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74 TheOcompleteOgenomeOsequenceOofOaONeanderthalOfromOtheOxltaiOMountainseONaturecO2014cOlglcOkjdp 50.4 1339
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48 xddressingOchallengesOinOtheOproductionOandOanalysisOofOilluminaOsequencingOdataeOBMCoGenomicscO
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resolutioneONatureoCommunicationscO2019cOhgcOjloj 17.4 71
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41 βxpandingOtheOclinicalOandOgeneticOheterogeneityOofOhereditaryOdisordersOofOconnectiveOtissueeO
HumanoGeneticscO2016cOhjlcOlildlkg 6.3 61

40 NovelOapproachOtoOgeneticOanalysisOandOresultsOinOjgggOhemophiliaOpatientsOenrolledOinOtheOMyOLifecO
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39 WholeOexomeOsequencingOidentifiesOdeOnovoOheterozygousOzxVhOmutationsOassociatedOwithOaOnovelO
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38 OpsinsOinOonychophoraOXvelvetOwormsYOsuggestOaOsingleOoriginOandOsubsequentOdiversificationOofO
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JournaloofoHumanoGeneticscO2015cOpmcOokhdp 11 36

30 xcceleratingOmatchmakingOofOnovelOdysmorphologyOsyndromesOthroughOclinicalOandOgenomicO
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29 TheOevolutionaryOandOphylogeographicOhistoryOofOwoollyOmammothsqOaOcomprehensiveOmitogenomicO
analysiseOScientificoReportscO2017cOncOkklol 4.9 34
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27 xOnewOcongenitalOdisorderOofOglycosylationOcausedObyOaOmutationOinOSSRkcOtheOsignalOsequenceO
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26 xLGhdz–GqOzlinicalOandOMolecularOzharacterizationOofOjpOUnreportedOPatientseOHumanoMutationcO
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25 zhallengesOandOsolutionsOforOgeneOidentificationOinOtheOpresenceOofOfamilialOlocusOheterogeneityeO
EuropeanoJournaloofoHumanoGeneticscO2015cOijcOhigndhl 5.3 29

24 xOsystematicOevaluationOofOtheOdesignOandOcontextOdependenciesOofOmassivelyOparallelOreporterO
assayseONatureoMethodscO2020cOhncOhgojdhgph 21.6 28
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SyndromeeOAmericanoJournaloofoHumanoGeneticscO2018cOhgjcOpmodpnl 11 28

22 IntegrationOofOmultipleOepigenomicOmarksOimprovesOpredictionOofOvariantOimpactOinOsaturationO
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19 xctivationOofOaOcrypticOspliceOsiteOinOtheOmitochondrialOelongationOfactorOGFMhOcausesOcombinedO
OXPHOSOdeficiencyeOMitochondrioncO2017cOjkcOokdpg 4.9 16
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PakistaniOpopulationeOScientificoReportscO2017cOncOkkhol 4.9 15
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NewOPatientseOJIMDoReportscO2019cOkkcOoldpi 1.9 11

12 MutationsOinOtheOtranslocondassociatedOproteinOcomplexOsubunitOSSRjOcauseOaOnovelOcongenitalO
disorderOofOglycosylationeOJournaloofoInheritedoMetabolicoDiseasecO2019cOkicOppjdppn 5.4 10

11 xOsystematicOevaluationOofOtheOdesigncOorientationcOandOsequenceOcontextOdependenciesOofO
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10 zoncurrentOgenomeOandOepigenomeOeditingObyOzRISPRdmediatedOsequenceOreplacementeOBMCo
BiologycO2019cOhncOpg 7.3 6

9 RunningOspelldcheckOtoOidentifyOregulatoryOvariantseONatureoGeneticscO2015cOkncOoljdl 36.3 5

8 MultiplexOxssessmentOofOProteinOVariantOxbundanceObyOMassivelyOParallelOSequencing 5

7 SaturationOmutagenesisOofOdiseasedassociatedOregulatoryOelements 2

6 xOframeworkOtoOscoreOtheOeffectsOofOstructuralOvariantsOinOhealthOandOdiseaseeeOGenomeoResearchcO
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5 xOsystematicOcomparisonOrevealsOsubstantialOdifferencesOinOchromosomalOversusOepisomalOencodingO
ofOenhancerOactivity 1
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ComputationaloBiologycO2020cOhmcOehggnplm 5 0
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NeuralONetworkseOLectureoNotesoinoComputeroSciencecO2020cOmggdmhi 0.9 0

1 TheOimpactOofOdifferentOnegativeOtrainingOdataOonOregulatoryOsequenceOpredictionseOPLoSoONEcO2020cO
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