
Adam C Siepel

ListkofkPublicationskbykCitations

Source:khttps://exaly.com/author-pdf/4099094/adam-c-siepel-publications-by-citations.pdf

Version:k2024-04-18k

Thiskdocumentkhaskbeenkgeneratedkbasedkonkthekpublicationskandkcitationskrecordedkbykexaly.com.kFork

theklatestkversionkofkthiskpublicationklistykvisitktheklinkkgivenkabove.

ThekthirdkcolumnkiskthekimpactkfactorktIFukofkthekjournalykandkthekfourthkcolumnkisktheknumberkofk

citationskofkthekarticle.

118
papers

22,374
citations

49
h-index

134
g-index

134
ext. papers

26,346
ext. citations

14.6
avg, IF

6.76
L-index



n Paper IF Citations

118 IdentificationIandIanalysisIofIfunctionalIelementsIinIePIofItheIhumanIgenomeIbyItheIyNwOxyIpilotI
projectbINatureXI2007XIhhkXIkmmalej 50.4 4121

117 yvolutionarilyIconservedIelementsIinIvertebrateXIinsectXIwormXIandIyeastIgenomesbIGenomeo
ResearchXI2005XIeiXIedghaid 9.7 2643

116 SequenceIandIcomparativeIanalysisIofItheIchickenIgenomeIprovideIuniqueIperspectivesIonI
vertebrateIevolutionbINatureXI2004XIhgfXIjmiakej 50.4 2143

115 xetectionIofInonneutralIsubstitutionIratesIonImammalianIphylogeniesbIGenomeoResearchXI2010XIfdXIeedafe9.7 1338

114 yvolutionaryIandIbiomedicalIinsightsIfromItheIrhesusImacaqueIgenomebIScienceXI2007XIgejXIfffagh 33.3 1072

113 uIhigharesolutionImapIofIhumanIevolutionaryIconstraintIusingIfmImammalsbINatureXI2011XIhklXIhkjalf 50.4 802

112 unIRNuIgeneIexpressedIduringIcorticalIdevelopmentIevolvedIrapidlyIinIhumansbINatureXI2006XIhhgXIejkakf50.4 691

111 womparativeIanalysesIofImultiaspeciesIsequencesIfromItargetedIgenomicIregionsbINatureXI2003XI
hfhXIkllamg 50.4 508

110 womparativeIandIdemographicIanalysisIofIorangautanIgenomesbINatureXI2011XIhjmXIifmagg 50.4 431

109 PatternsIofIpositiveIselectionIinIsixIMammalianIgenomesbIPLoSoGeneticsXI2008XIhXIeedddehh 6 405

108 unalysisIofInascentIRNuIidentifiesIaIunifiedIarchitectureIofIinitiationIregionsIatImammalianI
promotersIandIenhancersbINatureoGeneticsXI2014XIhjXIegeeafd 36.3 399

107 IdentificationIandIclassificationIofIconservedIRNuIsecondaryIstructuresIinItheIhumanIgenomebIPLoSo
ComputationaloBiologyXI2006XIfXIegg 5 394

106 vayesianIinferenceIofIancientIhumanIdemographyIfromIindividualIgenomeIsequencesbINatureo
GeneticsXI2011XIhgXIedgeah 36.3 387

105 uIdistalIenhancerIandIanIultraconservedIexonIareIderivedIfromIaInovelIretroposonbINatureXI2006XI
hheXIlkamd 50.4 384

104 uIrapidXIextensiveXIandItransientItranscriptionalIresponseItoIestrogenIsignalingIinIbreastIcancerI
cellsbICellXI2011XIehiXIjffagh 56.2 377

103 GenomeIsequencingIhighlightsItheIdynamicIearlyIhistoryIofIdogsbIPLoSoGeneticsXI2014XIedXIeeddhdej 6 372

102 uIsimpleIgeneticIarchitectureIunderliesImorphologicalIvariationIinIdogsbIPLoSoBiologyXI2010XIlXIeedddhie9.7 331
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101 zorcesIshapingItheIfastestIevolvingIregionsIinItheIhumanIgenomebIPLoSoGeneticsXI2006XIfXIeejl 6 306

100 uncientIgeneIflowIfromIearlyImodernIhumansIintoIyasternINeanderthalsbINatureXI2016XIigdXIhfmagg 50.4 269

99 WidespreadIregulatoryIactivityIofIvertebrateImicroRNuVIspeciesbIRnaXI2011XIekXIgefafj 5.8 261

98 PhylogeneticIestimationIofIcontextadependentIsubstitutionIratesIbyImaximumIlikelihoodbI
MolecularoBiologyoandoEvolutionXI2004XIfeXIhjlall 8.3 245

97 PHuSTIandIRPHuSTnIphylogeneticIanalysisIwithIspacectimeImodelsbIBriefingsoinoBioinformaticsXI2011
XIefXIheaie 13.4 240

96 SignalingIpathwaysIdifferentiallyIaffectIRNuIpolymeraseIIIIinitiationXIpausingXIandIelongationIrateI
inIcellsbIMolecularoCellXI2013XIidXIfefaff 17.6 231

95 flawayIvertebrateIalignmentIandIconservationItrackIinItheIUwSwIGenomeIvrowserbIGenomeo
ResearchXI2007XIekXIekmkaldl 9.7 204

94 GenomeawideIinferenceIofIancestralIrecombinationIgraphsbIPLoSoGeneticsXI2014XIedXIeeddhghf 6 200

93 uIcomputerIprogramIdesignedItoIscreenIrapidlyIforIHIVItypeIeIintersubtypeIrecombinantI
sequencesbIAIDSoResearchoandoHumanoRetrovirusesXI1995XIeeXIehegaj 1.6 185

92 zastXIscalableIpredictionIofIdeleteriousInoncodingIvariantsIfromIfunctionalIandIpopulationIgenomicI
databINatureoGeneticsXI2017XIhmXIjelajfh 36.3 178

91 uImethodIforIcalculatingIprobabilitiesIofIfitnessIconsequencesIforIpointImutationsIacrossItheI
humanIgenomebINatureoGeneticsXI2015XIhkXIfkjalg 36.3 175

90
GenomicIanalysesIofItranscriptionIfactorIbindingXIhistoneIacetylationXIandIgeneIexpressionIrevealI
mechanisticallyIdistinctIclassesIofIestrogenaregulatedIpromotersbIMolecularoandoCellularoBiologyXI
2007XIfkXIidmdaedh

4.8 166

89 wombiningIphylogeneticIandIhiddenIMarkovImodelsIinIbiosequenceIanalysisbIJournaloofo
ComputationaloBiologyXI2004XIeeXIhegafl 1.7 166

88 unalysesIofIdeepImammalianIsequenceIalignmentsIandIconstraintIpredictionsIforIePIofItheIhumanI
genomebIGenomeoResearchXI2007XIekXIkjdakh 9.7 163

87 yvolutionaryIandIpopulationIgenomicsIofItheIcavityIcausingIbacteriaIStreptococcusImutansbI
MolecularoBiologyoandoEvolutionXI2013XIgdXIlleamg 8.3 133

86 NewIMethodsIforIxetectingILineageaSpecificISelectionbILectureoNotesoinoComputeroScienceXI2006XIemdafdi0.9 114

85 IdentificationIofIactiveItranscriptionalIregulatoryIelementsIfromIGROaseqIdatabINatureoMethodsXI
2015XIefXIhggal 21.6 112

84 TheIcompletionIofItheIMammalianIGeneIwollectionITMGwUbIGenomeoResearchXI2009XIemXIfgfhagg 9.7 98
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3



83 GenomeawideIinferenceIofInaturalIselectionIonIhumanItranscriptionIfactorIbindingIsitesbINatureo
GeneticsXI2013XIhiXIkfgam 36.3 95

82 ThreeIperiodsIofIregulatoryIinnovationIduringIvertebrateIevolutionbIScienceXI2011XIgggXIedemafh 33.3 92

81 SequencingIandIcomparativeIanalysisIofIaIconservedIsyntenicIsegmentIinItheISolanaceaebIGeneticsXI
2008XIeldXIgmeahdl 4 84

80 TheIdraftIgenomeIsequenceIofItheIferretITMustelaIputoriusIfuroUIfacilitatesIstudyIofIhumanI
respiratoryIdiseasebINatureoBiotechnologyXI2014XIgfXIefidai 44.5 81

79 GuGuIfactorImaintainsInucleosomeafreeIregionsIandIhasIaIroleIinIRNuIpolymeraseIIIIrecruitmentItoI
promotersbIPLoSoGeneticsXI2015XIeeXIeeddiedl 6 63

78 unalysesIofIXalinkedIandIautosomalIgeneticIvariationIinIpopulationascaleIwholeIgenomeI
sequencingbINatureoGeneticsXI2011XIhgXIkheag 36.3 63

77 InferenceIofInaturalIselectionIfromIinterspersedIgenomicIelementsIbasedIonIpolymorphismIandI
divergencebIMolecularoBiologyoandoEvolutionXI2013XIgdXIeeimake 8.3 58

76 xistinguishingInoiseIfromIsignalIinIpatternsIofIgenomicIdivergenceIinIaIhighlyIpolymorphicIavianI
radiationbIMolecularoEcologyXI2015XIfhXIhfglaie 5.7 56

75 xemographicallyavasedIyvaluationIofIGenomicIRegionsIunderISelectionIinIxomesticIxogsbIPLoSo
GeneticsXI2016XIefXIeeddilie 6 56

74 GeneIregulationIbyIwcpuIandIcataboliteIrepressionIexploredIbyIRNuaSeqIinIStreptococcusImutansbI
PLoSoONEXI2013XIlXIejdhji 3.7 54

73 uImodelabasedIanalysisIofIGwabiasedIgeneIconversionIinItheIhumanIandIchimpanzeeIgenomesbIPLoSo
GeneticsXI2013XImXIeeddgjlh 6 52

72 TheIroleIofIGwabiasedIgeneIconversionIinIshapingItheIfastestIevolvingIregionsIofItheIhumanI
genomebIMolecularoBiologyoandoEvolutionXI2012XIfmXIedhkaik 8.3 52

71 xiversityIofImiRNusXIsiRNusXIandIpiRNusIacrossIfiIxrosophilaIcellIlinesbIGenomeoResearchXI2014XI
fhXIefgjaid 9.7 50

70 womputationalIscreeningIofIconservedIgenomicIxNuIinIsearchIofIfunctionalInoncodingIelementsbI
NatureoMethodsXI2005XIfXIigiahi 21.6 50

69 PhylogeneticIHiddenIMarkovIModelsI2005XIgfiagie 48

68 IsIaIsuperaenhancerIgreaterIthanItheIsumIofIitsIpartssbINatureoGeneticsXI2016XIhmXIfag 36.3 44

67 uccurateIpredictionIofIinducibleItranscriptionIfactorIbindingIintensitiesIinIvivobIPLoSoGeneticsXI2012XI
lXIeeddfjed 6 43

66 InversionIMediansIOutperformIvreakpointIMediansIinIPhylogenyIReconstructionIfromIGeneaOrderI
xatabILectureoNotesoinoComputeroScienceXI2002XIifeaigj 0.9 42
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65 xarwinianIalchemynIHumanIgenesIfromInoncodingIxNubIGenomeoResearchXI2009XIemXIejmgai 9.7 41

64 uIsimplifiedIhillslopeIerosionImodelIwithIvegetationIelementsIforIpracticalIapplicationsbIJournaloofo
HydrologyXI2002XIfilXIeeeaefe 6 41

63 womparativeIgenomicIanalysisIofItheIStreptococcusIdysgalactiaeIspeciesIgroupnIgeneIcontentXI
molecularIadaptationXIandIpromoterIevolutionbIGenomeoBiologyoandoEvolutionXI2011XIgXIejlali 3.9 40

62 wontrastingIXalinkedIandIautosomalIdiversityIacrossIehIhumanIpopulationsbIAmericanoJournaloofo
HumanoGeneticsXI2014XImhXIlfkahh 11 39

61 xynamicIevolutionIofIregulatoryIelementIensemblesIinIprimateIwxhITIcellsbINatureoEcologyoando
EvolutionXI2018XIfXIigkaihl 12.3 38

60 TargetedIdiscoveryIofInovelIhumanIexonsIbyIcomparativeIgenomicsbIGenomeoResearchXI2007XIekXIekjgakg9.7 38

59 womputationalIidentificationIofIevolutionarilyIconservedIexonsI2004XI 36

58 PhylogenomicsIofIprimatesIandItheirIancestralIpopulationsbIGenomeoResearchXI2009XIemXIemfmahe 9.7 35

57 uIcommunityamaintainedIstandardIlibraryIofIpopulationIgeneticImodelsbIELifeXI2020XImXI 8.9 35

56 PositiveIselectionIonIapoptosisIrelatedIgenesbIFEBSoLettersXI2010XIilhXIhjmakj 3.8 31

55 zindingIanIOptimalIInversionIMediannIyxperimentalIResultsbILectureoNotesoinoComputeroScienceXI
2001XIelmafdg 0.9 30

54 TheIimpactIofIageXIbiogenesisXIandIgenomicIclusteringIonIxrosophilaImicroRNuIevolutionbIRnaXI
2013XIemXIefmiagdl 5.8 29

53 yrrorIandIerrorImitigationIinIlowacoverageIgenomeIassembliesbIPLoSoONEXI2011XIjXIeekdgh 3.7 29

52 NewIgenesIoftenIacquireImaleaspecificIfunctionsIbutIrarelyIbecomeIessentialIinbIGenesoando
DevelopmentXI2017XIgeXIelheaelhj 12.6 28

51 xiverseImodesIofIevolutionaryIemergenceIandIfluxIofIconservedImicroRNuIclustersbIRnaXI2014XIfdXIelidajg5.8 27

50 udaptiveIevolutionIofItestisaspecificXIrecentlyIevolvedXIclusteredImiRNusIinIxrosophilabIRnaXI2014XI
fdXIeemiafdm 5.8 27

49 MappingIgeneIflowIbetweenIancientIhomininsIthroughIdemographyaawareIinferenceIofItheI
ancestralIrecombinationIgraphbIPLoSoGeneticsXI2020XIejXIeeddllmi 6 27

48 PhastWebnIaIwebIinterfaceIforIevolutionaryIconservationIscoringIofImultipleIsequenceIalignmentsI
usingIphastwonsIandIphyloPbIBioinformaticsXI2019XIgiXIfgfdafgff 7.2 27

(2019-2009)
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47 unIalgorithmItoIenumerateIsortingIreversalsIforIsignedIpermutationsbIJournaloofoComputationalo
BiologyXI2003XIedXIikiamk 1.7 25

46 ScikitariboIynablesIuccurateIystimationIandIRobustIModelingIofITranslationIxynamicsIatIwodonI
ResolutionbICelloSystemsXI2018XIjXIeldaemebeh 10.6 24

45 wisaregulatoryIelementsIandIhumanIevolutionbICurrentoOpinionoinoGeneticsoandoDevelopmentXI2014XI
fmXIleam 4.9 24

44 ReplacingIandIadditiveIhorizontalIgeneItransferIinIStreptococcusbIMolecularoBiologyoandoEvolutionXI
2012XIfmXIggdmafd 8.3 23

43 xeepIexperimentalIprofilingIofImicroRNuIdiversityXIdeploymentXIandIevolutionIacrossItheIgenusbI
GenomeoResearchXI2018XIflXIifaji 9.7 22

42 yfficientIapproximationsIforIlearningIphylogeneticIHMMImodelsIfromIdatabIBioinformaticsXI2004XI
fdISupplIeXIiejeal 7.2 21

41 unIintegrationIplatformIforIheterogeneousIbioinformaticsIsoftwareIcomponentsbIIBMoSystemso
JournalXI2001XIhdXIikdaime 21

40 TheIGenomeISequenceIxatavasenItowardsIanIintegratedIfunctionalIgenomicsIresourcebINucleico
AcidsoResearchXI1999XIfkXIgial 20.1 21

39 wombiningIphylogeneticIandIhiddenIMarkovImodelsIinIbiosequenceIanalysisI2003XI 21

38 ucceleratedIsequenceIdivergenceIofIconservedIgenomicIelementsIinIxrosophilaImelanogasterbI
GenomeoResearchXI2008XIelXIeimfajde 9.7 19

37 unIalgorithmItoIenumerateIallIsortingIreversalsI2002XI 19

36 unIevolutionaryIframeworkIforImeasuringIepigenomicIinformationIandIestimatingIcellatypeaspecificI
fitnessIconsequencesbINatureoGeneticsXI2019XIieXIggiaghf 36.3 16

35 NascentIRNuIsequencingIrevealsIaIdynamicIglobalItranscriptionalIresponseIatIgenesIandIenhancersI
toItheInaturalImedicinalIcompoundIcelastrolbIGenomeoResearchXI2017XIfkXIelejaelfm 9.7 15

34 TheIGenomeISequenceIxatavaseIversionIebdITGSxvUnIfromIlowIpassIsequencesItoIcompleteI
genomesbINucleicoAcidsoResearchXI1997XIfiXIelafg 20.1 15

33 TheIGenomeISequenceIxatavaseITGSxvUnIimprovingIdataIqualityIandIdataIaccessbINucleicoAcidso
ResearchXI1998XIfjXIfeaj 20.1 15

32 unIinferredIfitnessIconsequenceImapIofItheIriceIgenomebINatureoPlantsXI2020XIjXIeemaegd 11.5 14

31 ystimationIofIalleleaspecificIfitnessIeffectsIacrossIhumanIproteinacodingIsequencesIandI
implicationsIforIdiseasebIGenomeoResearchXI2019XIfmXIegedaegfe 9.7 14

30 whallengesIinIfundingIandIdevelopingIgenomicIsoftwarenIrootsIandIremediesbIGenomeoBiologyXI
2019XIfdXIehk 18.3 13
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29 PopulationIgenomicIanalysisIrevealsIaIrichIspeciationIandIdemographicIhistoryIofIorangautansI
TPongoIpygmaeusIandIPongoIabeliiUbIPLoSoONEXI2013XIlXIekkeki 3.7 12

28 GenomicIislandsIofIdifferentiationIinIaIrapidIavianIradiationIhaveIbeenIdrivenIbyIrecentIselectiveI
sweepsbIProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedoStatesoofoAmericaXI2020XIeekXIgdiihagdiji11.5 9

27 zromISummaryIStatisticsItoIGeneITreesnIMethodsIforIInferringIPositiveISelectionbITrendsoinoGenetics
XI2020XIgjXIfhgafil 8.5 8

26 ReconstructingIhistoriesIofIcomplexIgeneIclustersIonIaIphylogenybIJournaloofoComputationaloBiology
XI2010XIekXIefjkakm 1.7 8

25 ReconstructingItheIyvolutionaryIHistoryIofIwomplexIHumanIGeneIwlustersI2008XIfmahm 8

24 uIcommunityamaintainedIstandardIlibraryIofIpopulationIgeneticImodels 7

23 InferenceIofIuncestralIRecombinationIGraphsIUsingIuRGweaverbIMethodsoinoMolecularoBiologyXI
2020XIfdmdXIfgeafjj 1.4 6

22 yvolutionaryIhistoryIreconstructionIforIMammalianIcomplexIgeneIclustersbIJournaloofo
ComputationaloBiologyXI2009XIejXIedieakd 1.7 5

21 wharacterizingIRNuIstabilityIgenomeawideIthroughIcombinedIanalysisIofIPROaseqIandIRNuaseqI
databIBMCoBiologyXI2021XIemXIgd 7.3 5

20 yxtremeIpurifyingIselectionIagainstIpointImutationsIinItheIhumanIgenome 5

19 PhylogeneticIModelingIofIRegulatoryIylementITurnoverIvasedIonIypigenomicIxatabIMolecularo
BiologyoandoEvolutionXI2020XIgkXIfegkafeif 8.3 4

18 wharacterizingIRNuIstabilityIgenomeawideIthroughIcombinedIanalysisIofIPROaseqIandIRNuaseqIdata 4

17 ynablingIlargeascaleInextagenerationIsequenceIassemblyIwithIvlacklightbIConcurrencyoComputationo
PracticeoandoExperienceXI2014XIfjXIfeikafejj 1.4 3

16 vioinformaticsIforIriceIresourcesbINovartisoFoundationoSymposiumXI2001XIfgjXIimaleoIdiscussionIleah 2

15 LongareadIsequencingIrevealsIrapidIevolutionIofIimmunityaIandIcancerarelatedIgenesIinIbats 2

14 ReconstructingIHistoriesIofIwomplexIGeneIwlustersIonIaIPhylogenybILectureoNotesoinoComputero
ScienceXI2009XIeidaejg 0.9 2

13 ProbabilitiesIofIzitnessIwonsequencesIforIPointIMutationsIucrossItheIHumanIGenome 2

12 zastXIscalableIpredictionIofIdeleteriousInoncodingIvariantsIfromIfunctionalIandIpopulationIgenomicIdata 2

(-2013)
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11 ystimationIofIalleleaspecificIfitnessIeffectsIacrossIhumanIproteinacodingIsequencesIandI
implicationsIforIdisease 2

10 MappingIgeneIflowIbetweenIancientIhomininsIthroughIdemographyaawareIinferenceIofItheI
ancestralIrecombinationIgraph 2

9 GenomicIislandsIofIdifferentiationIinIaIrapidIavianIradiationIhaveIbeenIdrivenIbyIrecentIselectiveIsweeps 1

8 HowIMuchIInformationIisIProvidedIbyIHumanIypigenomicIxatasIunIyvolutionaryIView 1

7 NaturalISelectionIhasIShapedIwodingIandINonacodingITranscriptionIinIPrimateIwxhWITacells 1

6 phastWebnIaIwebIinterfaceIforIevolutionaryIconservationIscoringIofImultipleIsequenceIalignmentsI
usingIphastwonsIandIphyloP 1

5 NascentIRNuIsequencingIrevealsIaIdynamicIglobalItranscriptionalIresponseIatIgenesIandIenhancersI
toItheInaturalImedicinalIcompoundIcelastrol 1

4 wircadianIimmunityXIsunriseItimeIandItheIseasonalityIofIrespiratoryIinfectionsI2021XI 1

3 uImultipleIgenomeIalignmentIworkflowIshowsItheIimpactIofIrepeatImaskingIandIparameterItuningI
onIalignmentIofIfunctionalIregionsIinIplants 1

2 uwynIaIprobabilisticImodelIforIcharacterizingIgenealevelIessentialityIinIwRISPRIscreensbIGenomeo
BiologyXI2021XIffXIfkl 18.3 1

1 uImultipleIalignmentIworkflowIshowsItheIeffectIofIrepeatImaskingIandIparameterItuningIonI
alignmentIinIplantsbbIPlantoGenomeXI2022XIefdfdh 4.4 0
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