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i Paper IF Citations

75 xNnovelNroleNforNnucleolinNinNspliceNsiteNselectionddNRNAlBiologybN2022bNgpbNiiicilh 4.8 0

74 zharacterizationNandNclusteringNofNkinaseNisoformNexpressionNinNmetastaticNmelanomaddNPLoSl
ComputationallBiologybN2022bNgobNegfgffml 5 1

73 —NxNmethylationNprofilesNuniqueNtoNKalahariNKhoeSanNindividualsdNEpigeneticsbN2021bNgmbNlinclli 5.7 2

72 xssessingNZNFglkNmethylationNinNpatientNplasmaNasNaNmulticancerNmarkerNinNliquidNbiopsiesNfromN
colonbNliverbNovarianNandNpancreaticNcancerNpatientsdNScientificlReportsbN2021bNggbNhhg 4.9 5

71 —ifferentialNgeneNexpressionNidentifiesNaNtranscriptionalNregulatoryNnetworkNinvolvingNERcalphaNandN
PITXgNinNinvasiveNepithelialNovarianNcancerdNBMClCancerbN2021bNhgbNnmo 4.8 1

70 LeveragingNlocuscspecificNepigeneticNheterogeneityNtoNimproveNtheNperformanceNofNbloodcbasedN
—NxNmethylationNbiomarkersdNClinicallEpigeneticsbN2020bNghbNglk 7.7 1

69 zxGINexperimentsqNModelingNsequenceNvariantNimpactNonNgeneNsplicingNusingNpredictionsNfromN
computationalNtoolsdNHumanlMutationbN2019bNkfbNghlhcghmf 4.7 0

68 IdentificationNofNhumanNsilencersNbyNcorrelatingNcrossctissueNepigeneticNprofilesNandNgeneN
expressiondNGenomelResearchbN2019bNhpbNmlncmmn 9.7 22

67 xberrantN—NxNmethylationNdefinesNisoformNusageNinNcancerbNwithNfunctionalNimplicationsdNPLoSl
ComputationallBiologybN2019bNglbNegffnfpl 5 8

66 MethylToSNPqNidentifyingNSNPsNinNIlluminaN—NxNmethylationNarrayNdatadNEpigeneticslandlChromatinbN
2019bNghbNnp 5.8 10

65 —iscoveringNGeneNRegulatoryNElementsNUsingNzoveragecyasedNHeuristicsdNIEEE/ACMlTransactionslonl
ComputationallBiologylandlBioinformaticsbN2018bNglbNghpfcgiff 3 2

64 TheNhypothesisNofNultraconservedNenhancerNdispensabilityNoverturneddNGenomelBiologybN2018bNgpbNln 18.3 2

63 SigSeekerqNaNpeakccallingNensembleNapproachNforNconstructingNepigeneticNsignaturesdNBioinformaticsbN
2017bNiibNhmglchmhg 7.2 4

62 SignificantNassociationsNbetweenNdriverNgeneNmutationsNandN—NxNmethylationNalterationsNacrossN
manyNcancerNtypesdNPLoSlComputationallBiologybN2017bNgibNegfflokf 5 21

61 RobustN—etectionNofN—NxNHypermethylationNofNZNFglkNasNaNPanczancerNLocusNwithNinNSilicoN
ModelingNforNyloodcyasedN—iagnosticN—evelopmentdNJournalloflMolecularlDiagnosticsbN2016bNgobNhoicpo 5.1 25

60 xNSystemsNyiologyNzomparisonNofNOvarianNzancersNImplicatesNPutativeNSomaticN—riverNMutationsN
throughNProteincProteinNInteractionNModelsdNPLoSlONEbN2016bNggbNefgmiili 3.7 3

59 xNzaseNofNILcnRN—eficiencyNzausedNbyNaNNovelNSynonymousNMutationNandNImplicationsNforNMutationN
ScreeningNinNSzI—N—iagnosisdNFrontierslinlImmunologybN2016bNnbNkki 8.4 11
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58 TheNEmergenceNofNPanczancerNzIMPNandNItsNElusiveNInterpretationdNBiomoleculesbN2016bNmbN 5.9 16

57
PanccancerNstratificationNofNsolidNhumanNepithelialNtumorsNandNcancerNcellNlinesNrevealsN
commonalitiesNandNtissuecspecificNfeaturesNofNtheNzpGNislandNmethylatorNphenotypedNEpigeneticsl
andlChromatinbN2015bNobNgk

5.8 27

56 TheNfunctionalNrelevanceNofNsomaticNsynonymousNmutationsNinNmelanomaNandNotherNcancersdN
PigmentlCelllandlMelanomalResearchbN2015bNhobNmnicok 4.5 36

55
ReplyNtoNyrunetNandN—oolittleqNyothNselectedNeffectNandNcausalNroleNelementsNcanNinfluenceNhumanN
biologyNandNdiseasedNProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmerica
bN2014bNgggbNEiimm

11.5 22

54 xscertainingNregionsNaffectedNbyNGzcbiasedNgeneNconversionNthroughNweakctocstrongNmutationalN
hotspotsdNGenomicsbN2014bNgfibNikpclm 4.3 4

53 OrthologycdrivenNmappingNofNbidirectionalNpromotersNinNhumanNandNmouseNgenomesdNBMCl
BioinformaticsbN2014bNglNSupplNgnbNSg 3.6 8

52 —efiningNfunctionalN—NxNelementsNinNtheNhumanNgenomedNProceedingsloflthelNationallAcademylofl
SciencesloflthelUnitedlStatesloflAmericabN2014bNgggbNmgigco 11.5 490

51 zomputationalNanalysisNrevealsNaNcorrelationNofNexoncskippingNeventsNwithNsplicingbNtranscriptionN
andNepigeneticNfactorsdNNucleiclAcidslResearchbN2014bNkhbNholmcmp 20.1 19

50 WholecgenomeNsequencingNidentifiesNaNrecurrentNfunctionalNsynonymousNmutationNinNmelanomadN
ProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericabN2013bNggfbNgikogcm 11.5 127

49 RecurrentNpatternsNofN—NxNmethylationNinNtheNZNFglkbNzxSPobNandNVHLNpromotersNacrossNaNwideN
spectrumNofNhumanNsolidNepithelialNtumorsNandNcancerNcellNlinesdNEpigeneticsbN2013bNobNgillcnh 5.7 40

48 yidirectionalNpromotersNasNimportantNdriversNforNtheNemergenceNofNspeciescspecificNtranscriptsdN
PLoSlONEbN2013bNobNelnihi 3.7 20

47 FunctionalNanalysisNofNsynonymousNsubstitutionsNpredictedNtoNaffectNsplicingNofNtheNzFTRNgenedN
JournalloflCysticlFibrosisbN2012bNggbNlggcn 4.1 14

46 UniqueNalterationsNofNanNultraconservedNnonccodingNelementNinNtheNiVUTRNofNZIzhNinN
holoprosencephalydNPLoSlONEbN2012bNnbNeipfhm 3.7 8

45 —ifferentialNanalysisNofNovarianNandNendometrialNcancersNidentifiesNaNmethylatorNphenotypedNPLoSl
ONEbN2012bNnbNeihpkg 3.7 29

44 GenomecwideNdetectionNofNaNTFII—NlocalizationNelementNfromNanNinitialNhumanNdiseaseNmutationdN
NucleiclAcidslResearchbN2011bNipbNhgnlcon 20.1 14

43 FunctionalNanalysisNofNaNnovelNciscactingNregulatoryNregionNwithinNtheNhumanNankyrinNgeneNWxNKcgXN
promoterdNMolecularlandlCellularlBiologybN2010bNifbNikpiclfh 4.8 1

42 MultiPipMakerqNaNcomparativeNalignmentNserverNforNmultipleN—NxNsequencesdNCurrentlProtocolslinl
BioinformaticsbN2010bNzhapterNgfbNUnitgfdk 24.2 6

41 GenomicNfeaturesNdefiningNexonicNvariantsNthatNmodulateNsplicingdNGenomelBiologybN2010bNggbNRhf 18.3 97

(2010-2016)
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40 WordSeekerqNconcurrentNbioinformaticsNsoftwareNforNdiscoveringNgenomecwideNpatternsNandN
wordcbasedNgenomicNsignaturesdNBMClBioinformaticsbN2010bNggNSupplNghbNSm 3.6 6

39 TissuecspecificNandNubiquitousNexpressionNpatternsNfromNalternativeNpromotersNofNhumanNgenesdN
PLoSlONEbN2010bNlbNeghhnk 3.7 25

38 zrosscspeciesNmappingNofNbidirectionalNpromotersNenablesNpredictionNofNunannotatedNlVNUTRsNandN
identificationNofNspeciescspecificNtranscriptsdNBMClGenomicsbN2009bNgfbNgop 4.5 23

37 WordcbasedNcharacterizationNofNpromotersNinvolvedNinNhumanN—NxNrepairNpathwaysdNBMClGenomicsbN
2009bNgfNSupplNgbNSgo 4.5 6

36 TheNgenomeNsequenceNofNtaurineNcattleqNaNwindowNtoNruminantNbiologyNandNevolutiondNSciencebN2009bN
ihkbNlhhco 33.3 863

35 zomparativeNanalysesNofNbidirectionalNpromotersNinNvertebratesdNBMClBioinformaticsbN2008bNpNSupplN
mbNSp 3.6 27

34 PredictioncbasedNapproachesNtoNcharacterizeNbidirectionalNpromotersNinNtheNmammalianNgenomedN
BMClGenomicsbN2008bNpNSupplNgbNSh 4.5 19

33 —iversityNofNcoreNpromoterNelementsNcomprisingNhumanNbidirectionalNpromotersdNBMClGenomicsbN
2008bNpNSupplNhbNSi 4.5 38

32 —etectionNandNcharacterizationNofNsilencersNandNenhancercblockersNinNtheNgreaterNzFTRNlocusdN
GenomelResearchbN2008bNgobNghiockm 9.7 37

31 FindingNOccurrencesNofNRelevantNFunctionalNElementsNinNGenomicNSignaturesN2008bNhbNlppcmfm 2

30 PhenzodeqNconnectingNENzO—ENdataNwithNmutationsNandNphenotypedNHumanlMutationbN2007bNhobNllkcmh 4.7 72

29 zomprehensiveNannotationNofNbidirectionalNpromotersNidentifiesNcocregulationNamongNbreastNandN
ovarianNcancerNgenesdNPLoSlComputationallBiologybN2007bNibNenh 5 69

28 TheNENzO—EdbNportalqNsimplifiedNaccessNtoNENzO—ENzonsortiumNdatadNGenomelResearchbN2007bNgnbNplkcp9.7 13

27 zomputationalNpredictionNofNciscregulatoryNmodulesNfromNmultispeciesNalignmentsNusingNGalaxybN
TableNyrowserbNandNGxLxdNMethodslinlMolecularlBiologybN2006bNiiobNpgcgfi 1.4 2

26 LocatingNmammalianNtranscriptionNfactorNbindingNsitesqNaNsurveyNofNcomputationalNandNexperimentalN
techniquesdNGenomelResearchbN2006bNgmbNgkllcmk 9.7 161

25 zlusteringNofNgeneNlocationsdNComputationallStatisticslandlDatalAnalysisbN2006bNlfbNhphfchpih 1.6

24 ImprovementsNtoNGxLxNandNdbERGENIIqNdatabasesNfeaturingNgenomicNsequenceNalignmentbN
annotationNandNexperimentalNresultsdNNucleiclAcidslResearchbN2005bNiibN—kmmcnf 20.1 6

23 MultiPipMakerqNcomparativeNalignmentNserverNforNmultipleN—NxNsequencesdNCurrentlProtocolslinl
BioinformaticsbN2005bNzhapterNgfbNUnitgfdk 24.2 7
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22 EvaluationNofNregulatoryNpotentialNandNconservationNscoresNforNdetectingNciscregulatoryNmodulesNinN
alignedNmammalianNgenomeNsequencesdNGenomelResearchbN2005bNglbNgflgcmf 9.7 164

21 MolecularNdeterminantsNofNNOTzHkNtranscriptionNinNvascularNendotheliumdNMolecularlandlCellularl
BiologybN2005bNhlbNgklocnk 4.8 56

20 GalaxyqNaNplatformNforNinteractiveNlargecscaleNgenomeNanalysisdNGenomelResearchbN2005bNglbNgklgcl 9.7 1509

19 RegulatoryNpotentialNscoresNfromNgenomecwideNthreecwayNalignmentsNofNhumanbNmousebNandNratdN
GenomelResearchbN2004bNgkbNnffcn 9.7 84

18 xligningNmultipleNgenomicNsequencesNwithNtheNthreadedNblocksetNalignerdNGenomelResearchbN2004bN
gkbNnfocgl 9.7 1006

17 GenomeNsequenceNofNtheNyrownNNorwayNratNyieldsNinsightsNintoNmammalianNevolutiondNNaturebN2004
bNkhobNkpiclhg 50.4 1689

16 MulticspeciesNsequenceNcomparisonNrevealsNdynamicNevolutionNofNtheNelastinNgeneNthatNhasNinvolvedN
purifyingNselectionNandNlineagecspecificNinsertionsedeletionsdNBMClGenomicsbN2004bNlbNig 4.5 30

15 MultispeciesNcomparativeNanalysisNofNaNmammaliancspecificNgenomicNdomainNencodingNsecretoryN
proteinsdNGenomicsbN2003bNohbNkgncih 4.3 66

14 zovariationNinNfrequenciesNofNsubstitutionbNdeletionbNtranspositionbNandNrecombinationNduringN
eutherianNevolutiondNGenomelResearchbN2003bNgibNgichm 9.7 234

13 PipMakerqNaNWorldNWideNWebNserverNforNgenomicNsequenceNalignmentsdNCurrentlProtocolslinl
BioinformaticsbN2003bNzhapterNgfbNUnitNgfdh 24.2 15

12 MultiPipMakerNandNsupportingNtoolsqNxlignmentsNandNanalysisNofNmultipleNgenomicN—NxNsequencesdN
NucleiclAcidslResearchbN2003bNigbNilgochk 20.1 174

11 zrosscspeciesNsequenceNcomparisonsqNaNreviewNofNmethodsNandNavailableNresourcesdNGenomel
ResearchbN2003bNgibNgcgh 9.7 170

10 GxLxbNaNdatabaseNforNgenomicNsequenceNalignmentsNandNannotationsdNGenomelResearchbN2003bNgibNnihckg9.7 39

9 —istinguishingNregulatoryN—NxNfromNneutralNsitesdNGenomelResearchbN2003bNgibNmkcnh 9.7 103

8 InitialNsequencingNandNcomparativeNanalysisNofNtheNmouseNgenomedNNaturebN2002bNkhfbNlhfcmh 50.4 5376

7
GenerationNandNcomparativeNanalysisNofNapproximatelyNidiNMbNofNmouseNgenomicNsequenceN
orthologousNtoNtheNregionNofNhumanNchromosomeNnqggdhiNimplicatedNinNWilliamsNsyndromedN
GenomelResearchbN2002bNghbNicgl

9.7 54

6 PipToolsqNaNcomputationalNtoolkitNtoNannotateNandNanalyzeNpairwiseNcomparisonsNofNgenomicN
sequencesdNGenomicsbN2002bNofbNmogcpf 4.3 28

5 xNnegativeNciscelementNregulatesNtheNlevelNofNenhancementNbyNhypersensitiveNsiteNhNofNtheN
betacglobinNlocusNcontrolNregiondNJournalloflBiologicallChemistrybN2001bNhnmbNmhopcpo 5.4 16

(2001-2005)
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4 EfficientNandNreliableNtransfectionNofNmouseNerythroleukemiaNcellsNusingNcationicNlipidsdNBloodlCells,l
Molecules,landlDiseasesbN1999bNhlbNhppcifk 2.1 11

3 zonservedNENboxesNfunctionNasNpartNofNtheNenhancerNinNhypersensitiveNsiteNhNofNtheNbetacglobinNlocusN
controlNregiondNRoleNofNbasicNhelixcloopchelixNproteinsdNJournalloflBiologicallChemistrybN1997bNhnhbNimpcno 5.4 70

2 FeatureNzharacterizationNandNTestingNofNyidirectionalNPromotersNinNtheNHumanN
Genomeâ��SignificanceNandNxpplicationsNinNHumanNGenomeNResearchihgciio

1 SignificantNassociationsNbetweenNdriverNgeneNmutationsNandN—NxNmethylationNalterationsNacrossN
manyNcancerNtypes 2
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