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j Paper IF Citations

151 PairsNandNPairixoNaNfileNformatNandNaNtoolNforNefficientNstorageNandNretrievalNforNHibxNreadNpairsccN
BioinformaticsaN2022aN 7.2 2

150 SinglebcellNgeneNfusionNdetectionNbyNsc–usionccNNaturegCommunicationsaN2022aNfhaNfemi 17.4 1

149 SomaticNmosaicismNrevealsNclonalNdistributionsNofNneocorticalNdevelopmentccNNatureaN2022aN 50.4 1

148 TheNiyNNucleomeNyataNPortalNasNaNresourceNforNsearchingNandNvisualizingNcuratedNnucleomicsNdataccN
NaturegCommunicationsaN2022aNfhaNghkj 17.4 3

147 WholebgenomeNanalysisNrevealsNtheNcontributionNofNnonbcodingNdeNnovoNtransposonNinsertionsNtoN
autismNspectrumNdisordercNMobilegDNAaN2021aNfgaNgm 4.4 2

146 MicrobMetaNvppoNanNinteractiveNtoolNforNcollectingNmicroscopyNmetadataNbasedNonNcommunityN
specificationscNNaturegMethodsaN2021aNfmaNfimnbfinj 21.6 4

145 LandmarksNofNhumanNembryonicNdevelopmentNinscribedNinNsomaticNmutationscNScienceaN2021aNhlfaNfginbfgjh33.3 13

144 xomprehensiveNidentificationNofNsomaticNnucleotideNvariantsNinNhumanNbrainNtissuecNGenomegBiologyaN
2021aNggaNng 18.3 3

143 TheNoriginsNandNgeneticNinteractionsNofNKRvSNmutationsNareNallelebNandNtissuebspecificcNNatureg
CommunicationsaN2021aNfgaNfmem 17.4 14

142 NegativeNelongationNfactorNregulatesNmuscleNprogenitorNexpansionNforNefficientNmyofiberNrepairN
andNstemNcellNpoolNrepopulationcNDevelopmentalgCellaN2021aNjkaNfefibfegncel 10.2 5

141 ResourcesNandNchallengesNforNintegrativeNanalysisNofNnuclearNarchitectureNdatacNCurrentgOpinionging
GeneticsgandgDevelopmentaN2021aNklaNfehbffe 4.9 1

140 zssentialNhistoneNchaperonesNcollaborateNtoNregulateNtranscriptionNandNchromatinNintegritycNGenesg
andgDevelopmentaN2021aNhjaNknmblfg 12.6 7

139 xomprehensiveNidentificationNofNtransposableNelementNinsertionsNusingNmultipleNsequencingN
technologiescNNaturegCommunicationsaN2021aNfgaNhmhk 17.4 7

138 SomaticNmutationNaccumulationNseenNthroughNaNsinglebmoleculeNlenscNCellgResearchaN2021aNhfaNninbnje 24.7

137 HiTeaoNaNcomputationalNpipelineNtoNidentifyNnonbreferenceNtransposableNelementNinsertionsNinNHibxN
datacNBioinformaticsaN2021aNhlaNfeijbfejf 7.2 2

136 HeterogeneityNandNxlonalNzvolutionNofNvcquiredNPvRPNInhibitorNResistanceNinNandNbyeficientNxellscN
CancergResearchaN2021aNmfaNgllibglml 10.1 3

135 LargeNmosaicNcopyNnumberNvariationsNconferNautismNriskcNNaturegNeuroscienceaN2021aNgiaNfnlbgeh 25.5 10
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134 yeletionsNinNxWHihNcauseNidiopathicNnormalNpressureNhydrocephaluscNEMBOgMoleculargMedicineaN
2021aNfhaNefhgin 12 8

133 TheNlandscapeNofNsomaticNmutationNinNcerebralNcortexNofNautisticNandNneurotypicalNindividualsN
revealedNbyNultrabdeepNwholebgenomeNsequencingcNNaturegNeuroscienceaN2021aNgiaNflkbfmj 25.5 19

132 xomputationalNanalysisNofNcancerNgenomeNsequencingNdatacNNaturegReviewsgGeneticsaN2021aN 30.1 2

131
ParallelNRNvNandNyNvNanalysisNafterNdeepNsequencingNVPRyybseqWNrevealsNcellNtypebspecificNlineageN
patternsNinNhumanNbraincNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaaN2020aNfflaNfhmmkbfhmnj

11.5 13

130 ImmunogenomicNprofilingNdeterminesNresponsesNtoNcombinedNPvRPNandNPybfNinhibitionNinNovarianN
cancercNNaturegCommunicationsaN2020aNffaNfijn 17.4 82

129 HiNToNaNcomputationalNmethodNforNdetectingNcopyNnumberNvariationsNandNtranslocationsNfromNHibxN
datacNGenomegBiologyaN2020aNgfaNlh 18.3 27

128 yysregulationNofNcancerNgenesNbyNrecurrentNintergenicNfusionscNGenomegBiologyaN2020aNgfaNfkk 18.3 8

127 vNuserNguideNforNtheNonlineNexplorationNandNvisualizationNofNPxvWGNdatacNNaturegCommunicationsaN
2020aNffaNhiee 17.4 7

126 GiniQxoNaNmeasureNforNquantifyingNnoiseNinNsinglebcellNHibxNdatacNBioinformaticsaN2020aNhkaNgnegbgnei 7.2 2

125 GenomicNfootprintsNofNactivatedNtelomereNmaintenanceNmechanismsNinNcancercNNatureg
CommunicationsaN2020aNffaNlhh 17.4 40

124 PanbcancerNanalysisNofNwholeNgenomesNidentifiesNdriverNrearrangementsNpromotedNbyNLINzbfN
retrotranspositioncNNaturegGeneticsaN2020aNjgaNhekbhfn 36.3 122

123 xomprehensiveNanalysisNofNchromothripsisNinNgakjmNhumanNcancersNusingNwholebgenomeN
sequencingcNNaturegGeneticsaN2020aNjgaNhhfbhif 36.3 168

122 vccurateNdetectionNofNmosaicNvariantsNinNsequencingNdataNwithoutNmatchedNcontrolscNNatureg
BiotechnologyaN2020aNhmaNhfibhfn 44.5 20

121 GenomicNyeterminantsNofNyeNNovoNResistanceNtoNImmuneNxheckpointNwlockadeNinNMismatchN
RepairbyeficientNzndometrialNxancercNJCOgPrecisiongOncologyaN2020aNiaNingbinl 3.6 2

120 IdentificationNandNGenotypingNofNTransposableNzlementNInsertionsN–romNGenomeNSequencingNyatacN
CurrentgProtocolsgingHumangGeneticsaN2020aNfelaNefeg 3.2 4

119 zpigeneticNtranscriptionalNreprogrammingNbyNWTfNmediatesNaNrepairNresponseNduringNpodocyteN
injurycNSciencegAdvancesaN2020aNkaNeabbjike 14.3 4

118 TheNconservedNelongationNfactorNSpnfNisNrequiredNforNnormalNtranscriptionaNhistoneNmodificationsaN
andNsplicingNinNSaccharomycesNcerevisiaecNNucleicgAcidsgResearchaN2020aNimaNfegifbfegjm 20.1 6

117 SystematicNvssessmentNofNTumorNPurityNandNItsNxlinicalNImplicationscNJCOgPrecisiongOncologyaN2020aN
iaN 3.6 7

(2020-2021)
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116 MechanismsNandNtherapeuticNimplicationsNofNhypermutationNinNgliomascNNatureaN2020aNjmeaNjflbjgh 50.4 172

115 GenomicsNofNMPNSTNVGeMWNxonsortiumoNRationaleNandNStudyNyesignNforNMultibOmicN
xharacterizationNofNN–fbvssociatedNandNSporadicNMPNSTscNGenesaN2020aNffaN 4.2 6

114 SmallbMoleculeNandNxRISPRNScreeningNxonvergeNtoNRevealNReceptorNTyrosineNKinaseNyependenciesN
inNPediatricNRhabdoidNTumorscNCellgReportsaN2019aNgmaNghhfbghiicem 10.6 20

113 IdentificationNofNsomaticNmutationsNinNsingleNcellNyNvbseqNusingNaNspatialNmodelNofNallelicNimbalancecN
NaturegCommunicationsaN2019aNfeaNhnem 17.4 40

112 MicroRNvbgnaNactivatesNaNmultibcomponentNgrowthNandNinvasionNprogramNinNglioblastomacNJournalg
ofgExperimentalgandgClinicalgCancergResearchaN2019aNhmaNhk 12.8 12

111 vNdynamicNandNintegratedNepigeneticNprogramNatNdistalNregionsNorchestratesNtranscriptionalN
responsesNtoNVzG–vcNGenomegResearchaN2019aNgnaNfnhbgel 9.7 5

110 TracingNOncogeneNRearrangementsNinNtheNMutationalNHistoryNofNLungNvdenocarcinomacNCellaN2019aN
fllaNfmigbfmjlcegf 56.2 84

109 TibannaoNsoftwareNforNscalableNexecutionNofNportableNpipelinesNonNtheNcloudcNBioinformaticsaN2019aN
hjaNiigibiigk 7.2 6

108 wRynNdefinesNaNSWIdSN–NsubbcomplexNandNconstitutesNaNspecificNvulnerabilityNinNmalignantNrhabdoidN
tumorscNNaturegCommunicationsaN2019aNfeaNfmmf 17.4 51

107 LinkedbreadNanalysisNidentifiesNmutationsNinNsinglebcellNyNvbsequencingNdatacNNaturegGeneticsaN2019aN
jfaNlinblji 36.3 42

106 yetectingNtheNmutationalNsignatureNofNhomologousNrecombinationNdeficiencyNinNclinicalNsamplescN
NaturegGeneticsaN2019aNjfaNnfgbnfn 36.3 96

105 MyMgNandNMyMiNvreNTherapeuticNVulnerabilitiesNinNMalignantNRhabdoidNTumorscNCancergResearchaN
2019aNlnaNgieibgifi 10.1 24

104 vnNenhancedNgeneticNmodelNofNcolorectalNcancerNprogressionNhistorycNGenomegBiologyaN2019aNgeaNfkm 18.3 21

103 GlobalNimpactNofNsomaticNstructuralNvariationNonNtheNyNvNmethylomeNofNhumanNcancerscNGenomeg
BiologyaN2019aNgeaNgen 18.3 9

102 PatientbxustomizedNOligonucleotideNTherapyNforNaNRareNGeneticNyiseasecNNewgEnglandgJournalgofg
MedicineaN2019aNhmfaNfkiibfkjg 59.2 232

101 xomprehensiveNxharacterizationNofNxancerNyriverNGenesNandNMutationscNCellaN2018aNflhaNhlfbhmjcefm 56.2 854

100 PaSybqcoNqualityNcontrolNforNsingleNcellNwholebgenomeNsequencingNdataNusingNpowerNspectralN
densityNestimationcNNucleicgAcidsgResearchaN2018aNikaNege 20.1 11

99 yetectingNSomaticNMutationsNinNNormalNxellscNTrendsgingGeneticsaN2018aNhiaNjijbjjl 8.5 53
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98 vNPanbxancerNxompendiumNofNGenesNyeregulatedNbyNSomaticNGenomicNRearrangementNacrossNMoreN
ThanNfaieeNxasescNCellgReportsaN2018aNgiaNjfjbjgl 10.6 49

97 TheNwabySeqNprojectoNimplementingNgenomicNsequencingNinNnewbornscNBMCgPediatricsaN2018aNfmaNggj 2.6 55

96 HiGlassoNwebbbasedNvisualNexplorationNandNanalysisNofNgenomeNinteractionNmapscNGenomegBiologyaN
2018aNfnaNfgj 18.3 242

95 LinkingNtranscriptionalNandNgeneticNtumorNheterogeneityNthroughNalleleNanalysisNofNsinglebcellN
RNvbseqNdatacNGenomegResearchaN2018aNgmaNfgflbfggl 9.7 90

94 vgingNandNneurodegenerationNareNassociatedNwithNincreasedNmutationsNinNsingleNhumanNneuronscN
ScienceaN2018aNhjnaNjjjbjjn 33.3 315

93 zzyaNaNmemberNofNtheNpolycombNgroupaNisNrequiredNforNnephronNdifferentiationNandNtheN
maintenanceNofNnephronNprogenitorNcellscNDevelopmentgrCambridgesaN2018aNfijaN 6.6 10

92 TheNSWIdSN–NchromatinNremodellingNcomplexNisNrequiredNforNmaintenanceNofNlineageNspecificN
enhancerscNNaturegCommunicationsaN2017aNmaNfikim 17.4 148

91 zngineeringNandN–unctionalNxharacterizationNofN–usionNGenesNIdentifiesNNovelNOncogenicNyriversNofN
xancercNCancergResearchaN2017aNllaNhjegbhjfg 10.1 22

90 IntersectionNofNdiverseNneuronalNgenomesNandNneuropsychiatricNdiseaseoNTheNwrainNSomaticN
MosaicismNNetworkcNScienceaN2017aNhjkaN 33.3 152

89 vNPanbxancerNProteogenomicNvtlasNofNPIhKdvKTdmTORNPathwayNvlterationscNCancergCellaN2017aNhfaNmgebmhgceh24.3 286

88 vNmolecularNportraitNofNmicrosatelliteNinstabilityNacrossNmultipleNcancerscNNaturegCommunicationsaN
2017aNmaNfjfme 17.4 288

87 yUSPnNModulatesNyNvNHypomethylationNinN–emaleNMouseNPluripotentNStemNxellscNCellgStemgCellaN
2017aNgeaNlekblfncel 18 43

86 SptjNPlaysNVitalNRolesNinNtheNxontrolNofNSenseNandNvntisenseNTranscriptionNzlongationcNMolecularg
CellaN2017aNkkaNllbmmcej 17.6 63

85 vRIyfvNlossNimpairsNenhancerbmediatedNgeneNregulationNandNdrivesNcolonNcancerNinNmicecNNatureg
GeneticsaN2017aNinaNgnkbheg 36.3 178

84 SMvRxwfbmediatedNSWIdSN–NcomplexNfunctionNisNessentialNforNenhancerNregulationcNNatureg
GeneticsaN2017aNinaNgmnbgnj 36.3 172

83 wivalentNcomplexesNofNPRxfNwithNorthologsNofNwRyiNandNMOZdMOR–NtargetNdevelopmentalNgenesN
incNGenesgandgDevelopmentaN2017aNhfaNfnmmbgeeg 12.6 14

82 NGSxheckMateoNsoftwareNforNvalidatingNsampleNidentityNinNnextbgenerationNsequencingNstudiesN
withinNandNacrossNdataNtypescNNucleicgAcidsgResearchaN2017aNijaNefeh 20.1 43

81 xlonalNHistoryNandNGeneticNPredictorsNofNTransformationNIntoNSmallbxellNxarcinomasN–romNLungN
vdenocarcinomascNJournalgofgClinicalgOncologyaN2017aNhjaNhekjbheli 2.2 229

(2017-2018)
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80 TheNiyNnucleomeNprojectcNNatureaN2017aNjinaNgfnbggk 50.4 332

79 VzG–NamplifiesNtranscriptionNthroughNzTSfNacetylationNtoNenableNangiogenesiscNNatureg
CommunicationsaN2017aNmaNhmh 17.4 48

78 xlinicalNvpplicationNofNTargetedNyeepNSequencingNinNSolidbxancerNPatientsNandNUtilityNforN
wiomarkerbSelectedNxlinicalNTrialscNOncologistaN2017aNggaNffknbffll 5.7 10

77 PrevalenceNandNdetectionNofNlowballelebfractionNvariantsNinNclinicalNcancerNsamplescNNatureg
CommunicationsaN2017aNmaNfhll 17.4 92

76 aNtheNhomologueNofNSzThaNIsNRequiredNforNViabilityNandNtheNProperNwalanceNofNvctiveNandNRepressiveN
xhromatinNMarkscNG3:gGenesvgGenomesvgGeneticsaN2017aNlaNkgjbkhj 3.2 8

75 zvaluationNofNsomaticNcopyNnumberNestimationNtoolsNforNwholebexomeNsequencingNdatacNBriefingsging
BioinformaticsaN2016aNflaNfmjbng 13.4 35

74 xopyNnumberNanalysisNofNwholebgenomeNdataNusingNwIxbseqgNandNitsNapplicationNtoNdetectionNofN
cancerNsusceptibilityNvariantscNNucleicgAcidsgResearchaN2016aNiiaNkglibmk 20.1 82

73 NextbgenerationNsequencingbbasedNdetectionNofNgermlineNLfbmediatedNtransductionscNBMCg
GenomicsaN2016aNflaNhig 4.5 7

72 MultilevelNGenomicsbwasedNTaxonomyNofNRenalNxellNxarcinomacNCellgReportsaN2016aNfiaNgilkbmn 10.6 228

71 IntravenousNleiomyomatosisoNanNunusualNintermediateNbetweenNbenignNandNmalignantNuterineN
smoothNmuscleNtumorscNModerngPathologyaN2016aNgnaNjeebfe 9.8 42

70 MechanismsNandNxonsequencesNofNxancerNGenomeNInstabilityoNLessonsNfromNGenomeNSequencingN
StudiescNAnnualgReviewgofgPathology:gMechanismsgofgDiseaseaN2016aNffaNgmhbhfg 34 72

69 TheNImpactNofNznvironmentalNandNzndogenousNyamageNonNSomaticNMutationNLoadNinNHumanNSkinN
–ibroblastscNPLoSgGeneticsaN2016aNfgaNefeekhmj 6 55

68 ResolvingNratesNofNmutationNinNtheNbrainNusingNsinglebneuronNgenomicscNELifeaN2016aNjaN 8.9 109

67 xomprehensiveNanalysisNofNpromoterbproximalNRNvNpolymeraseNIINpausingNacrossNmammalianNcellN
typescNGenomegBiologyaN2016aNflaNfge 18.3 35

66 MNaseNtitrationNrevealsNdifferencesNbetweenNnucleosomeNoccupancyNandNchromatinNaccessibilitycN
NaturegCommunicationsaN2016aNlaNffimj 17.4 132

65 vnalyzingNSomaticNGenomeNRearrangementsNinNHumanNxancersNbyNUsingNWholebzxomeNSequencingcN
AmericangJournalgofgHumangGeneticsaN2016aNnmaNmihbmjk 11 27

64 SexNcombNonNmidlegNVScmWNisNaNfunctionalNlinkNbetweenNPcGbrepressiveNcomplexesNinNyrosophilacN
GenesgandgDevelopmentaN2015aNgnaNffhkbje 12.6 47

63 xomprehensiveaNIntegrativeNGenomicNvnalysisNofNyiffuseNLowerbGradeNGliomascNNewgEnglandg
JournalgofgMedicineaN2015aNhlgaNgimfbnm 59.2 1828
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62 IdentificationNofNrareNgermlineNcopyNnumberNvariationsNoverbrepresentedNinNfiveNhumanNcancerN
typescNMoleculargCanceraN2015aNfiaNgj 42.1 26

61 SomaticNmutationNinNsingleNhumanNneuronsNtracksNdevelopmentalNandNtranscriptionalNhistorycN
ScienceaN2015aNhjeaNnibnm 33.3 364

60 IntronNretentionNisNaNwidespreadNmechanismNofNtumorbsuppressorNinactivationcNNaturegGeneticsaN
2015aNilaNfgigbm 36.3 217

59 –ailureNtoNreplicateNtheNSTvPNcellNphenomenoncNNatureaN2015aNjgjaNzkbn 50.4 34

58 HallmarksNofNpluripotencycNNatureaN2015aNjgjaNiknblm 50.4 253

57 PericentromericNsatelliteNrepeatNexpansionsNthroughNRNvbderivedNyNvNintermediatesNinNcancercN
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN2015aNffgaNfjfimbjh 11.5 91

56 vNcomparisonNofNgeneticallyNmatchedNcellNlinesNrevealsNtheNequivalenceNofNhumanNiPSxsNandNzSxscN
NaturegBiotechnologyaN2015aNhhaNfflhbmf 44.5 192

55 SpatiotemporalNzvolutionNofNtheNPrimaryNGlioblastomaNGenomecNCancergCellaN2015aNgmaNhfmbgm 24.3 180

54 zMSvRoNestimationNofNtranscriptNabundanceNfromNRNvbseqNdataNbyNmappabilitybbasedNsegmentationN
andNreclusteringcNBMCgBioinformaticsaN2015aNfkaNglm 3.6 11

53 TheNhistoneNchaperoneNxv–bfNsafeguardsNsomaticNcellNidentitycNNatureaN2015aNjgmaNgfmbgi 50.4 183

52 xorrespondenceNofNyrosophilaNpolycombNgroupNproteinsNwithNbroadNHhKglmehNsilentNdomainscNFlyaN
2015aNnaNflmbmg 1.3 1

51 GenomebWideNvnalysisNofNWilmsUNTumorNfbxontrolledNGeneNzxpressionNinNPodocytesNRevealsNKeyN
RegulatoryNMechanismscNJournalgofgthegAmericangSocietygofgNephrology:gJASNaN2015aNgkaNgenlbfei 12.7 72

50 HttNxvGNrepeatNexpansionNconfersNpleiotropicNgainsNofNmutantNhuntingtinNfunctionNinNchromatinN
regulationcNHumangMoleculargGeneticsaN2015aNgiaNgiigbjl 5.6 38

49 xellNlineageNanalysisNinNhumanNbrainNusingNendogenousNretroelementscNNeuronaN2015aNmjaNinbjn 13.9 183

48 TranscriptionalNcontrolNofNaNwholeNchromosomeoNemergingNmodelsNforNdosageNcompensationcN
NaturegStructuralgandgMoleculargBiologyaN2014aNgfaNffmbgj 17.6 42

47 vNgenomebwideNviewNofNmicrosatelliteNinstabilityoNoldNstoriesNofNcancerNmutationsNrevisitedNwithNnewN
sequencingNtechnologiescNCancergResearchaN2014aNliaNkhllbmg 10.1 15

46 xharacterizationNofNHPVNandNhostNgenomeNinteractionsNinNprimaryNheadNandNneckNcancerscN
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN2014aNfffaNfjjiibn 11.5 229

45 xomparativeNanalysisNofNtheNtranscriptomeNacrossNdistantNspeciescNNatureaN2014aNjfgaNiijbm 50.4 207

(2014-2015)
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44 GuidedNvisualNexplorationNofNgenomicNstratificationsNinNcancercNNaturegMethodsaN2014aNffaNmmibmmj 21.6 17

43 xomparativeNanalysisNofNmetazoanNchromatinNorganizationcNNatureaN2014aNjfgaNiinbjg 50.4 265

42 TheNsomaticNgenomicNlandscapeNofNchromophobeNrenalNcellNcarcinomacNCancergCellaN2014aNgkaNhfnbhhe 24.3 521

41 NucleosomalNoccupancyNchangesNlocallyNoverNkeyNregulatoryNregionsNduringNcellNdifferentiationNandN
reprogrammingcNNaturegCommunicationsaN2014aNjaNilfn 17.4 67

40 pjhNpreventsNneurodegenerationNbyNregulatingNsynapticNgenescNProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN2014aNfffaNfmejjbke 11.5 47

39 ImpactNofNsequencingNdepthNinNxhIPbseqNexperimentscNNucleicgAcidsgResearchaN2014aNigaNeli 20.1 49

38 xumulativeNhaploinsufficiencyNandNtriplosensitivityNdriveNaneuploidyNpatternsNandNshapeNtheNcancerN
genomecNCellaN2013aNfjjaNnimbkg 56.2 478

37 TheNlandscapeNofNmicrosatelliteNinstabilityNinNcolorectalNandNendometrialNcancerNgenomescNCellaN2013
aNfjjaNmjmbkm 56.2 247

36 NozzleoNaNreportNgenerationNtoolkitNforNdataNanalysisNpipelinescNBioinformaticsaN2013aNgnaNfemnbnf 7.2 15

35 –unctionalNgenomicNanalysisNofNchromosomalNaberrationsNinNaNcompendiumNofNmeeeNcancerN
genomescNGenomegResearchaN2013aNghaNgflbgl 9.7 111

34 yiverseNmechanismsNofNsomaticNstructuralNvariationsNinNhumanNcancerNgenomescNCellaN2013aNfjhaNnfnbgn 56.2 238

33 vNdynamicNHhKglacNsignatureNidentifiesNVzG–vbstimulatedNendothelialNenhancersNandNrequiresN
zPheeNactivitycNGenomegResearchaN2013aNghaNnflbgl 9.7 64

32
SwidSnfNchromatinNremodelingdtumorNsuppressorNcomplexNestablishesNnucleosomeNoccupancyNatN
targetNpromoterscNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN
2013aNffeaNfefkjble

11.5 127

31 xhIPbseqNguidelinesNandNpracticesNofNtheNzNxOyzNandNmodzNxOyzNconsortiacNGenomegResearchaN
2012aNggaNfmfhbhf 9.7 1211

30 ResponseNtoNwroschNetNalcNCellgMetabolismaN2012aNfjaNgklbgkn 24.6 4

29 SinglebneuronNsequencingNanalysisNofNLfNretrotranspositionNandNsomaticNmutationNinNtheNhumanN
braincNCellaN2012aNfjfaNimhbnk 56.2 404

28 vNsurveyNofNcopybnumberNvariationNdetectionNtoolsNbasedNonNhighbthroughputNsequencingNdatacN
CurrentgProtocolsgingHumangGeneticsaN2012aNxhapterNlaNUnitlcfn 3.2 18

27 GenomebWideNMappingNofNProteinâ��yNvNInteractionsNbyNxhIPbSeqN2012aNfhnbfjf 1
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26 vscorbicNacidNpreventsNlossNofNylkfbyiohNimprintingNandNfacilitatesNgenerationNofNallbiPSNcellNmiceN
fromNterminallyNdifferentiatedNwNcellscNNaturegGeneticsaN2012aNiiaNhnmbiejaNSfbg 36.3 216

25 LandscapeNofNsomaticNretrotranspositionNinNhumanNcancerscNScienceaN2012aNhhlaNnklblf 33.3 507

24 xomprehensiveNanalysisNofNtheNchromatinNlandscapeNinNyrosophilaNmelanogastercNNatureaN2011aNilfaNimebj50.4 641

23 xopyNnumberNvariationNdetectionNinNwholebgenomeNsequencingNdataNusingNtheNwayesianNinformationN
criterioncNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaN2011aNfemaNzffgmbhk11.5 163

22 vNregionNofNtheNhumanNHOXyNclusterNthatNconfersNpolycombbgroupNresponsivenesscNCellaN2010aNfieaNnnbffe56.2 250

21
yosageNcompensationNinNdrosophilaoNSequencebspecificNinitiationNandNsequencebindependentN
spreadingNofNMSLNcomplexNtoNtheNactiveNgenesNonNtheNmaleNXNchromosomecNRussiangJournalgofg
GeneticsaN2010aNikaNfgkhbfgkk

0.6

20 vnalysisNofNprimaryNstructureNofNchromatinNwithNnextbgenerationNsequencingcNEpigenomicsaN2010aNgaNfmlbfnl4.4 10

19 xomparativeNanalysisNofNHgvcZNnucleosomeNorganizationNinNtheNhumanNandNyeastNgenomescNGenomeg
ResearchaN2009aNfnaNnklbll 9.7 77

18 IntegrationNofNheterogeneousNexpressionNdataNsetsNextendsNtheNroleNofNtheNretinolNpathwayNinN
diabetesNandNinsulinNresistancecNBioinformaticsaN2009aNgjaNhfgfbl 7.2 17

17 xhIPbseqoNadvantagesNandNchallengesNofNaNmaturingNtechnologycNNaturegReviewsgGeneticsaN2009aNfeaNkknbme30.1 1331

16 yesignNandNanalysisNofNxhIPbseqNexperimentsNforNyNvbbindingNproteinscNNaturegBiotechnologyaN2008aN
gkaNfhjfbn 44.5 662

15 zpigeneticsNmeetsNnextbgenerationNsequencingcNEpigeneticsaN2008aNhaNhfmbgf 5.7 34

14 NormalizationNandNexperimentalNdesignNforNxhIPbchipNdatacNBMCgBioinformaticsaN2007aNmaNgfn 3.6 41

13 xomparativeNanalysisNofNalgorithmsNforNidentifyingNamplificationsNandNdeletionsNinNarrayNxGHNdatacN
BioinformaticsaN2005aNgfaNhlkhble 7.2 310

12 TheNiyNNucleomeNyataNPortaloNaNresourceNforNsearchingNandNvisualizingNcuratedNnucleomicsNdata 3

11 HiGlassoNWebbbasedNVisualNzxplorationNandNvnalysisNofNGenomeNInteractionNMaps 11

10 PaSybqcoNQualityNcontrolNforNsingleNcellNwholebgenomeNsequencingNdataNusingNpowerNspectralN
densityNestimation 2

9 TheNLandscapeNofNMutationalNMosaicismNinNvutisticNandNNormalNHumanNxerebralNxortex 5

(-2012)
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8 LinkedbreadNanalysisNidentifiesNmutationsNinNsingleNcellNyNvNsequencingNdata 5

7 vgingNandNneurodegenerationNareNassociatedNwithNincreasedNmutationsNinNsingleNhumanNneurons 3

6 xomprehensiveNanalysisNofNchromothripsisNinNgakjmNhumanNcancersNusingNwholebgenomeNsequencing 12

5 HiNToNaNcomputationalNmethodNforNdetectingNcopyNnumberNvariationsNandNtranslocationsNfromNHibxNdata 2

4 MicrobMetaNvppoNanNinteractiveNsoftwareNtoolNtoNfacilitateNtheNcollectionNofNmicroscopyNmetadataN
basedNonNcommunitybdrivenNspecifications 6

3 UltraspecificNsomaticNSNVNandNindelNdetectionNinNsingleNneuronsNusingNprimaryNtemplatebdirectedNamplification 2

2 PairsNandNPairixoNaNfileNformatNandNaNtoolNforNefficientNstorageNandNretrievalNforNHibxNreadNpairs 2

1 WholebgenomeNanalysisNofdeNnovoandNpolymorphicNretrotransposonNinsertionsNinNvutismNSpectrumNyisorder 1

Peter J Park
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