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i Paper IF Citations

194 rKPythonKlibraryKforKprobabilisticKanalysisKofKsingleXcellKomicsKdataYYKNatureiBiotechnologyWK2022WKeaWKbgdXbgg44.5 9

193 MuseumKofKspatialKtranscriptomicsYYKNatureiMethodsWK2022WK 21.6 13

192 WholeXanimalKmultiplexedKsingleXcellKRNrXseqKrevealsKtranscriptionalKshiftsKacrossKmedusaKcellK
typesYKScienceiAdvancesWK2021WKhWKeabhbgid 14.3 6

191 rKtranscriptomicKandKepigenomicKcellKatlasKofKtheKmouseKprimaryKmotorKcortexYKNatureWK2021WKfjiWKbadXbba50.4 23

190 zsoformKcellXtypeKspecificityKinKtheKmouseKprimaryKmotorKcortexYKNatureWK2021WKfjiWKbjfXbjj 50.4 5

189 rKmultimodalKcellKcensusKandKatlasKofKtheKmammalianKprimaryKmotorKcortexYKNatureWK2021WKfjiWKigXbac 50.4 44

188 SwabXSeqkKrKhighXthroughputKplatformKforKmassivelyKscaledKupKSrRSXtoVXcKtestingK2021WK 28

187 ModularWKefficientKandKconstantXmemoryKsingleXcellKRNrXseqKpreprocessingYKNatureiBiotechnologyWK
2021WKdjWKibdXibi 44.5 53

186 sUTTvRw–YkKaddressingKtheKpooledKamplificationKparadoxKwithKuniqueKmolecularKidentifiersKinK
singleXcellKRNrXseqYKGenomeiBiologyWK2021WKccWKbhe 18.3 1

185 MassivelyKscaledXupKtestingKforKSrRSXtoVXcKRNrKviaKnextXgenerationKsequencingKofKpooledKandK
barcodedKnasalKandKsalivaKsamplesYKNatureiBiomedicaliEngineeringWK2021WKfWKgfhXggf 19 14

184 NormalizationKofKsingleXcellKRNrXseqKcountsKbyKlogSxKVKbTUKorKlogSbKVKxTYKBioinformaticsWK2021WK 7.2 4

183 SWr–OkKscaffoldingKwithKassemblyKlikelihoodKoptimizationYKNucleiciAcidsiResearchWK2021WKejWKebbh 20.1 0

182 –owXcostWKscalableWKandKautomatedKfluidKsamplingKforKfluidicsKapplicationsYKHardwareXWK2021WKbaWKeaacab 2.7 2

181 RefShannonkKrKgenomeXguidedKtranscriptomeKassemblerKusingKsparseKflowKdecompositionYKPLoSi
ONEWK2020WKbfWKeacdcjeg 3.7 6

180 znterpretableKfactorKmodelsKofKsingleXcellKRNrXseqKviaKvariationalKautoencodersYKBioinformaticsWK
2020WKdgWKdebiXdecb 7.2 37

179 ProteinKvelocityKandKaccelerationKfromKsingleXcellKmultiomicsKexperimentsYKGenomeiBiologyWK2020WK
cbWKdj 18.3 19

178 ReferenceXfreeKrssociationKMappingKfromKSequencingKReadsKUsingKkXmersYKBio-protocolWK2020WKbaWKedibf0.9 2
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177 OddXpairedKisKaKpioneerXlikeKfactorKthatKcoordinatesKwithKZeldaKtoKcontrolKgeneKexpressionKinK
embryosYKELifeWK2020WKjWK 8.9 10

176 yighlyKmultiplexedKsingleXcellKRNrXseqKbyKuNrKoligonucleotideKtaggingKofKcellularKproteinsYKNaturei
BiotechnologyWK2020WKdiWKdfXdi 44.5 35

175 rKcuratedKdatabaseKrevealsKtrendsKinKsingleXcellKtranscriptomicsYKDatabase:itheiJournaliofiBiologicali
DatabasesiandiCurationWK2020WKcacaWK 5 56

174 SpecialKfunctionKmethodsKforKburstyKmodelsKofKtranscriptionYKPhysicaliReviewiEWK2020WKbacWKacceaj 2.4 8

173 ReliableKandKaccurateKdiagnosticsKfromKhighlyKmultiplexedKsequencingKassaysYKScientificiReportsWK
2020WKbaWKcbhfj 4.9 5

172 PrinciplesKofKopenKsourceKbioinstrumentationKappliedKtoKtheKposeidonKsyringeKpumpKsystemYK
ScientificiReportsWK2019WKjWKbcdif 4.9 24

171 rKdiscriminativeKlearningKapproachKtoKdifferentialKexpressionKanalysisKforKsingleXcellKRNrXseqYK
NatureiMethodsWK2019WKbgWKbgdXbgg 21.6 53

170 ueterministicKcolumnKsubsetKselectionKforKsingleXcellKRNrXSeqYKPLoSiONEWK2019WKbeWKeacbafhb 3.7

169 sarcodeKidentificationKforKsingleKcellKgenomicsYKBMCiBioinformaticsWK2019WKcaWKdc 3.6 11

168 TranscriptKrbundanceKvstimationKandKtheK–aminarKPackingKProblemYKLectureiNotesiiniComputeri
ScienceWK2019WKcadXcbb 0.9

167 wactorKanalysisKforKsurvivalKtimeKpredictionKwithKinformativeKcensoringKandKdiverseKcovariatesYK
StatisticsiiniMedicineWK2019WKdiWKdhbjXdhdc 2.3 1

166 TheKbarcodeWKUMzWKsetKformatKandKsUStoolsYKBioinformaticsWK2019WKdfWKeehcXeehd 7.2 54

165 MultimodalKrnalysisKofKtellKTypesKinKaKyypothalamicKNodeKtontrollingKSocialKsehaviorYKCellWK2019WK
bhjWKhbdXhciYebh 56.2 84

164 xeneXlevelKdifferentialKanalysisKatKtranscriptXlevelKresolutionYKGenomeiBiologyWK2018WKbjWKfd 18.3 57

163 vxpressionKreflectsKpopulationKstructureYKPLoSiGeneticsWK2018WKbeWKebaahieb 6 9

162 RNrKVelocitykKMolecularK’ineticsKfromKSingleXtellKRNrXSeqYKMoleculariCellWK2018WKhcWKhXj 17.6 30

161 rccurateKdesignKofKtranslationalKoutputKbyKaKneuralKnetworkKmodelKofKribosomeKdistributionYKNaturei
StructuraliandiMoleculariBiologyWK2018WKcfWKfhhXfic 17.6 35

160 rssociationKmappingKfromKsequencingKreadsKusingKXmersYKELifeWK2018WKhWK 8.9 48

(2018-2020)
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159 PROserKProvidesKaKxeneralKToolkitKforKrnalyzingKSequencingXsasedKToeprintingKrssaysYKCelli
SystemsWK2017WKeWKfgiXfheYeh 10.6 13

158 ZikaKinfectionKofKneuralKprogenitorKcellsKperturbsKtranscriptionKinKneurodevelopmentalKpathwaysYK
PLoSiONEWK2017WKbcWKeabhfhee 3.7 4

157 uifferentialKanalysisKofKRNrXseqKincorporatingKquantificationKuncertaintyYKNatureiMethodsWK2017WK
beWKgihXgja 21.6 706

156 PregnancyXinducedKgeneKexpressionKchangesKinKvivoKamongKwomenKwithKrheumatoidKarthritiskKaK
pilotKstudyYKArthritisiResearchiandiTherapyWK2017WKbjWKbae 5.7 6

155 SingleXcellKanalysisKatKtheKthresholdYKNatureiBiotechnologyWK2016WKdeWKbbbbXbbbi 44.5 55

154 TheK–airkKaKresourceKforKexploratoryKanalysisKofKpublishedKRNrXSeqKdataYKBMCiBioinformaticsWK2016WK
bhWKeja 3.6 10

153 vstimatingKintrinsicKandKextrinsicKnoiseKfromKsingleXcellKgeneKexpressionKmeasurementsYKStatisticali
ApplicationsiiniGeneticsiandiMoleculariBiologyWK2016WKbfWKeehXehb 1.2 17

152 wastKandKaccurateKsingleXcellKRNrXseqKanalysisKbyKclusteringKofKtranscriptXcompatibilityKcountsYK
GenomeiBiologyWK2016WKbhWKbbc 18.3 76

151 rKdynamicKintronKretentionKprogramKenrichedKinKRNrKprocessingKgenesKregulatesKgeneKexpressionK
duringKterminalKerythropoiesisYKNucleiciAcidsiResearchWK2016WKeeWKidiXfb 20.1 111

150 NearXoptimalKprobabilisticKRNrXseqKquantificationYKNatureiBiotechnologyWK2016WKdeWKfcfXh 44.5 3742

149 TranscriptomicKresponseKofKurosophilaKmelanogasterKpupaeKdevelopedKinKhypergravityYKGenomicsWK
2016WKbaiWKbfiXbgh 4.3 9

148 TheKNzyKsuc’KcenterKforKbigKdataKinKtranslationalKgenomicsYKJournaliofitheiAmericaniMedicali
InformaticsiAssociation:iJAMIAWK2015WKccWKbbedXh 8.6 24

147 tomprehensiveWKzntegrativeKxenomicKrnalysisKofKuiffuseK–owerXxradeKxliomasYKNewiEnglandi
JournaliofiMedicineWK2015WKdhcWKceibXji 59.2 1828

146 tontrollingKforKconservationKinKgenomeXwideKuNrKmethylationKstudiesYKBMCiGenomicsWK2015WKbgWKeca 4.5 4

145 SingleXcellKtranscriptomicsKrevealsKreceptorKtransformationsKduringKolfactoryKneurogenesisYKScienceWK
2015WKdfaWKbcfbXf 33.3 139

144 rKdiverseKepigeneticKlandscapeKatKhumanKexonsKwithKimplicationKforKexpressionYKNucleiciAcidsi
ResearchWK2015WKedWKdejiXfai 20.1 38

143 PregnancyXznducedKthangesKinKSystemicKxeneKvxpressionKamongKyealthyKWomenKandKWomenKwithK
RheumatoidKrrthritisYKPLoSiONEWK2015WKbaWKeabefcae 3.7 14

142 xenomeKmethylationKinKuYKmelanogasterKisKfoundKatKspecificKshortKmotifsKandKisKindependentKofK
uNMTcKactivityYKGenomeiResearchWK2014WKceWKicbXda 9.7 96
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141 RationalKexperimentKdesignKforKsequencingXbasedKRNrKstructureKmappingYKRnaWK2014WKcaWKbigeXhh 5.8 24

140 yumanKintestinalKtissueKwithKadultKstemKcellKpropertiesKderivedKfromKpluripotentKstemKcellsYKStemi
CelliReportsWK2014WKcWKidiXfc 8 72

139 StructuralKvariationKamongKwildKandKindustrialKstrainsKofKPenicilliumKchrysogenumYKPLoSiONEWK2014WK
jWKejghie 3.7 2

138 rKdynamicKalternativeKsplicingKprogramKregulatesKgeneKexpressionKduringKterminalKerythropoiesisYK
NucleiciAcidsiResearchWK2014WKecWKeadbXec 20.1 65

137 txr–kKcomputingKgenomeKassemblyKlikelihoodsYKGenomeiBiologyWK2013WKbeWKRi 18.3 59

136 rffineKandKProjectiveKTreeKMetricKTheoremsYKAnnalsiofiCombinatoricsWK2013WKbhWKcafXcci 0.7 4

135 wragmentKassignmentKinKtheKcloudKwithKeXpressXuYKBMCiBioinformaticsWK2013WKbeWKdfi 3.6 18

134 uifferentialKanalysisKofKgeneKregulationKatKtranscriptKresolutionKwithKRNrXseqYKNatureiBiotechnology
WK2013WKdbWKegXfd 44.5 2465

133 StreamingKfragmentKassignmentKforKrealXtimeKanalysisKofKsequencingKexperimentsYKNatureiMethodsWK
2013WKbaWKhbXd 21.6 649

132 UpdatingKRNrXSeqKanalysesKafterKreXannotationYKBioinformaticsWK2013WKcjWKbgdbXh 7.2 18

131 uifferentialKgeneKandKtranscriptKexpressionKanalysisKofKRNrXseqKexperimentsKwithKTopyatKandK
tufflinksYKNatureiProtocolsWK2012WKhWKfgcXhi 18.8 8342

130 QuantifyingKuniformityKofKmappedKreadsYKBioinformaticsWK2012WKciWKcgiaXc 7.2 5

129 SyrPvXSeqkKyighXThroughputKRNrKStructureKrnalysisYKCurrentiProtocolsiiniChemicaliBiologyWK2012WK
eWKchfXjh 1.8 58

128 zdentificationKofKnovelKtranscriptsKinKannotatedKgenomesKusingKRNrXSeqYKBioinformaticsWK2011WKchWKcdcfXj7.2 716

127 zmprovingKRNrXSeqKexpressionKestimatesKbyKcorrectingKforKfragmentKbiasYKGenomeiBiologyWK2011WK
bcWKRcc 18.3 804

126 zdentificationKandKcorrectionKofKsystematicKerrorKinKhighXthroughputKsequenceKdataYKNaturei
PrecedingsWK2011WK 1

125 zdentificationKandKcorrectionKofKsystematicKerrorKinKhighXthroughputKsequenceKdataYKBMCi
BioinformaticsWK2011WKbcWKefb 3.6 173

124 ShapeXbasedKpeakKidentificationKforKthzPXSeqYKBMCiBioinformaticsWK2011WKbcWKbf 3.6 38

(2011-2014)
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123 RNrXSeqKandKfindkKenteringKtheKRNrKdeepKfieldYKGenomeiMedicineWK2011WKdWKhe 14.4 18

122 TracingKtheKmostKparsimoniousKindelKhistoryYKJournaliofiComputationaliBiologyWK2011WKbiWKjghXig 1.7 2

121
MultiplexedKRNrKstructureKcharacterizationKwithKselectiveKcRXhydroxylKacylationKanalyzedKbyKprimerK
extensionKsequencingKSSyrPvXSeqTYKProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitedi
StatesiofiAmericaWK2011WKbaiWKbbagdXi

11.5 280

120 ueterminingKcodingKtpxKislandsKbyKidentifyingKregionsKsignificantKforKpatternKstatisticsKonKMarkovK
chainsYKStatisticaliApplicationsiiniGeneticsiandiMoleculariBiologyWK2011WKbaWK 1.2 0

119 TheKneighborXnetKalgorithmYKAdvancesiiniAppliediMathematicsWK2011WKehWKceaXcfi 0.8 14

118 ModelingKandKautomationKofKsequencingXbasedKcharacterizationKofKRNrKstructureYKProceedingsiofi
theiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaWK2011WKbaiWKbbagjXhe 11.5 95

117 PhyloepigenomicKcomparisonKofKgreatKapesKrevealsKaKcorrelationKbetweenKsomaticKandKgermlineK
methylationKstatesYKGenomeiResearchWK2011WKcbWKcaejXfh 9.7 32

116 RNrKstructureKcharacterizationKfromKchemicalKmappingKexperimentsK2011WK 29

115 vxploringKtheKgeneticKbasisKofKvariationKinKgeneKpredictionsKwithKaKsyntheticKassociationKstudyYKPLoSi
ONEWK2010WKfWKebbgef 3.7

114 vxonXlevelKmicroarrayKanalysesKidentifyKalternativeKsplicingKprogramsKinKbreastKcancerYKMoleculari
CanceriResearchWK2010WKiWKjgbXhe 6.6 101

113 uevelopmentKofKaKlowKbiasKmethodKforKcharacterizingKviralKpopulationsKusingKnextKgenerationK
sequencingKtechnologyYKPLoSiONEWK2010WKfWKebdfge 3.7 45

112 sindingKsiteKturnoverKproducesKpervasiveKquantitativeKchangesKinKtranscriptionKfactorKbindingK
betweenKcloselyKrelatedKurosophilaKspeciesYKPLoSiBiologyWK2010WKiWKebaaaded 9.7 154

111 MetMapKenablesKgenomeXscaleKMethyltypingKforKdeterminingKmethylationKstatesKinKpopulationsYK
PLoSiComputationaliBiologyWK2010WKgWKebaaaiii 5 9

110 TranscriptKassemblyKandKquantificationKbyKRNrXSeqKrevealsKunannotatedKtranscriptsKandKisoformK
switchingKduringKcellKdifferentiationYKNatureiBiotechnologyWK2010WKciWKfbbXf 44.5 10225

109 toverageKstatisticsKforKsequenceKcensusKmethodsYKBMCiBioinformaticsWK2010WKbbWKeda 3.6 9

108 uisorderedKmicrobialKcommunitiesKinKasthmaticKairwaysYKPLoSiONEWK2010WKfWKeifhi 3.7 1085

107 wastKstatisticalKalignmentYKPLoSiComputationaliBiologyWK2009WKfWKebaaadjc 5 252

106 WhyKNeighborX‘oiningKWorksYKAlgorithmicaWK2009WKfeWKbXce 0.9 59
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105 TopyatkKdiscoveringKspliceKjunctionsKwithKRNrXSeqYKBioinformaticsWK2009WKcfWKbbafXbb 7.2 9121

104 tonvexKRankKTestsKandKSemigraphoidsYKSIAMiJournalioniDiscreteiMathematicsWK2009WKcdWKbbbhXbbde 0.7 38

103 OnKtheKoptimalityKofKtheKneighborXjoiningKalgorithmYKAlgorithmsiforiMoleculariBiologyWK2008WKdWKf 1.8 25

102 tombiningKstatisticalKalignmentKandKphylogeneticKfootprintingKtoKdetectKregulatoryKelementsYK
BioinformaticsWK2008WKceWKbcdgXec 7.2 25

101 tombinatoricsKofKleastXsquaresKtreesYKProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitedi
StatesiofiAmericaWK2008WKbafWKbdcagXbb 11.5 10

100 SpecificKalignmentKofKstructuredKRNrkKstochasticKgrammarsKandKsequenceKannealingYKBioinformaticsWK
2008WKceWKcghhXid 7.2 31

99 ViralKpopulationKestimationKusingKpyrosequencingYKPLoSiComputationaliBiologyWK2008WKeWKebaaaahe 5 174

98 tomparisonKofKpatternKdetectionKmethodsKinKmicroarrayKtimeKseriesKofKtheKsegmentationKclockYK
PLoSiONEWK2008WKdWKecifg 3.7 32

97 rnalysesKofKdeepKmammalianKsequenceKalignmentsKandKconstraintKpredictionsKforKbPKofKtheKhumanK
genomeYKGenomeiResearchWK2007WKbhWKhgaXhe 9.7 163

96 zdentificationKandKanalysisKofKfunctionalKelementsKinKbPKofKtheKhumanKgenomeKbyKtheKvNtOuvKpilotK
projectYKNatureWK2007WKeehWKhjjXibg 50.4 4121

95 uiscoveryKofKfunctionalKelementsKinKbcKurosophilaKgenomesKusingKevolutionaryKsignaturesYKNatureWK
2007WKefaWKcbjXdc 50.4 506

94 vvolutionKofKgenesKandKgenomesKonKtheKurosophilaKphylogenyYKNatureWK2007WKefaWKcadXbi 50.4 1586

93 rnalysisKofKepistaticKinteractionsKandKfitnessKlandscapesKusingKaKnewKgeometricKapproachYKBMCi
EvolutionaryiBiologyWK2007WKhWKga 3 47

92 TowardKtheKhumanKgenotopeYKBulletiniofiMathematicaliBiologyWK2007WKgjWKchcdXdf 2.1 18

91 PopulationKgenomicskKwholeXgenomeKanalysisKofKpolymorphismKandKdivergenceKinKurosophilaK
simulansYKPLoSiBiologyWK2007WKfWKedba 9.7 479

90 TheKMathematicsKofKPhylogenomicsYKSIAMiReviewWK2007WKejWKdXdb 7.4 25

89 TheKcyclohedronKtestKforKfindingKperiodicKgenesKinKtimeKcourseKexpressionKstudiesYKStatisticali
ApplicationsiiniGeneticsiandiMoleculariBiologyWK2007WKgWKrrticleKcb 1.2 7

88 MultipleKalignmentKbyKsequenceKannealingYKBioinformaticsWK2007WKcdWKeceXj 7.2 60

(2007-2009)
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87 OptimizationKofKairKvehiclesKoperationsKusingKmixedXintegerKlinearKprogrammingYKJournaliofithei
OperationaliResearchiSocietyWK2007WKfiWKfbgXfch 2 36

86 PatternsKofKgeneKduplicationKandKintronKlossKinKtheKvNtOuvKregionsKsuggestKaKconfoundingKfactorYK
GenomicsWK2007WKjaWKeeXi 4.3 3

85 rKgenomeXwideKmapKofKconservedKmicroRNrKtargetsKinKtYKelegansYKCurrentiBiologyWK2006WKbgWKegaXhb 6.3 353

84 vvolutionKatKtheKnucleotideKlevelkKtheKproblemKofKmultipleKwholeXgenomeKalignmentYKHumani
MoleculariGeneticsWK2006WKbfKSpecKNoKbWKRfbXg 5.6 41

83 ParametricKalignmentKofKurosophilaKgenomesYKPLoSiComputationaliBiologyWK2006WKcWKehd 5 28

82 seyondKpairwiseKdistanceskKneighborXjoiningKwithKphylogeneticKdiversityKestimatesYKMoleculari
BiologyiandiEvolutionWK2006WKcdWKejbXi 8.3 19

81 ReferenceKbasedKannotationKwithKxeneMapperYKGenomeiBiologyWK2006WKhWKRcj 18.3 50

80 zdentificationKofKtransposableKelementsKusingKmultipleKalignmentsKofKrelatedKgenomesYKGenomei
ResearchWK2006WKbgWKcgaXha 9.7 38

79 PhylogeneticKProfilingKofKznsertionsKandKueletionsKinKVertebrateKxenomesYKLectureiNotesiini
ComputeriScienceWK2006WKcgfXcia 0.9 7

78 PairKhiddenKMarkovKmodelsK2005WK 2

77 tomputationK2005WKedXie 1

76 sioinformaticsKforKwholeXgenomeKshotgunKsequencingKofKmicrobialKcommunitiesYKPLoSi
ComputationaliBiologyWK2005WKbWKbagXbc 5 221

75 SubtreeKpowerKanalysisKandKspeciesKselectionKforKcomparativeKgenomicsYKProceedingsiofithei
NationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaWK2005WKbacWKhjaaXf 11.5 15

74 –argeKmultipleKorganismKgeneKfindingKbyKcollapsedKxibbsKsamplingYKJournaliofiComputationali
BiologyWK2005WKbcWKfjjXgai 1.7 6

73 MultipleKorganismKgeneKfindingKbyKcollapsedKgibbsKsamplingK2004WK 1

72 zntraspeciesKsequenceKcomparisonsKforKannotatingKgenomesYKGenomeiResearchWK2004WKbeWKceagXbb 9.7 42

71 MrVzukKconstrainedKancestralKalignmentKofKmultipleKsequencesYKGenomeiResearchWK2004WKbeWKgjdXj 9.7 209

70 ParametricKinferenceKforKbiologicalKsequenceKanalysisYKProceedingsiofitheiNationaliAcademyiofi
SciencesiofitheiUnitediStatesiofiAmericaWK2004WKbabWKbgbdiXed 11.5 40
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69 VisualizationKofKmultipleKgenomeKannotationsKandKalignmentsKwithKtheK’XsROWSvRYKGenomei
ResearchWK2004WKbeWKhbgXca 9.7 14

68 TropicalKgeometryKofKstatisticalKmodelsYKProceedingsiofitheiNationaliAcademyiofiSciencesiofithei
UnitediStatesiofiAmericaWK2004WKbabWKbgbdcXh 11.5 60

67 zdentificationKofKevolutionaryKhotspotsKinKtheKrodentKgenomesYKGenomeiResearchWK2004WKbeWKfheXj 9.7 17

66 MultipleXsequenceKfunctionalKannotationKandKtheKgeneralizedKhiddenKMarkovKphylogenyYK
BioinformaticsWK2004WKcaWKbifaXga 7.2 37

65 rccurateKidentificationKofKnovelKhumanKgenesKthroughKsimultaneousKgeneKpredictionKinKhumanWK
mouseWKandKratYKGenomeiResearchWK2004WKbeWKggbXe 9.7 25

64 xenomeKsequenceKofKtheKsrownKNorwayKratKyieldsKinsightsKintoKmammalianKevolutionYKNatureWK2004
WKeciWKejdXfcb 50.4 1689

63 SequenceKandKcomparativeKanalysisKofKtheKchickenKgenomeKprovideKuniqueKperspectivesKonK
vertebrateKevolutionYKNatureWK2004WKedcWKgjfXhbg 50.4 2143

62 ReconstructingKtreesKfromKsubtreeKweightsYKAppliediMathematicsiLettersWK2004WKbhWKgbfXgcb 3.5 37

61 tonstrainedKOptimizationKforKUrVKTaskKrssignmentK2004WK 37

60 UrVKTaskKrssignmentKwithKTimingKtonstraintsKviaKMixedXzntegerK–inearKProgrammingK2004WK 30

59 VzSTrkKcomputationalKtoolsKforKcomparativeKgenomicsYKNucleiciAcidsiResearchWK2004WKdcWKWchdXj 20.1 1441

58 TheKvNtOuvKSvNtyclopediaKOfKuNrKvlementsTKProjectYKScienceWK2004WKdagWKgdgXea 33.3 1692

57 S–rMkKcrossXspeciesKgeneKfindingKandKalignmentKwithKaKgeneralizedKpairKhiddenKMarkovKmodelYK
GenomeiResearchWK2003WKbdWKejgXfac 9.7 112

56 rVzukKrKglobalKalignmentKprogramYKGenomeiResearchWK2003WKbdWKjhXbac 9.7 328

55 yMMKsamplingKandKapplicationsKtoKgeneKfindingKandKalternativeKsplicingYKBioinformaticsWK2003WKbjK
SupplKcWKiidgXeb 7.2 43

54 worcingKnumbersKofKstopKsignsYKTheoreticaliComputeriScienceWK2003WKdadWKeajXebg 1.1 13

53 PhylogeneticKshadowingKofKprimateKsequencesKtoKfindKfunctionalKregionsKofKtheKhumanKgenomeYK
ScienceWK2003WKcjjWKbdjbXe 33.3 431

52 PickingKalignmentsKfromKSSteinerTKtreesYKJournaliofiComputationaliBiologyWK2003WKbaWKfajXca 1.7 13

(2003-2004)
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51 StrategiesKandKtoolsKforKwholeXgenomeKalignmentsYKGenomeiResearchWK2003WKbdWKhdXia 9.7 165

50 MrVzuKmultipleKalignmentKserverYKNucleiciAcidsiResearchWK2003WKdbWKdfcfXg 20.1 40

49 S–rMKwebKserverKforKcomparativeKgeneKfindingKandKalignmentYKNucleiciAcidsiResearchWK2003WKdbWKdfahXj 20.1 8

48 znitialKsequencingKandKcomparativeKanalysisKofKtheKmouseKgenomeYKNatureWK2002WKecaWKfcaXgc 50.4 5376

47 MappingKandKidentificationKofKessentialKgeneKfunctionsKonKtheKXKchromosomeKofKurosophilaYKEMBOi
ReportsWK2002WKdWKdeXi 6.5 99

46 rVistaKforKcomparativeKsequenceXbasedKdiscoveryKofKfunctionalKtranscriptionKfactorKbindingKsitesYK
GenomeiResearchWK2002WKbcWKidcXj 9.7 282

45 TheKcomputationalKchallengesKofKapplyingKcomparativeXbasedKcomputationalKmethodsKtoKwholeK
genomesYKBriefingsiiniBioinformaticsWK2002WKdWKbiXcc 13.4 9

44 PickingKalignmentsKfromKSsteinerTKtreesK2002WK 1

43 rpplicationsKofKgeneralizedKpairKhiddenKMarkovKmodelsKtoKalignmentKandKgeneKfindingKproblemsYK
JournaliofiComputationaliBiologyWK2002WKjWKdijXjj 1.7 57

42 rpplicationsKofKgeneralizedKpairKhiddenKMarkovKmodelsKtoKalignmentKandKgeneKfindingKproblemsK
2001WK 5

41 yumanKandKmouseKgeneKstructureK2000WK 4

40 yumanKandKmouseKgeneKstructurekKcomparativeKanalysisKandKapplicationKtoKexonKpredictionYK
GenomeiResearchWK2000WKbaWKjfaXi 9.7 225

39 rctiveKconservationKofKnoncodingKsequencesKrevealedKbyKthreeXwayKspeciesKcomparisonsYKGenomei
ResearchWK2000WKbaWKbdaeXg 9.7 240

38 rKdictionaryXbasedKapproachKforKgeneKannotationYKJournaliofiComputationaliBiologyWK1999WKgWKebjXda 1.7 16

37 worcingKmatchingsKonKsquareKgridsYKDiscreteiMathematicsWK1998WKbjaWKcihXcje 0.7 34

36 windingKtonvexKSetsKrmongKPointsKinKtheKPlaneYKDiscreteiandiComputationaliGeometryWK1998WKbjWKeafXeba0.6 15

35 tonstructingKstatusKinjectiveKgraphsYKDiscreteiAppliediMathematicsWK1997WKiaWKbahXbbd 1 6

34 tombinatorialKrpproachesKandKtonjecturesKforKcXuivisibilityKProblemsKtoncerningKuominoKTilingsK
ofKPolyominoesYKElectroniciJournaliofiCombinatoricsWK1997WKeWK 1.1 7
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33 TheKsarcodeWKUMzWKSetKformatKandKsUStools 3

32 uifferentialKanalysisKofKRNrXSeqKincorporatingKquantificationKuncertainty 31

31 ProberkKrKgeneralKtoolkitKforKanalyzingKsequencingXbasedKâ��toeprintingâ��Kassays 1

30 sarcodeKidentificationKforKsingleKcellKgenomics 3

29 rssociationKMappingKfromKSequencingKReadsKUsingK’Xmers 3

28 wusionKdetectionKandKquantificationKbyKpseudoalignment 11

27 rnKintegratedKtranscriptomicKandKepigenomicKatlasKofKmouseKprimaryKmotorKcortexKcellKtypes 23

26 zsoformKcellKtypeKspecificityKinKtheKmouseKprimaryKmotorKcortex 2

25 uecreaseKinrtvcmRNrKexpressionKinKagedKmouseKlung 8

24 wastKandKaccurateKdiagnosticsKfromKhighlyKmultiplexedKsequencingKassays 4

23 NormalizationKofKsingleXcellKRNrXseqKcountsKbyKlogSxVbTUKorKlogSbVxTU 2

22 rddressingKtheKpooledKamplificationKparadoxKwithKuniqueKmolecularKidentifiersKinKsingleXcellKRNrXseq 1

21 MarkedlyKheterogeneousKtOVzuXbjKtestingKplansKamongKUSKcollegesKandKuniversities 6

20 zntrinsicKandKextrinsicKnoiseKareKdistinguishableKinKaKsynthesisKâ��KexportKâ��KdegradationKmodelKofK
mRNrKproduction 4

19 rKmultimodalKcellKcensusKandKatlasKofKtheKmammalianKprimaryKmotorKcortex 12

18 zdentificationKofKtranscriptionalKsignaturesKforKcellKtypesKfromKsingleXcellKRNrXSeq 6

17 rKdirectKcomparisonKofKgenomeKalignmentKandKtranscriptomeKpseudoalignment 7

16 uesignKprinciplesKforKopenKsourceKbioinstrumentationkKtheKposeidonKsyringeKpumpKsystemKasKanKexample 3
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15 tompositionalKuataKrnalysisKisKnecessaryKforKsimulatingKandKanalyzingKRNrXSeqKdata 2

14 RNrKvelocityKandKproteinKaccelerationKfromKsingleXcellKmultiomicsKexperiments 2

13 ModularKandKefficientKpreXprocessingKofKsingleXcellKRNrXseq 57

12 znterpretableKfactorKmodelsKofKsingleXcellKRNrXseqKviaKvariationalKautoencoders 4

11 rKcuratedKdatabaseKrevealsKtrendsKinKsingleXcellKtranscriptomics 17

10 QuantifyingKtheKtradeoffKbetweenKsequencingKdepthKandKcellKnumberKinKsingleXcellKRNrXseq 10

9 xeneXlevelKdifferentialKanalysisKatKtranscriptXlevelKresolution 1

8 rnalyticalKsolutionsKofKtheKchemicalKmasterKequationKwithKburstyKproductionKandKisomerizationKreactions 2

7 scviXtoolskKaKlibraryKforKdeepKprobabilisticKanalysisKofKsingleXcellKomicsKdata 18

6 MuseumKofKSpatialKTranscriptomics 10

5 WholeKrnimalKMultiplexedKSingleXtellKRNrXSeqKRevealsKPlasticityKofKtlytiaKMedusaKtellKTypes 5

4 uirectKsimulationKofKaKstochasticallyKdrivenKmultiXstepKbirthXdeathKprocess 1

3 senchmarkingKofKlightweightXmappingKbasedKsingleXcellKRNrXseqKpreXprocessing 4

2 TheKSpeciousKrrtKofKSingleXtellKxenomics 12

1 znterpretableKandKtractableKmodelsKofKtranscriptionalKnoiseKforKtheKrationalKdesignKofK
singleXmoleculeKquantificationKexperiments 1
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