIqsymmetricIïedianITreeIofITwoITreesIviaIretterIripartiteIïatchingIqlgorithmXILectureg
NotesgingComputergScienceVI2018VIcefWcfg 0.9 1

29 qnIOptimalIqlgorithmIforIruildingItheIïajorityIκuleIsonsensusITreeXILecturegNotesgingComputerg
ScienceVI2013VIhhWii 0.9 1

28 ufficientIydentificationIofIkWslosedIStringsXICommunicationsgingComputergandgInformationgScienceVI
2017VIehcWeie 0.3 1

27 StructuralIqlignmentIofIκNqIwithIsomplexIαseudoknotIStructureXILecturegNotesgingComputerg
ScienceVI2009VIdZcWdad 0.9 1

26 somputingIaISmallestIïultiWlabeledIαhylogeneticITreeIfromIκootedITripletsXILecturegNotesging
ComputergScienceVI2009VIabZeWabad 0.9 1

25 sonstructingItheIκTIsonsensusITreeIofITwoITreesIinISubcubicITimeXILecturegNotesgingComputerg
ScienceVI2010VIegcWehd 0.9 1

24 qdjacentInucleotideIdependenceIinIncκNqIandIorderWaISsvwIforIncκNqIidentificationXIPLoSgONEVI
2010VIeVIeabhdh 3.7 1

23 vasterIalgorithmsIforIaWmappabilityIofIaIsequenceXITheoreticalgComputergScienceVI2020VIhabVIbWab 1.1 1
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22 sallingIlargeIindelsIinIaZdgIqrabidopsisIwithIyndelunsemblerXINucleicgAcidsgResearchVI2021VIdiVIaZhgiWaZhid20.1 1

21 sompressedIyndexesIforIqpproximateIStringIïatchingXILecturegNotesgingComputergScienceVI2006VIbZhWbai0.9 1

20 ObtainingIspatiallyIresolvedItumorIpurityImapsIusingIdeepImultipleIinstanceIlearningIinIaI
panWcancerIstudyXXIPatternsVI2022VIcVIaZZcii 5.1 0

19 SingleWcellIanalysisIrevealsIandrogenIreceptorIregulatesItheIuκWtoWwolgiItraffickingIpathwayIwithI
sκurcLbItoIdriveIprostateIcancerIprogressionXIOncogeneVI2021VIdZVIfdgiWfdic 9.2 0

18 wreedyIsonsensusITreeIandIïaximumIwreedyIsonsensusITreeIαroblemsXILecturegNotesgingComputerg
ScienceVI2019VIcZeWcaf 0.9 0

17 somparisonIofImicroarrayWpredictedIclosestIgenomesItoIsequencingIforIpoliovirusIvaccineIstrainI
similarityIandIinfluenzaIqIphylogenyXIDiagnosticgMicrobiologygandgInfectiousgDiseaseVI2016VIhdVIbZcWf 2.9

16 LearningIshromatinIynteractionIUsingIxiWsItatasetsI2019VIcahWcbc

15 ynternationalIsonferenceIonIwenomeIynformaticsIRwyWIbZacSIinISingaporejIyntroductionItoItheI
systemsIbiologyIcontributionsXIBMCgSystemsgBiologyVI2013VIgISupplIfVIya 3.5

14 qlgorithmsIforItheIïajorityIκuleIRUSIsonsensusITreeIandItheIvrequencyItifferenceIsonsensusITreeXI
LecturegNotesgingComputergScienceVI2013VIadaWaee 0.9

13 UnbalancedIandIxierarchicalIripartiteIïatchingsIwithIqpplicationsItoILabeledITreeIsomparisonXI
LecturegNotesgingComputergScienceVI2000VIdgiWdiZ 0.9

12 vastIqlgorithmsIforIsomputingItheITripartitionWrasedItistanceIretweenIαhylogeneticINetworksXI
LecturegNotesgingComputergScienceVI2005VIdZbWdaa 0.9

11 qpplicationIofIrayesianINetworkIinILearningIweneINetworkI2007VIcaiWcda

10 qpplicationIofIrayesianINetworkIinItrugItiscoveryIandItevelopmentIαrocessI2007VIbedWbfh

9 rayesianINetworkIïodelingIofITranscriptionIvactorIrindingISitesI2007VIcZZWcah

8 ïinimalIαhylogeneticISupertreesIandILocalIsonsensusITreesXIAIMSgMedicalgScienceVI2018VIeVIahaWbZc 0.4

7 qlgorithmsIforIsombiningIκootedITripletsIintoIaIwalledIαhylogeneticINetworkI2015VIaWf

6 TheIbWyntervalIαatternIïatchingIαroblemsIandIytsIqpplicationItoIncκNqIScanningXILecturegNotesging
ComputergScienceVI2009VIgiWhi 0.9

5 qlgorithmsIforIruildingIsonsensusIïULWtreesXILecturegNotesgingComputergScienceVI2011VIgddWgec 0.9

(2011-2021)
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4 vasterIqlgorithmsIforIsomputingItheIκTIsonsensusITreeXIAlgorithmicaVI2016VIgfVIabbdWabdd 0.9

3 OffWlineIandIonWlineIalgorithmsIforIclosedIstringIfactorizationXITheoreticalgComputergScienceVI2019VI
gibVIabWai 1.1

2 somputingItheIκootedITripletItistanceIretweenIαhylogeneticINetworksXIAlgorithmicaVI2021VIhcVIaghfWahbh0.9

1 teterminingItheIsonsistencyIofIκesolvedITripletsIandIvanITripletsXIJournalgofgComputationalg
BiologyVI2018VIbeVIgdZWged 1.7
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