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i Paper IF Citations

148 Over[sheddingLofLdonor[derivedLcell[freeLvNsLatLimmune[relatedLregionsLintoLplasmaLofLlungL
transplantLrecipient]]LClinicalhandhTranslationalhMedicineYL2022YLcdYLehdd 5.7

147 tothLsimulationLandLsequencingLdataLrevealLcoinfectionsLwithLmultipleLSsRS[uoV[dLvariantsLinLtheL
uOV’v[ckLpandemic]]LComputationalhandhStructuralhBiotechnologyhJournalYL2022YLdbYLcejk[cfbc 6.8 0

146 MicrobiomeLResilienceLandLzealthL’mplicationsLforLPeopleLinLzalf[YearLTravel]]LFrontiershinh
ImmunologyYL2022YLceYLjfjkkf 8.4 1

145 vynamicLchangesLofLgutLmicrobiotaLandLhepaticLfunctionsLareLdifferentLamongLbiliaryLatresiaL
patientsLafterLKasaiLportoenterostomy]]LClinicalhandhTranslationalhMedicineYL2022YLcdYLeidj 5.7

144 TheLTibetan[YiLregionLisLbothLaLcorridorLandLaLbarrierLforLhumanLgeneLflow]]LCellhReportsYL2022YLekYLccbidb10.6 0

143 PeriodontalLandLPeri[’mplantLMicrobiomeLvysbiosisL’sLsssociatedLWithLslterationsLinLtheLMicrobialL
uommunityLStructureLandLLocalLStability]]LFrontiershinhMicrobiologyYL2021YLcdYLijgckc 5.7 2

142 slteredLmetabolomeLandLmicrobiomeLfeaturesLprovideLcluesLinLunderstandingLirritableLbowelL
syndromeLandLdepressionLcomorbidity]LISMEhJournalYL2021YL 11.9 4

141 SuYNlLsingleLcellLuNVLprofilingLmethodLusingLdynamicLprogramming]LBMChGenomicsYL2021YLddYLhgc 4.5

140 slterationLofLtheLrespiratoryLmicrobiomeLinLuOV’v[ckLpatientsLwithLdifferentLseverities]LJournalhofh
GeneticshandhGenomicsYL2021YL 4 3

139 TheLgenomeLvariationLandLdevelopmentalLtranscriptomeLmapsLrevealLgeneticLdifferentiationLofL
skeletalLmuscleLinLpigs]LPLoShGeneticsYL2021YLciYLecbbkkcb 6 2

138 xunctionalLorganizationLofLtheLmaternalLandLpaternalLhumanLfvLNucleome]LIScienceYL2021YLdfYLcbefgd 6.1 4

137 SomaticLvariantLanalysisLsuitelLcopyLnumberLvariationLclonalLvisualizationLonlineLplatformLforL
large[scaleLsingle[cellLgenomics]LBriefingshinhBioinformaticsYL2021YL 13.4 3

136 LongitudinalLvirologicalLchangesLandLunderlyingLpathogenesisLinLhospitalizedLuOV’v[ckLpatientsLinL
yuangzhouYLuhina]LSciencehChinahLifehSciencesYL2021YLc 8.5 2

135 veepLlearningLmodelLrevealsLpotentialLriskLgenesLforLsvzvYLespeciallyLwphrinLreceptorLgeneL
wPzsg]LBriefingshinhBioinformaticsYL2021YLddYL 13.4 3

134 uervicovaginalLMicrobiomeLxactorsLinLulearanceLofLzumanLPapillomavirusL’nfection]LFrontiershinh
OncologyYL2021YLccYLiddhek 5.3 1

133 LimitsLtoLtheLcellularLcontrolLofLsequesteredLcryptophyteLpreyLinLtheLmarineLciliateLMesodiniumL
rubrum]LISMEhJournalYL2021YLcgYLcbgh[cbid 11.9 5

132 SuperTsvlLrobustLdetectionLofLhierarchicalLtopologicallyLassociatedLdomainsLwithLoptimizedL
structuralLinformation]LGenomehBiologyYL2021YLddYLfg 18.3 1
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131 slteredLnitricLoxideLinducedLbyLgutLmicrobiotaLrevealsLtheLconnectionLbetweenLcentralLprecociousL
pubertyLandLobesity]LClinicalhandhTranslationalhMedicineYL2021YLccYLedkk 5.7 2

130 vevelopmentLandLvalidationLofLanLonlineLmodelLtoLpredictLcriticalLuOV’v[ckLwithL
immune[inflammatoryLparameters]LJournalhofhIntensivehCareYL2021YLkYLck 7 3

129 TranscriptomeLstlasLofLchLvonkeyLTissues]LFrontiershinhGeneticsYL2021YLcdYLhjdief 4.5 2

128 SpeczaplLaLdiploidLphasingLalgorithmLbasedLonLspectralLgraphLtheory]LNucleichAcidshResearchYL2021YL
fkYLeccf 20.1 1

127
Whole[genomeLsequencingLidentifiesLnovelLcandidateLpathogenicLvariantsLassociatedLwithLleftL
ventricularLnon[compactionLinLaLthree[generationLfamily]LClinicalhandhTranslationalhMedicineYL2021YL
ccYLegbc

5.7

126
vifferentialLperturbationsLofLgutLmicrobialLprofilesLandLco[occurrenceLnetworksLamongLphasesLofL
methamphetamine[inducedLconditionedLplaceLpreference]LJournalhofhNeurosciencehResearchYL2021YL
kkYLdjhb[djie

4.4 2

125 zeterogeneityLofLimmuneLmicroenvironmentLinLovarianLcancerLandLitsLclinicalLsignificancelLaL
retrospectiveLstudy]LOncoImmunologyYL2020YLkYLcihbbhi 7.2 15

124 Oviz[tiolLaLweb[basedLplatformLforLinteractiveLcancerLgenomicsLdataLvisualization]LNucleichAcidsh
ResearchYL2020YLfjYLWfcg[Wfdh 20.1 2

123 wstablishingLhigh[accuracyLbiomarkersLforLcolorectalLcancerLbyLcomparingLfecalLmicrobiomesLinL
patientsLwithLhealthyLfamilies]LGuthMicrobesYL2020YLccYLkcj[kdk 8.8 14

122 vifferentLnasopharynxLandLoropharynxLmicrobiotaLimbalanceLinLchildrenLwithLMycoplasmaL
pneumoniaeLorLinfluenzaLvirusLinfection]LMicrobialhPathogenesisYL2020YLcffYLcbfcjk 3.8 1

121 LvscafflLLv[basedLscaffoldingLofLdeLnovoLgenomeLassemblies]LBMChBioinformaticsYL2020YLdcYLgib 3.6 2

120 veepLlearningLforLzyTLinsertionLsitesLrecognition]LBMChGenomicsYL2020YLdcYLjke 4.5 1

119 UnderstandingLzorizontalLyeneLTransferLnetworkLinLhumanLgutLmicrobiota]LGuthPathogensYL2020YL
cdYLee 5.4 5

118 ’[’mputelLaLself[consistentLmethodLtoLimputeLsingleLcellLRNsLsequencingLdata]LBMChGenomicsYL2020YL
dcYLhcj 4.5 0

117 treastfeedingLrestoredLtheLgutLmicrobiotaLinLcaesareanLsectionLinfantsLandLloweredLtheLinfectionL
riskLinLearlyLlife]LBMChPediatricsYL2020YLdbYLged 2.6 3

116 vonkeyLgenomesLprovideLnewLinsightsLintoLdomesticationLandLselectionLforLcoatLcolor]LNatureh
CommunicationsYL2020YLccYLhbcf 17.4 15

115 sLcomprehensiveLinvestigationLofLmetagenomeLassemblyLbyLlinked[readLsequencing]LMicrobiomeYL
2020YLjYLcgh 16.6 4

114 vistinctLSkinLMicrobiotaL’mbalanceLandLResponsesLtoLulinicalLTreatmentLinLuhildrenLWithLstopicL
vermatitis]LFrontiershinhCellularhandhInfectionhMicrobiologyYL2020YLcbYLeeh 5.9 3

(2020-2021)
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113 u’RPMulLsnLonlineLmodelLwithLsimplifiedLinflammatoryLsignatureLtoLpredictLtheLoccurrenceLofL
criticalLillnessLinLpatientsLwithLuOV’v[ck]LClinicalhandhTranslationalhMedicineYL2020YLcbYLedcb 5.7 1

112 ’sLantibioticsLprescriptionLneededLinLinfantsLwithLtopicalLcorticosteroidsLtreatmentLforL
moderate[to[severeLatopicLdermatitisq]LDermatologichTherapyYL2020YLeeYLecfdcg 2.2 1

111 PStrainlLsnL’terativeLMicrobialLStrainsLProfilingLslgorithmLforLShotgunLMetagenomicLSequencingL
vata]LBioinformaticsYL2020YL 7.2 4

110 vistinctLyutLMicrobiotaLuompositionLandLxunctionalLuategoryLinLuhildrenLWithLuerebralLPalsyLandL
wpilepsy]LFrontiershinhPediatricsYL2019YLiYLekf 3.4 22

109 viscrepantLgutLmicrobiotaLmarkersLforLtheLclassificationLofLobesity[relatedLmetabolicL
abnormalities]LScientifichReportsYL2019YLkYLcefdf 4.9 99

108 yenome[WideL’nvestigationLandLxunctionalLsnalysisLofLRNsLwditingLSitesLacrossLwlevenLTissues]L
GenesYL2019YLcbYL 4.2 8

107 Large[scaleLevLchromatinLreconstructionLfromLchromosomalLcontacts]LBMChGenomicsYL2019YLdbYLcjh 4.5 4

106 snLintegratedLrespiratoryLmicrobialLgeneLcatalogueLtoLbetterLunderstandLtheLmicrobialLaetiologyLofL
MycoplasmaLpneumoniaeLpneumonia]LGigaScienceYL2019YLjYL 7.6 6

105 LungLMicrobiotaLandLPulmonaryL’nflammatoryLuytokinesLwxpressionLVaryLinLuhildrenLWithL
TracheomalaciaLandLsdenoviralLorLPneumonia]LFrontiershinhPediatricsYL2019YLiYLdhg 3.4 9

104 SuvevvtlLsLvatabaseLforL’nsightsL’ntoLSingle[uellLyeneLwxpressionLProfilesLvuringLzumanL
vevelopmentalLProcesses]LFrontiershinhGeneticsYL2019YLcbYLkbe 4.5 7

103 v[yPMlLsLveepLLearningLMethodLforLyeneLPromoterLMethylationL’nference]LGenesYL2019YLcbYL 4.2 5

102 vNsLMethylationLMarkersLforLPan[uancerLPredictionLbyLveepLLearning]LGenesYL2019YLcbYL 4.2 19

101 sLdraftLgenomeLassemblyLofLtheLsolar[poweredLseaLslugLwlysiaLchlorotica]LScientifichDataYL2019YLhYLckbbdd8.2 30

100 snalysisLandLcomparisonLofLlongLnon[codingLRNssLexpressedLinLtheLovariesLofLMeishanLandL
YorkshireLpigs]LAnimalhGeneticsYL2019YLgbYLhhb[hhk 2.5 3

99 LysoPhvlLpredictingLfunctionalLprophagesLinLbacterialLgenomesLfromLhigh[throughputLsequencingL
2019YL 3

98 LwMONlLaLmethodLtoLconstructLtheLlocalLstrainsLatLhorizontalLgeneLtransferLsitesLinLgutL
metagenomics]LBMChBioinformaticsYL2019YLdbYLibd 3.6 5

97 ’ntestinalLsp]L’mbalanceLsssociatedLWithLtheLOccurrenceLofLuhildhoodLUndernutritionLinLuhina]L
FrontiershinhMicrobiologyYL2019YLcbYLdheg 5.7 4

96 M’R’slLaLwebserverLforLstatisticalYLvisualLandLmeta[analysisLofLRNsLeditingLdataLinLmammals]LBMCh
BioinformaticsYL2019YLdbYLgkh 3.6 1
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95 sLunifiedLSTRLprofilingLsystemLacrossLmultipleLspeciesLwithLwholeLgenomeLsequencingLdata]LBMCh
BioinformaticsYL2019YLdbYLhic 3.6 1

94 veepMxlLdecipheringLtheLlatentLpatternsLinLomicsLprofilesLwithLaLdeepLlearningLmethod]LBMCh
BioinformaticsYL2019YLdbYLhfj 3.6 6

93 SplicexinderlLabLinitioLpredictionLofLspliceLsitesLusingLconvolutionalLneuralLnetwork]LBMCh
BioinformaticsYL2019YLdbYLhgd 3.6 17

92 ResilienceLofLhumanLgutLmicrobialLcommunitiesLforLtheLlongLstayLwithLmultipleLdietaryLshifts]LGutYL
2019YLhjYLddgf[ddgg 19.2 28

91 PopulationLgenomicsLofLfinlessLporpoisesLrevealLanLincipientLcetaceanLspeciesLadaptedLtoL
freshwater]LNaturehCommunicationsYL2018YLkYLcdih 17.4 37

90 KviamendlLaLpackageLforLdetectingLkeyLdriversLinLaLmolecularLecologicalLnetworkLofLdisease]LBMCh
SystemshBiologyYL2018YLcdYLg 3.5 1

89 NyS[basedLlikelihoodLratioLforLidentifyingLcontributorsLinLtwo[LandLthree[personLvNsLmixtures]L
ComputationalhBiologyhandhChemistryYL2018YLifYLfdj[fee 3.6 1

88 MicrobiotaLuompositionLinLUpperLRespiratoryLTractsLofLzealthyLuhildrenLinLShenzhenYLuhinaYL
vifferedLwithLRespiratoryLSitesLandLsges]LBioMedhResearchhInternationalYL2018YLdbcjYLhgcghib 3 20

87 PlacingLSegmentsLonLParallelLsrcs]LLecturehNoteshinhComputerhScienceYL2018YLdkj[ecb 0.9

86 ’nLsilicoLdesignLofLMzuLclassL’LhighLbindingLaffinityLpeptidesLthroughLmotifsLactivationLmap]LBMCh
BioinformaticsYL2018YLckYLgch 3.6 6

85 OriginLandLevolutionLofLqingkeLbarleyLinLTibet]LNaturehCommunicationsYL2018YLkYLgfee 17.4 65

84 slterationsLofLyutLMicrobiotaLinLuholestaticL’nfantsLandLTheirLuorrelationLWithLzepaticLxunction]L
FrontiershinhMicrobiologyYL2018YLkYLdhjd 5.7 19

83 uodingLmutationsLinLcontributeLtoLParkinsonSsLdisease]LProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaYL2018YLccgYLccghi[ccgid 11.5 50

82 TheLconcordanceLbetweenLupperLandLlowerLrespiratoryLmicrobiotaLinLchildrenLwithLMycoplasmaL
pneumoniaeLpneumonia]LEmerginghMicrobeshandhInfectionsYL2018YLiYLkd 18.9 14

81 yenomeLofLtheLpitcherLplantLuephalotusLrevealsLgeneticLchangesLassociatedLwithLcarnivory]LNatureh
EcologyhandhEvolutionYL2017YLcYLgk 12.3 61

80 SearchLforLMoreLwffectiveLMicrosatelliteLMarkersLforLxorensicsLWithLNext[yenerationLSequencing]L
IEEEhTransactionshonhNanobioscienceYL2017YLchYLeig[ejc 3.4 0

79 TheLslterationLofLNasopharyngealLandLOropharyngealLMicrobiotaLinLuhildrenLwithLMPPLandL
Non[MPP]LGenesYL2017YLjYL 4.2 7

78 ’mprovingLproteinLfoldLrecognitionLbyLextractingLfold[specificLfeaturesLfromLpredictedL
residue[residueLcontacts]LBioinformaticsYL2017YLeeYLeifk[eigi 7.2 31

(2017-2019)
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77 vynamicLoropharyngealLandLfaecalLmicrobiotaLduringLtreatmentLinLinfantsLhospitalizedLforL
bronchiolitisLcomparedLwithLage[matchedLhealthyLsubjects]LScientifichReportsYL2017YLiYLccdhh 4.9 4

76 TheLSNP[setLbasedLassociationLstudyLidentifiesL’TyscLasLaLsusceptibilityLgeneLofL
attention[deficitahyperactivityLdisorderLinLzanLuhinese]LTranslationalhPsychiatryYL2017YLiYLecdbc 8.6 6

75 uore[genomeLscaffoldLcomparisonLrevealsLtheLprevalenceLthatLinversionLeventsLareLassociatedLwithL
pairsLofLinvertedLrepeats]LBMChGenomicsYL2017YLcjYLdhj 4.5 5

74 ’dentificationLofLMicroRNsLTargetsLofLspp]LUsingLMiRTrans[aLTrans[OmicsLspproach]LFrontiershinh
PlanthScienceYL2017YLjYLfkg 6.2 3

73 xsLuONrhomelLaLhigh[throughputLproteinLstructureLpredictionLserverLbasedLonLremoteL
homologueLrecognition]LBioinformaticsYL2016YLedYLfhd[f 7.2 25

72 sLcomprehensiveLcharacterizationLofLsimpleLsequenceLrepeatsLinLpepperLgenomesLprovidesL
valuableLresourcesLforLmarkerLdevelopmentLinLuapsicum]LScientifichReportsYL2016YLhYLcjkck 4.9 43

71 ’nsightsLintoLtheLtransmissionLofLrespiratoryLinfectiousLdiseasesLthroughLempiricalLhumanLcontactL
networks]LScientifichReportsYL2016YLhYLecfjf 4.9 13

70 ReconstructingLdirectedLgeneLregulatoryLnetworkLbyLonlyLgeneLexpressionLdata]LBMChGenomicsYL
2016YLciLSupplLfYLfeb 4.5 10

69 Protein[proteinLinterfaceLpredictionLbasedLonLhexagonLstructureLsimilarity]LComputationalhBiologyh
andhChemistryYL2016YLheYLje[jj 3.6 13

68 Whole[yenomeLSequencingLRevealsLviverseLModelsLofLStructuralLVariationsLinLwsophagealL
SquamousLuellLuarcinoma]LAmericanhJournalhofhHumanhGeneticsYL2016YLkjYLdgh[if 11 87

67 MycoplasmaLpneumoniaeLandLStreptococcusLpneumoniaeLcausedLdifferentLmicrobialLstructureLandL
correlationLnetworkLinLlungLmicrobiota]LJournalhofhThoracichDiseaseYL2016YLjYLcech[dd 2.6 16

66 MoreLaccurateLmodelsLforLdetectingLgene[geneLinteractionsLfromLpublicLexpressionLcompendiaL
2016YL 1

65 ’mprovingLresidue[residueLcontactLpredictionLviaLlow[rankLandLsparseLdecompositionLofLresidueL
correlationLmatrix]LBiochemicalhandhBiophysicalhResearchhCommunicationsYL2016YLfidYLdci[dd 3.4 16

64 yenome[wideLprofilingLofLzPVLintegrationLinLcervicalLcancerLidentifiesLclusteredLgenomicLhotLspotsL
andLaLpotentialLmicrohomology[mediatedLintegrationLmechanism]LNaturehGeneticsYL2015YLfiYLcgj[he 36.3 264

63 ParameterizedLtLOSUMLMatricesLforLProteinLslignment]LIEEE/ACMhTransactionshonhComputationalh
BiologyhandhBioinformaticsYL2015YLcdYLhjh[kf 3 10

62 OutbredLgenomeLsequencingLandLuR’SPRauaskLgeneLeditingLinLbutterflies]LNaturehCommunicationsYL
2015YLhYLjdcd 17.4 111

61 ’dentificationLofLylycopeptidesLwithLMultipleLzydroxylysineLO[ylycosylationLSitesLbyLTandemLMassL
Spectrometry]LJournalhofhProteomehResearchYL2015YLcfYLgbkk[cbj 5.6 8

60 xindingLsllLLongestLuommonLSegmentsLinLProteinLStructuresLwfficiently]LIEEE/ACMhTransactionshonh
ComputationalhBiologyhandhBioinformaticsYL2015YLcdYLhff[gg 3 1
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59 StructuralLneighboringLpropertyLforLidentifyingLprotein[proteinLbindingLsites]LBMChSystemshBiologyYL
2015YLkLSupplLgYLSe 3.5 5

58 uompareLlocalLpocketLandLglobalLproteinLstructureLmodelsLbyLsmallLstructureLpatternsL2015YL 3

57 OnLtheLNear[LinearLuorrelationLofLtheLwigenvaluesLscrossLtLOSUMLMatrices]LLecturehNoteshinh
ComputerhScienceYL2015YLckk[dcb 0.9

56 SpectralLprobabilitiesLofLtop[downLtandemLmassLspectra]LBMChGenomicsYL2014YLcgLSupplLcYLSk 4.5 12

55 ProbabilisticLmodelsLforLcapturingLmoreLphysicochemicalLpropertiesLonLprotein[proteinLinterface]L
JournalhofhChemicalhInformationhandhModelingYL2014YLgfYLcikj[jbk 6.1 13

54 QuantifyingLSignificanceLofLMzuL’’LResidues]LIEEE/ACMhTransactionshonhComputationalhBiologyhandh
BioinformaticsYL2014YLccYLci[dg 3

53 Residue[SpecificLSide[uhainLPolymorphismsLviaLParticleLteliefLPropagation]LIEEE/ACMhTransactionsh
onhComputationalhBiologyhandhBioinformaticsYL2014YLccYLee[fc 3 2

52 yenome[wideLadaptiveLcomplexesLtoLundergroundLstressesLinLblindLmoleLratsLSpalax]LNatureh
CommunicationsYL2014YLgYLekhh 17.4 101

51
Whole[genomeLsequencingLofLcultivatedLandLwildLpeppersLprovidesLinsightsLintoLuapsicumL
domesticationLandLspecialization]LProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedh
StateshofhAmericaYL2014YLcccYLgceg[fb

11.5 466

50 MzuLbindingLpredictionLwithLKernelRLSpanLandLitsLvariations]LJournalhofhImmunologicalhMethodsYL
2014YLfbhYLcb[db 2.5 8

49 xingerprintingLproteinLstructuresLeffectivelyLandLefficiently]LBioinformaticsYL2014YLebYLkfk[gg 7.2 5

48 ProteinLStructureL’dealizationlLzowLaccuratelyLisLitLpossibleLtoLmodelLproteinLstructuresLwithL
dihedralLanglesq]LAlgorithmshforhMolecularhBiologyYL2013YLjYLg 1.8 1

47 TheLdifficultyLofLproteinLstructureLalignmentLunderLtheLRMSv]LAlgorithmshforhMolecularhBiologyYL
2013YLjYLc 1.8 19

46 LoopWeaverlLloopLmodelingLbyLtheLweightedLscalingLofLverifiedLproteins]LJournalhofhComputationalh
BiologyYL2013YLdbYLdcd[de 1.7 13

45 vetectingLproteinLconformationalLchangesLinLinteractionsLviaLscalingLknownLstructures]LJournalhofh
ComputationalhBiologyYL2013YLdbYLihg[ik 1.7 7

44 TowardsLReliableLsutomaticLProteinLStructureLslignment]LLecturehNoteshinhComputerhScienceYL2013YLcj[ed0.9 5

43 vetectingLProteinLuonformationalLuhangesLinL’nteractionsLviaLScalingLKnownLStructures]LLectureh
NoteshinhComputerhScienceYL2013YLgj[if 0.9 2

42 Protein[proteinLbindingLsiteLidentificationLbyLenumeratingLtheLconfigurations]LBMChBioinformaticsYL
2012YLceYLcgj 3.6 33

(2012-2015)
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41 ResiduesLwithLsimilarLhexagonLneighborhoodsLshareLsimilarLside[chainLconformations]LIEEE/ACMh
TransactionshonhComputationalhBiologyhandhBioinformaticsYL2012YLkYLdfb[j 3 2

40 wvaporationLofLdropletsLonLsuperhydrophobicLsurfaceslLsurfaceLroughnessLandLsmallLdropletLsizeL
effects]LPhysicalhReviewhLettersYL2012YLcbkYLcchcbc 7.4 137

39 Publisherâ��sLNotelLwvaporationLofLvropletsLonLSuperhydrophobicLSurfaceslLSurfaceLRoughnessLandL
SmallLvropletLSizeLwffectsL[Phys]LRev]LLett]LcbkYLcchcbcLTdbcdU]]LPhysicalhReviewhLettersYL2012YLcbkYL 7.4 6

38 ulusteringLcbbYbbbLproteinLstructureLdecoysLinLminutes]LIEEE/ACMhTransactionshonhComputationalh
BiologyhandhBioinformaticsYL2012YLkYLihg[ie 3 7

37 LoopWeaverLâ��LLoopLModelingLbyLtheLWeightedLScalingLofLVerifiedLProteins]LLecturehNoteshinh
ComputerhScienceYL2012YLcce[cdh 0.9 2

36 P[tinderlLsLSystemLforLtheLProtein[ProteinLtindingLSitesL’dentification]LLecturehNoteshinhComputerh
ScienceYL2012YLcdi[cej 0.9 6

35 zowLsccuratelyLuanLWeLModelLProteinLStructuresLwithLvihedralLsnglesq]LLecturehNoteshinhComputerh
ScienceYL2012YLdif[dji 0.9

34 xindingLLongestLuommonLSegmentsLinLProteinLStructuresLinLNearlyLLinearLTime]LLecturehNoteshinh
ComputerhScienceYL2012YLeef[efj 0.9

33 OnLproteinLstructureLalignmentLunderLdistanceLconstraint]LTheoreticalhComputerhScienceYL2011YLfcdYLfcji[fckk1.1 6

32 ’ncorporatingLsbL’nitioLenergyLintoLthreadingLapproachesLforLproteinLstructureLprediction]LBMCh
BioinformaticsYL2011YLcdLSupplLcYLSgf 3.6 4

31 Protein[proteinLbindingLsitesLpredictionLbyLevLstructuralLsimilarities]LJournalhofhChemicalh
InformationhandhModelingYL2011YLgcYLedji[kf 6.1 9

30 PedigreeLreconstructionLusingLidentityLbyLdescent]LJournalhofhComputationalhBiologyYL2011YLcjYLcfjc[ke 1.7 22

29 xindingLnearlyLoptimalLyvTLscores]LJournalhofhComputationalhBiologyYL2011YLcjYLhke[ibf 1.7 5

28 wrrorLtolerantLNMRLbackboneLresonanceLassignmentLandLautomatedLstructureLgeneration]LJournalh
ofhBioinformaticshandhComputationalhBiologyYL2011YLkYLcg[fc 1 15

27 PedigreeLReconstructionLUsingL’dentityLbyLvescent]LLecturehNoteshinhComputerhScienceYL2011YLceh[cgd 0.9 6

26 ProteinLsecondaryLstructureLpredictionLusingLNMRLchemicalLshiftLdata]LJournalhofhBioinformaticshandh
ComputationalhBiologyYL2010YLjYLjhi[jf 1 15

25 ualiburlLaLtoolLforLclusteringLlargeLnumbersLofLproteinLdecoys]LBMChBioinformaticsYL2010YLccYLdg 3.6 53

24 PredictingLlocalLqualityLofLaLsequence[structureLalignment]LJournalhofhBioinformaticshandh
ComputationalhBiologyYL2009YLiYLijk[jcb 1 4
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23 xindingLcompactLstructuralLmotifs]LTheoreticalhComputerhScienceYL2009YLfcbYLdjef[djek 1.1 1

22 OnLtwoLopenLproblemsLofLd[intervalLpatterns]LTheoreticalhComputerhScienceYL2009YLfcbYLdfcb[dfde 1.1 4

21 OnLProteinLStructureLslignmentLunderLvistanceLuonstraint]LLecturehNoteshinhComputerhScienceYL2009
YLhg[ih 0.9 3

20 xragment[zMMlLaLnewLapproachLtoLproteinLstructureLprediction]LProteinhScienceYL2008YLciYLckdg[ef 6.3 48

19 vesigningLsuccinctLstructuralLalphabets]LBioinformaticsYL2008YLdfYLicjd[k 7.2 8

18 sLPTsSLxorLTheLk[uonsensusLStructuresLProblemLUnderLSquaredLwuclideanLvistance]LAlgorithmsYL
2008YLcYLfe[gc 1.8 2

17 viscriminativeLlearningLforLproteinLconformationLsampling]LProteins:hStructurewhFunctionhandh
BioinformaticsYL2008YLieYLddj[fb 4.2 30

16 sLPTsSLforLtheLk[uonsensusLStructuresLProblemLUnderLwuclideanLSquaredLvistanceL2008YLeg[ff

15 xindingLLargestLWell[PredictedLSubsetLofLProteinLStructureLModelsL2008YLff[gg 10

14 NewLslgorithmsLforLtheLSpacedLSeedsL2007YLgb[hc

13 xindingLuompactLStructuralLMotifs]LLecturehNoteshinhComputerhScienceYL2007YLcfd[cfk 0.9 4

12 xragQslLpredictingLlocalLfragmentLqualityLofLaLsequence[structureLalignment]LGenomehInformaticsYL
2007YLckYLdi[ek 5

11 OnLtheLuomplexityLofLtheLurossingLuontactLMapLPatternLMatchingLProblem]LLecturehNoteshinh
ComputerhScienceYL2006YLdec[dfc 0.9 2

10 ’ndexingLvNsLSequencesLUsingLq[yrams]LLecturehNoteshinhComputerhScienceYL2005YLf[ch 0.9 16

9 Piers]LSIGMODhRecordYL2004YLeeYLek[ff 1.1 9

8 NewLspproximationLslgorithmsLforLSomeLvynamicLStorageLsllocationLProblems]LLecturehNoteshinh
ComputerhScienceYL2004YLeek[efj 0.9 4

7 uonsensusLspproachesLtoLProteinLStructureLPredictioncjk[dbj 1

6 sLcomprehensiveLcharacterizationLofLsimpleLsequenceLrepeatsLinLpepperLgenomesLprovidesL
valuableLresourcesLforLmarkerLdevelopmentLinLuapsicum 0

(-2009)
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5 xunctionalLOrganizationLofLtheLMaternalLandLPaternalLzumanLfvLNucleome 3

4 SuYNlLSingleLcellLuNVLprofilingLmethodLusingLdynamicLprogramming 2

3 v[yPMlLaLdeepLlearningLmethodLforLgeneLpromoterLmethylationLinference 1

2 scSVsSlLuNVLclonalLvisualizationLonlineLplatformLforLlargeLscaleLsingle[cellLgenomics 1

1 tothLSimulationLandLSequencingLvataLRevealLMultipleLSsRS[uoV[dLVariantsLuoinfectionLinL
uOV’v[ckLPandemic 1
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