
Vineet Bafna

ListgofgPublicationsgbygYearging
DescendinggOrder

Source:ghttps:xxexalyvcomxauthorupdfx5177y49xvineetubafnaupublicationsubyuyearvpdf

Version:g2y24uy4u2yg

ThisgdocumentghasgbeenggeneratedgbasedgongthegpublicationsgandgcitationsgrecordedgbygexalyvcomvgForg

theglatestgversiongofgthisgpublicationglisttgvisitgtheglinkggivengabovev

ThegthirdgcolumngisgthegimpactgfactorgoIFpgofgthegjournaltgandgthegfourthgcolumngisgthegnumbergofg

citationsgofgthegarticlev

184
papers

38,431
citations

56
h-index

196
g-index

211
ext. papers

46,241
ext. citations

9.7
avg, IF

6.49
L-index



j Paper IF Citations

184 OpticalLgenomeLmappingLidentifiesLrareLstructuralLvariationsLasLpredispositionLfactorsLassociatedL
withLsevereLvOVαwZdlaaLIScienceXL2022XLdcfjic 6.1 1

183 MappingLclusteredLmutationsLinLcancerLrevealsLtPOuxvfLmutagenesisLofLecwNtaaLNatureXL2022XL 50.4 5

182 UncertaintyLQuantificationLUsingLSubsamplingLfor´ tssemblyZyreeLxstimatesLof´ zenomicLwistanceL
and´ PhylogeneticLRelationshipsaLLectureiNotesiiniComputeriScienceXL2022XLfiiZfik 0.9

181 yastViyimLyastLandLaccurateLdetectionLofLT ybridULViralLwNtLandLRNtaaLNARiGenomicsiandi
BioinformaticsXL2022XLgXLlqaccfe 3.7

180 xstimatingLrepeatLspectraLandLgenomeLlengthLfromLlowZcoverageLgenomeLskimsLwithLRxSPxvTaL
PLoSiComputationaliBiologyXL2021XLdjXLedcclggl 5 4

179 xxtrachromosomalLwNtmLtnLxmergingL allmarkLinL umanLvanceraLAnnualiReviewiofiPathology:i
MechanismsiofiDiseaseXL2021XL 34 5

178 ecwNtLhubsLdriveLcooperativeLintermolecularLoncogeneLexpressionaLNatureXL2021XL 50.4 18

177 VariableLnumberLtandemLrepeatsLmediateLtheLexpressionLofLproximalLgenesaLNaturei
CommunicationsXL2021XLdeXLecjh 17.4 10

176 yaNwOMmLyastLnestedLdistanceZbasedLseedingLofLopticalLmapsaLPatternsXL2021XLeXLdccegk 5.1 4

175 vONSULTmLaccurateLcontaminationLremovalLusingLlocalityZsensitiveLhashingaLNARiGenomicsiandi
BioinformaticsXL2021XLfXLlqabcjd 3.7 2

174 xxtrachromosomalLwNtLTecwNtULinLcancerLpathogenesisaLCurrentiOpinioniiniGeneticsiandi
DevelopmentXL2021XLiiXLjkZke 4.9 9

173 MultipleLmechanismsLdriveLgenomicLadaptationLtoLextremeLOLlevelsLinLwrosophilaLmelanogasteraL
NatureiCommunicationsXL2021XLdeXLllj 17.4 3

172 xxtrachromosomalLwNtLinL PVZMediatedLOropharyngealLvancerLwrivesLwiverseLOncogeneL
TranscriptionaLClinicaliCanceriResearchXL2021XL 12.9 3

171 PlasticityLofLextrachromosomalLandLintrachromosomalLuRtyLamplificationsLinLovercomingLtargetedL
therapyLdosageLchallengesaaLCanceriDiscoveryXL2021XL 24.4 1

170 TheLimpactLofLcontaminantsLonLtheLaccuracyLofLgenomeLskimmingLandLtheLeffectivenessLofL
exclusionLreadLfiltersaLMoleculariEcologyiResourcesXL2020XLecXLigl 8.4 6

169 LongitudinalLassessmentLofLtumorLdevelopmentLusingLcancerLavatarsLderivedLfromLgeneticallyL
engineeredLpluripotentLstemLcellsaLNatureiCommunicationsXL2020XLddXLhhc 17.4 23

168 tmpliconReconstructorLintegratesLNzSLandLopticalLmappingLtoLresolveLtheLcomplexLstructuresLofL
focalLamplificationsaLNatureiCommunicationsXL2020XLddXLgfjg 17.4 14
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167 xxtrachromosomalLwNtLisLassociatedLwithLoncogeneLamplificationLandLpoorLoutcomeLacrossL
multipleLcancersaLNatureiGeneticsXL2020XLheXLkldZklj 36.3 79

166 xxploringLtheLlandscapeLofLfocalLamplificationsLinLcancerLusingLtmplicontrchitectaLNaturei
CommunicationsXL2019XLdcXLfle 17.4 59

165 NtwLmetabolicLdependencyLinLcancerLisLshapedLbyLgeneLamplificationLandLenhancerLremodellingaL
NatureXL2019XLhilXLhjcZhjh 50.4 81

164 ProteogenomicLtnnotationLofLvhineseL amstersLRevealsLxxtensiveLNovelLTranslationLxventsLandL
xndogenousLRetroviralLxlementsaLJournaliofiProteomeiResearchXL2019XLdkXLegffZeggh 5.6 12

163 xxtrachromosomalLoncogeneLamplificationLinLtumourLpathogenesisLandLevolutionaLNatureiReviewsi
CancerXL2019XLdlXLekfZekk 31.3 108

162 SkmermLassemblyZfreeLandLalignmentZfreeLsampleLidentificationLusingLgenomeLskimsaLGenomei
BiologyXL2019XLecXLfg 18.3 37

161 vomputingLtheLStatisticalLSignificanceLofLOverlapLbetweenLzenomeLtnnotationsLwithLiStataLCelli
SystemsXL2019XLkXLhefZhelaeg 10.6 2

160 xcSegmLSemanticLSegmentationLofLMetaphaseLαmagesLvontainingLxxtrachromosomalLwNtaLIScienceXL
2019XLedXLgekZgfh 6.1 12

159 vircularLecwNtLpromotesLaccessibleLchromatinLandLhighLoncogeneLexpressionaLNatureXL2019XLhjhXLillZjcf50.4 134

158 NovelLinsightLintoLtheLgeneticLbasisLofLhighZaltitudeLpulmonaryLhypertensionLinLKyrgyzLhighlandersaL
EuropeaniJournaliofiHumaniGeneticsXL2019XLejXLdhcZdhl 5.3 7

157 αdentifyingLtheLfavoredLmutationLinLaLpositiveLselectiveLsweepaLNatureiMethodsXL2018XLdhXLejlZeke 21.6 33

156 M vLclassLαLloadedLligandsLfromLbreastLcancerLcellLlinesmLtLpotentialL LtZαZtypedLantigenLcollectionaL
JournaliofiProteomicsXL2018XLdjiXLdfZef 3.9 17

155
ViyimLaccurateLdetectionLofLviralLintegrationLandLmRNtLfusionLrevealsLindiscriminateLandL
unregulatedLtranscriptionLinLproximalLgenomicLregionsLinLcervicalLcanceraLNucleiciAcidsiResearchXL
2018XLgiXLffclZffeh

20.1 23

154 ProteoStormmLtnLUltrafastLMetaproteomicsLwatabaseLSearchLyrameworkaLCelliSystemsXL2018XLjXLgifZgijaei10.6 18

153 TargetedLgenotypingLofLvariableLnumberLtandemLrepeatsLwithLadVNTRaLGenomeiResearchXL2018XLekXLdjclZdjdl9.7 26

152 xxtrachromosomalLoncogeneLamplificationLdrivesLtumourLevolutionLandLgeneticLheterogeneityaL
NatureXL2017XLhgfXLdeeZdeh 50.4 260

151 vlearmLvompositionLofLLikelihoodsLforLxvolveLandLResequenceLxxperimentsaLGeneticsXL2017XLeciXLdcddZdcef4 17

150  apvUTemLrobustLandLaccurateLhaplotypeLassemblyLforLdiverseLsequencingLtechnologiesaLGenomei
ResearchXL2017XLejXLkcdZkde 9.7 161

(2017-2020)
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149 UltraaccurateLgenomeLsequencingLandLhaplotypingLofLsingleLhumanLcellsaLProceedingsiofithei
NationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2017XLddgXLdehdeZdehdj 11.5 27

148  ighZaltitudeLadaptationLinLhumansmLfromLgenomicsLtoLintegrativeLphysiologyaLJournaliofiMoleculari
MedicineXL2017XLlhXLdeilZdeke 5.5 43

147 TheLtntibodyLRepertoireLofLvolorectalLvanceraLMoleculariandiCellulariProteomicsXL2017XLdiXLedddZedeg 7.6 3

146 NewLαnsightsLintoLtheLzeneticLuasisLofLMongeSsLwiseaseLandLtdaptationLtoL ighZtltitudeaLMoleculari
BiologyiandiEvolutionXL2017XLfgXLfdhgZfdik 8.3 19

145 SenpdLdrivesLhypoxiaZinducedLpolycythemiaLviaLztTtdLandLuclZxLLinLsubjectsLwithLMongeSsLdiseaseaL
JournaliofiExperimentaliMedicineXL2016XLedfXLejelZejgg 16.6 22

144 αntegratedLProteogenomicLvharacterizationLofL umanL ighZzradeLSerousLOvarianLvanceraLCellXL
2016XLdiiXLjhhZjih 56.2 544

143 wiversityXLProductivityXLandLStabilityLofLanLαndustrialLMicrobialLxcosystemaLAppliediandiEnvironmentali
MicrobiologyXL2016XLkeXLeglgZehch 4.8 34

142 αnPhawelmLintegrativeLshotgunLandLproximityZligationLsequencingLtoLphaseLdeletionsLwithLsingleL
nucleotideLpolymorphismsaLNucleiciAcidsiResearchXL2016XLggXLeddd 20.1 1

141
xndothelinLreceptorLuXLaLcandidateLgeneLfromLhumanLstudiesLatLhighLaltitudeXLimprovesLcardiacL
toleranceLtoLhypoxiaLinLgeneticallyLengineeredLheterozygoteLmiceaLProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2015XLddeXLdcgehZfc

11.5 35

140 tdvancedLProteogenomicLtnalysisLRevealsLMultipleLPeptideLMutationsLandLvomplexL
αmmunoglobulinLPeptidesLinLvolonLvanceraLJournaliofiProteomeiResearchXL2015XLdgXLfhhhZij 5.6 22

139  aplotypeLtlleleLyrequencyLT tyULScoremLPredictingLvarriersLofLOngoingLSelectiveLSweepsLWithoutL
KnowledgeLofLtheLtdaptiveLtlleleaLLectureiNotesiiniComputeriScienceXL2015XLejiZekc 0.9 1

138 tLglobalLreferenceLforLhumanLgeneticLvariationaLNatureXL2015XLheiXLikZjg 50.4 8599

137 ReconstructingLbreakageLfusionLbridgeLarchitecturesLusingLnoisyLcopyLnumbersaLJournaliofi
ComputationaliBiologyXL2015XLeeXLhjjZlg 1.7 7

136 NextZzenerationLSequencingLofLPlasmodiumLvivaxLPatientLSamplesLShowsLxvidenceLofLwirectL
xvolutionLinLwrugZResistanceLzenesaLACSiInfectiousiDiseasesXL2015XLdXLfijZjl 5.5 22

135 zeneticLsimulationLtoolsLforLpostZgenomeLwideLassociationLstudiesLofLcomplexLdiseasesaLGenetici
EpidemiologyXL2015XLflXLddZdl 2.6 15

134 PredictingLvarriersLofLOngoingLSelectiveLSweepsLwithoutLKnowledgeLofLtheLyavoredLtlleleaLPLoSi
GeneticsXL2015XLddXLedcchhej 6 13

133 TheLTzy˛†dLPromoterLSNPLvZhclTLandLyoodLSensitizationLPromoteLxsophagealLRemodelingLinL
PediatricLxosinophilicLxsophagitisaLPLoSiONEXL2015XLdcXLecdggihd 3.7 20

132 UsingLzenomeLQueryLLanguageLtoLuncoverLgeneticLvariationaLBioinformaticsXL2014XLfcXLdZk 7.2 82
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131 tnLautomatedLproteogenomicLmethodLusesLmassLspectrometryLtoLrevealLnovelLgenesLinLZeaLmaysaL
MoleculariandiCellulariProteomicsXL2014XLdfXLdhjZij 7.6 69

130 tnnotationLofLtheLzebrafishLgenomeLthroughLanLintegratedLtranscriptomicLandLproteomicLanalysisaL
MoleculariandiCellulariProteomicsXL2014XLdfXLfdkgZlk 7.6 40

129 ProteogenomicLdatabaseLconstructionLdrivenLfromLlargeLscaleLRNtZseqLdataaLJournaliofiProteomei
ResearchXL2014XLdfXLedZk 5.6 90

128 TheLgeneticLbasisLofLchronicLmountainLsicknessaLPhysiologyXL2014XLelXLgcfZde 9.8 21

127 ProteogenomicLstrategiesLforLidentificationLofLaberrantLcancerLpeptidesLusingLlargeZscaleL
nextZgenerationLsequencingLdataaLProteomicsXL2014XLdgXLejdlZfc 4.8 47

126 tmplificationLandLthriftyLsingleZmoleculeLsequencingLofLrecurrentLsomaticLstructuralLvariationsaL
GenomeiResearchXL2014XLegXLfdkZek 9.7 15

125 TheLelusiveLevidenceLforLchromothripsisaLNucleiciAcidsiResearchXL2014XLgeXLkefdZge 20.1 30

124 αnferringLgeneLontologiesLfromLpairwiseLsimilarityLdataaLBioinformaticsXL2014XLfcXLifgZge 7.2 57

123 WholeLgenomeLsequencingLofLxthiopianLhighlandersLrevealsLconservedLhypoxiaLtoleranceLgenesaL
GenomeiBiologyXL2014XLdhXLRfi 18.3 59

122 ReconstructingLureakageLyusionLuridgeLtrchitecturesLUsingLNoisyLvopyLNumbersaLLectureiNotesiini
ComputeriScienceXL2014XLgccZgdj 0.9 1

121 xvaluatingLgenomeLarchitectureLofLaLcomplexLregionLviaLgeneralizedLbipartiteLmatchingaLBMCi
BioinformaticsXL2013XLdgLSupplLhXLSdf 3.6 1

120 WholeZgenomeLsequencingLuncoversLtheLgeneticLbasisLofLchronicLmountainLsicknessLinLtndeanL
highlandersaLAmericaniJournaliofiHumaniGeneticsXL2013XLlfXLgheZie 11 90

119 LearningLnaturalLselectionLfromLtheLsiteLfrequencyLspectrumaLGeneticsXL2013XLdlhXLdkdZlf 4 78

118 VirmidmLaccurateLdetectionLofLsomaticLmutationsLwithLsampleLimpurityLinferenceaLGenomeiBiologyXL
2013XLdgXLRlc 18.3 50

117 OnLtheLdesignLofLcloneZbasedLhaplotypingaLGenomeiBiologyXL2013XLdgXLRdcc 18.3 17

116 tnLalgorithmicLapproachLforLbreakageZfusionZbridgeLdetectionLinLtumorLgenomesaLProceedingsiofi
theiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2013XLddcXLhhgiZhd 11.5 39

115 ReprevermLresolvingLlowZcopyLduplicatedLsequencesLusingLtemplateLdrivenLassemblyaLNucleiciAcidsi
ResearchXL2013XLgdXLedek 20.1 5

114 WessimmLaLwholeZexomeLsequencingLsimulatorLbasedLonLinLsilicoLexomeLcaptureaLBioinformaticsXL
2013XLelXLdcjiZj 7.2 26

(2013-2014)
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113 tbstractionsLforLzenomicsaLCommunicationsiofitheiACMXL2013XLhiXLkfZlf 2.5 9

112 veruleanmLtL ybridLtssemblyLUsingL ighLThroughputLShortLandLLongLReadsaLLectureiNotesiini
ComputeriScienceXL2013XLfglZfif 0.9 21

111 LearningLNaturalLSelectionLfromLtheLSiteLyrequencyLSpectrumaLLectureiNotesiiniComputeriScienceXL
2013XLefcZeff 0.9 0

110 tnLintegratedLmapLofLgeneticLvariationLfromLdXcleLhumanLgenomesaLNatureXL2012XLgldXLhiZih 50.4 6049

109 weLnovoLsomaticLmutationsLinLcomponentsLofLtheLPαfKZtKTfZmTORLpathwayLcauseL
hemimegalencephalyaLNatureiGeneticsXL2012XLggXLlgdZh 36.3 505

108 zlobalLwNtLhypomethylationLcoupledLtoLrepressiveLchromatinLdomainLformationLandLgeneL
silencingLinLbreastLcanceraLGenomeiResearchXL2012XLeeXLegiZhk 9.7 385

107 ProteinLidentificationLusingLtopZdownaLMoleculariandiCellulariProteomicsXL2012XLddXLMdddacckheg 7.6 112

106 tccurateLmassLspectrometryLbasedLproteinLquantificationLviaLsharedLpeptidesaLJournaliofi
ComputationaliBiologyXL2012XLdlXLffjZgk 1.7 31

105 vombinatoricsLofLtheLbreakageZfusionZbridgeLmechanismaLJournaliofiComputationaliBiologyXL2012XL
dlXLiieZjk 1.7 14

104 SpeedingLupLtandemLmassLspectralLidentificationLusingLindexesaLBioinformaticsXL2012XLekXLdileZj 7.2 10

103 xxomeLsequencingLcanLimproveLdiagnosisLandLalterLpatientLmanagementaLScienceiTranslationali
MedicineXL2012XLgXLdfkrajk 17.5 191

102 iwtS mLintegratingLdataLforLanalysisXLanonymizationXLandLsharingaLJournaliofitheiAmericaniMedicali
InformaticsiAssociation:iJAMIAXL2012XLdlXLdliZecd 8.6 114

101 SampleLreproducibilityLofLgeneticLassociationLusingLdifferentLmultimarkerLTwTsLinLgenomeZwideL
associationLstudiesmLcharacterizationLandLaLnewLapproachaLPLoSiONEXL2012XLjXLeelidf 3.7 4

100 tutomatedLqueryingLandLidentificationLofLnovelLpeptidesLusingLMtLwαLmassLspectrometricLimagingaL
JournaliofiProteomeiResearchXL2011XLdcXLdldhZek 5.6 28

99 tMtSSmLalgorithmLforLMSαLanalysisLbyLsemiZsupervisedLsegmentationaLJournaliofiProteomeiResearchXL
2011XLdcXLgjfgZgf 5.6 22

98 TestsLofLselectionLinLpooledLcaseZcontrolLdatamLanLempiricalLstudyaLFrontiersiiniGeneticsXL2011XLeXLkf 4.5 3

97 StrobeLsequenceLdesignLforLhaplotypeLassemblyaLBMCiBioinformaticsXL2011XLdeLSupplLdXLSeg 3.6 15

96 ResurrectionLofLaLclinicalLantibodymLtemplateLproteogenomicLdeLnovoLproteomicLsequencingLandL
reverseLengineeringLofLanLantiZlymphotoxinZ˛–LantibodyaLProteomicsXL2011XLddXLflhZgch 4.8 25
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95 TvLUSTmLaLfastLmethodLforLclusteringLgenomeZscaleLexpressionLdataaLIEEE/ACMiTransactionsioni
ComputationaliBiologyiandiBioinformaticsXL2011XLkXLkckZdk 3 12

94 OnLtheLtpproximabilityLofLReachabilityZPreservingLNetworkLOrientationsaLInternetiMathematicsXL
2011XLjXLeclZefe 0 5

93 PracticalLgSZphosphopantetheineLactiveLsiteLdiscoveryLfromLproteomicLsamplesaLJournaliofiProteomei
ResearchXL2011XLdcXLfecZl 5.6 14

92 vompressingLgenomicLsequenceLfragmentsLusingLSlimzeneaLJournaliofiComputationaliBiologyXL2011XL
dkXLgcdZdf 1.7 57

91 xxperimentalLselectionLofLhypoxiaZtolerantLwrosophilaLmelanogasteraLProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2011XLdckXLefglZhg 11.5 85

90 SensitiveLgeneLfusionLdetectionLusingLambiguouslyLmappingLRNtZSeqLreadLpairsaLBioinformaticsXL
2011XLejXLdcikZjh 7.2 48

89 weconvolutionLandLdatabaseLsearchLofLcomplexLtandemLmassLspectraLofLintactLproteinsmLaL
combinatorialLapproachaLMoleculariandiCellulariProteomicsXL2010XLlXLejjeZke 7.6 130

88 TemplateLproteogenomicsmLsequencingLwholeLproteinsLusingLanLimperfectLdatabaseaLMoleculariandi
CellulariProteomicsXL2010XLlXLdeicZjc 7.6 40

87 ProteinZproteinLinteractionLnetworkLevaluationLforLidentifyingLpotentialLdrugLtargetsaLJournaliofi
ComputationaliBiologyXL2010XLdjXLiilZkg 1.7 24

86 tLcoveringLmethodLforLdetectingLgeneticLassociationsLbetweenLrareLvariantsLandLcommonL
phenotypesaLPLoSiComputationaliBiologyXL2010XLiXLedccclhg 5 73

85 RtPαwLdetectionLofLgeneZgeneLinteractionsLinLgenomeZwideLassociationLstudiesaLBioinformaticsXL
2010XLeiXLekhiZie 7.2 28

84
PopulationLsequencingLofLtwoLendocannabinoidLmetabolicLgenesLidentifiesLrareLandLcommonL
regulatoryLvariantsLassociatedLwithLextremeLobesityLandLmetaboliteLlevelaLGenomeiBiologyXL2010XL
ddXLRddk

18.3 23

83 wecipheringLtheLgeneticLbasisLofLcommonLdiseasesLbyLintegratedLfunctionalLannotationLofLcommonL
andLrareLvariantsaLGenomeiBiologyXL2010XLddXL 18.3 78

82 xxpansionLofLtheLmycobacterialLNPUPylomeNaLMoleculariBioSystemsXL2010XLiXLfjiZkh 75

81 OptimizingLPvRLassaysLforLwNtZbasedLcancerLdiagnosticsaLJournaliofiComputationaliBiologyXL2010XL
djXLfilZkd 1.7 4

80 wesigningLdeepLsequencingLexperimentsmLdetectingLstructuralLvariationLandLestimatingLtranscriptL
abundanceaLBMCiGenomicsXL2010XLddXLfkh 4.5 20

79 vonstructionLofLaLmedicinalLleechLtranscriptomeLdatabaseLandLitsLapplicationLtoLtheLidentificationL
ofLleechLhomologsLofLneuralLandLinnateLimmuneLgenesaLBMCiGenomicsXL2010XLddXLgcj 4.5 44

78 ProteogenomicsLtoLdiscoverLtheLfullLcodingLcontentLofLgenomesmLaLcomputationalLperspectiveaL
JournaliofiProteomicsXL2010XLjfXLedegZfh 3.9 132

(2010-2011)
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77 vompressingLzenomicLSequenceLyragmentsLUsingLSlimzeneaLLectureiNotesiiniComputeriScienceXL
2010XLfdcZfeg 0.9 7

76 yastLandLaccurateLalignmentLofLmultipleLproteinLnetworksaLJournaliofiComputationaliBiologyXL2009XL
diXLlklZll 1.7 47

75 SequenceLandLstructuralLvariationLinLaLhumanLgenomeLuncoveredLbyLshortZreadXLmassivelyLparallelL
ligationLsequencingLusingLtwoZbaseLencodingaLGenomeiResearchXL2009XLdlXLdhejZgd 9.7 401

74 SharedLPeptidesLinLMassLSpectrometryLuasedLProteinLQuantificationaLLectureiNotesiiniComputeri
ScienceXL2009XLfhiZfjd 0.9 4

73 OptimizingLPvRLtssaysLforLwNtLuasedLvancerLwiagnosticsaLLectureiNotesiiniComputeriScienceXL2009XLeecZefh0.9

72 tccurateLannotationLofLpeptideLmodificationsLthroughLunrestrictiveLdatabaseLsearchaLJournaliofi
ProteomeiResearchXL2008XLjXLdjcZkd 5.6 47

71 PhosphorylationZspecificLMSbMSLscoringLforLrapidLandLaccurateLphosphoproteomeLanalysisaLJournali
ofiProteomeiResearchXL2008XLjXLffjfZkd 5.6 45

70  apvUTmLanLefficientLandLaccurateLalgorithmLforLtheLhaplotypeLassemblyLproblemaLBioinformaticsXL
2008XLegXLidhfZl 7.2 198

69 tLmultidimensionalLchromatographyLtechnologyLforLinZdepthLphosphoproteomeLanalysisaLMoleculari
andiCellulariProteomicsXL2008XLjXLdfklZli 7.6 392

68 QNetmLaLtoolLforLqueryingLproteinLinteractionLnetworksaLJournaliofiComputationaliBiologyXL2008XLdhXLldfZeh1.7 71

67 wiscoveryLandLrevisionLofLtrabidopsisLgenesLbyLproteogenomicsaLProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2008XLdchXLedcfgZk 11.5 226

66 xvaluationLofLpairedZendLsequencingLstrategiesLforLdetectionLofLgenomeLrearrangementsLinLcanceraL
PLoSiComputationaliBiologyXL2008XLgXLedcccchd 5 63

65 vomparativeLproteogenomicsmLcombiningLmassLspectrometryLandLcomparativeLgenomicsLtoLanalyzeL
multipleLgenomesaLGenomeiResearchXL2008XLdkXLddffZge 9.7 90

64 tnLMvMvLalgorithmLforLhaplotypeLassemblyLfromLwholeZgenomeLsequenceLdataaLGenomeiResearchXL
2008XLdkXLdffiZgi 9.7 88

63 StructuralLalignmentLofLpseudoknottedLRNtaLJournaliofiComputationaliBiologyXL2008XLdhXLgklZhcg 1.7 18

62 yastLandLtccurateLtlignmentLofLMultipleLProteinLNetworksL2008XLegiZehi 28

61 tnLtlgorithmLforLOrientingLzraphsLuasedLonLvauseZxffectLPairsLandLαtsLtpplicationsLtoLOrientingL
ProteinLNetworksaLLectureiNotesiiniComputeriScienceXL2008XLeeeZefe 0.9 23

60 WholeLproteomeLanalysisLofLpostZtranslationalLmodificationsmLapplicationsLofLmassZspectrometryL
forLproteogenomicLannotationaLGenomeiResearchXL2007XLdjXLdfieZjj 9.7 155

Vineet Bafna

8



59 TheLSorcererLααLzlobalLOceanLSamplingLexpeditionmLexpandingLtheLuniverseLofLproteinLfamiliesaLPLoSi
BiologyXL2007XLhXLedi 9.7 638

58 xvidenceLforLlargeLinversionLpolymorphismsLinLtheLhumanLgenomeLfromL apMapLdataaLGenomei
ResearchXL2007XLdjXLedlZfc 9.7 51

57 TheLdiploidLgenomeLsequenceLofLanLindividualLhumanaLPLoSiBiologyXL2007XLhXLeehg 9.7 1249

56 tLdecompositionLtheoryLforLphylogeneticLnetworksLandLincompatibleLcharactersaLJournaliofi
ComputationaliBiologyXL2007XLdgXLdegjZje 1.7 36

55 OptimizationLofLprimerLdesignLforLtheLdetectionLofLvariableLgenomicLlesionsLinLcanceraL
BioinformaticsXL2007XLefXLekcjZdh 7.2 16

54 αmprovingLgeneLannotationLusingLpeptideLmassLspectrometryaLGenomeiResearchXL2007XLdjXLefdZl 9.7 144

53 QNetmLtLToolLforLQueryingLProteinLαnteractionLNetworksaLLectureiNotesiiniComputeriScienceXL2007XLdZdh 0.9 26

52 tLsequenceZbasedLfilteringLmethodLforLncRNtLidentificationLandLitsLapplicationLtoLsearchingLforL
riboswitchLelementsaLBioinformaticsXL2006XLeeXLehhjZih 7.2 23

51 StructuralLtlignmentLofLPseudoknottedLRNtaLLectureiNotesiiniComputeriScienceXL2006XLdgfZdhk 0.9 2

50 vonsensusLfoldingLofLunalignedLRNtLsequencesLrevisitedaLJournaliofiComputationaliBiologyXL2006XL
dfXLekfZlh 1.7 23

49 αnferenceLaboutLrecombinationLfromLhaplotypeLdatamLlowerLboundsLandLrecombinationLhotspotsaL
JournaliofiComputationaliBiologyXL2006XLdfXLhcdZed 1.7 13

48
tgeZrelatedLchangesLinLhumanLcrystallinsLdeterminedLfromLcomparativeLanalysisLofL
postZtranslationalLmodificationsLinLyoungLandLagedLlensmLdoesLdeamidationLcontributeLtoLcrystallinL
insolubilityraLJournaliofiProteomeiResearchXL2006XLhXLehhgZii

5.6 224

47 UnrestrictiveLidentificationLofLpostZtranslationalLmodificationsLthroughLpeptideLmassLspectrometryaL
NatureiProtocolsXL2006XLdXLijZje 18.8 32

46 SearchingLgenomesLforLnoncodingLRNtLusingLyastRaLIEEE/ACMiTransactionsioniComputationali
BiologyiandiBioinformaticsXL2005XLeXLfiiZjl 3 37

45 αdentificationLofLpostZtranslationalLmodificationsLviaLblindLsearchLofLmassZspectraL2005XLdhjZii 13

44 PeptideLsequenceLtagsLforLfastLdatabaseLsearchLinLmassZspectrometryaLJournaliofiProteomei
ResearchXL2005XLgXLdekjZlh 5.6 103

43 αnsPecTmLidentificationLofLposttranslationallyLmodifiedLpeptidesLfromLtandemLmassLspectraaL
AnalyticaliChemistryXL2005XLjjXLgieiZfl 7.8 502

42 αdentificationLofLpostZtranslationalLmodificationsLbyLblindLsearchLofLmassLspectraaLNaturei
BiotechnologyXL2005XLefXLdhieZj 44.5 231

(2005-2007)
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41 PolynomialLandLtPXZhardLcasesLofLtheLindividualLhaplotypingLproblemaLTheoreticaliComputeriScience
XL2005XLffhXLdclZdeh 1.1 36

40 αmprovedLRecombinationLLowerLuoundsLforL aplotypeLwataaLLectureiNotesiiniComputeriScienceXL
2005XLhilZhkg 0.9 7

39 OrthologousLrepeatsLandLmammalianLphylogeneticLinferenceaLGenomeiResearchXL2005XLdhXLllkZdcci 9.7 32

38 tLnoteLonLefficientLcomputationLofLhaplotypesLviaLperfectLphylogenyaLJournaliofiComputationali
BiologyXL2004XLddXLkhkZii 1.7 25

37 OptimalLhaplotypeLblockZfreeLselectionLofLtaggingLSNPsLforLgenomeZwideLassociationLstudiesaL
GenomeiResearchXL2004XLdgXLdiffZgc 9.7 84

36 yastRmLfastLdatabaseLsearchLtoolLforLnonZcodingLRNtL2004XLheZid 13

35 TheLnumberLofLrecombinationLeventsLinLaLsampleLhistorymLconflictLgraphLandLlowerLboundsaL
IEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsXL2004XLdXLjkZlc 3 31

34 ShotgunLproteinLsequencingLbyLtandemLmassLspectraLassemblyaLAnalyticaliChemistryXL2004XLjiXLjeedZff 7.8 44

33 tLSurveyLofLvomputationalLMethodsLforLweterminingL aplotypesaLLectureiNotesiiniComputeri
ScienceXL2004XLeiZgj 0.9 55

32 TheLdogLgenomemLsurveyLsequencingLandLcomparativeLanalysisaLScienceXL2003XLfcdXLdklkZlcf 33.3 422

31  aplotypingLasLperfectLphylogenymLaLdirectLapproachaLJournaliofiComputationaliBiologyXL2003XLdcXLfefZgc1.7 91

30 RobustnessLofLinferenceLofLhaplotypeLblockLstructureaLJournaliofiComputationaliBiologyXL2003XLdcXLdfZl 1.7 51

29  aplotypesLandLinformativeLSNPLselectionLalgorithmsL2003XL 33

28 vombinatorialLProblemsLtrisingLinLSNPLandL aplotypeLtnalysisaLLectureiNotesiiniComputeriScienceXL
2003XLeiZgj 0.9 11

27 PracticalLtlgorithmsLandLyixedZParameterLTractabilityLforLtheLSingleLαndividualLSNPL aplotypingL
ProblemaLLectureiNotesiiniComputeriScienceXL2002XLelZgf 0.9 38

26 TheLsequenceLofLtheLhumanLgenomeaLScienceXL2001XLeldXLdfcgZhd 33.3 10609

25 SvOPxmLaLprobabilisticLmodelLforLscoringLtandemLmassLspectraLagainstLaLpeptideLdatabaseaL
BioinformaticsXL2001XLdjLSupplLdXLSdfZed 7.2 134

24 SNPsLProblemsXLvomplexityXLandLtlgorithmsaLLectureiNotesiiniComputeriScienceXL2001XLdkeZdlf 0.9 80
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23 LigandZreceptorLpairingLviaLtreeLcomparisonaLJournaliofiComputationaliBiologyXL2000XLjXLhlZjc 1.7 10

22 tLPolynomialZTimeLtpproximationLSchemeLforLMinimumLRoutingLvostLSpanningLTreesaLSIAMiJournali
oniComputingXL2000XLelXLjidZjjk 1.1 78

21 tLeZtpproximationLtlgorithmLforLtheLUndirectedLyeedbackLVertexLSetLProblemaLSIAMiJournalioni
DiscreteiMathematicsXL1999XLdeXLeklZelj 0.7 215

20 SortingLbyLTranspositionsaLSIAMiJournalioniDiscreteiMathematicsXL1998XLddXLeegZegc 0.7 258

19 OnLtheLtpproximabilityLofLNumericalLTaxonomyLTyittingLwistancesLbyLTreeLMetricsUaLSIAMiJournalioni
ComputingXL1998XLekXLdcjfZdckh 1.1 52

18 wetectingLnonZadjoiningLcorrelationsLwithLsignalsLinLwNtL1998XL 12

17  umanLbetaZdefensinLeLisLaLsaltZsensitiveLpeptideLantibioticLexpressedLinLhumanLlungaLJournaliofi
ClinicaliInvestigationXL1998XLdceXLkjgZkc 15.9 449

16 tpproximationLalgorithmsLforLmultipleLsequenceLalignmentaLTheoreticaliComputeriScienceXL1997XL
dkeXLeffZegg 1.1 29

15 zenomeLRearrangementsLandLSortingLbyLReversalsaLSIAMiJournalioniComputingXL1996XLehXLejeZekl 1.1 252

14 NonoverlappingLlocalLalignmentsLTweightedLindependentLsetsLofLaxisZparallelLrectanglesUaLDiscretei
AppliediMathematicsXL1996XLjdXLgdZhf 1 45

13 SortingLbyLReversalsmLzenomeLRearrangementsLinLPlantLOrganellesLandLxvolutionaryL istoryLofLXL
vhromosomeaLMoleculariBiologyiandiEvolutionXL1995XL 8.3 1

12 vonstantLratioLapproximationsLofLtheLweightedLfeedbackLvertexLsetLproblemLforLundirectedLgraphsaL
LectureiNotesiiniComputeriScienceXL1995XLdgeZdhd 0.9 21

11 vomputingLsimilarityLbetweenLRNtLstringsaLLectureiNotesiiniComputeriScienceXL1995XLdZdi 0.9 30

10 ParallelLimplementationLofLlogicLlanguagesaLLectureiNotesiiniComputeriScienceXL1990XLdhgZdih 0.9

9 TargetedLprofilingLofLhumanLextrachromosomalLwNtLbyLvRαSPRZvtTv  1

8 yrequentLextrachromosomalLoncogeneLamplificationLdrivesLaggressiveLtumors 1

7 tmpliconReconstructormLαntegratedLanalysisLofLNzSLandLopticalLmappingLresolvesLtheLcomplexL
structuresLofLfocalLamplificationsLinLcancer 1

6 yineZmappingLtheLyavoredLMutationLinLaLPositiveLSelectiveLSweep 4
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5 VariableLNumberLTandemLRepeatsLmediateLtheLexpressionLofLproximalLgenes 2

4 xcwNtLhubsLdriveLcooperativeLintermolecularLoncogeneLexpression 3

3 tssemblyZfreeLandLalignmentZfreeLsampleLidentificationLusingLgenomeLskims 1

2 PrinciplesLofLecwNtLrandomLinheritanceLdriveLrapidLgenomeLchangeLandLtherapyLresistanceLinL
humanLcancers 4

1 xstimatingLrepeatLspectraLandLgenomeLlengthLfromLlowZcoverageLgenomeLskimsLwithLRxSPxvT 2

Vineet Bafna

12


