
Brian L Browning

ListiofiPublicationsibyiCitations

Source:ihttps:yyexalyxcomyauthorwpdfy695860ybrianwlwbrowningwpublicationswbywcitationsxpdf

Version:i2024w04w27i

ThisidocumentihasibeenigeneratedibasedionitheipublicationsiandicitationsirecordedibyiexalyxcomxiFori

theilatestiversioniofithisipublicationilistvivisititheilinkigiveniabovex

TheithirdicolumniisitheiimpactifactorirIFsiofitheijournalvianditheifourthicolumniisitheinumberiofi

citationsiofitheiarticlex

74
papers

15,823
citations

39
h-index

78
g-index

78
ext. papers

19,659
ext. citations

9.7
avg, IF

7.08
L-index



l Paper IF Citations

74 unMintegratedMmapMofMgeneticMvariationMfromMe_dmfMhumanMgenomesbMNature_M2012_Mhme_Mijaji 50.4 6049

73 RapidMandMaccurateMhaplotypeMphasingMandMmissingadataMinferenceMforMwholeagenomeMassociationM
studiesMbyMuseMofMlocalizedMhaplotypeMclusteringbMAmericanhJournalhofhHumanhGenetics_M2007_Mle_Medlhamk 11 2043

72 uMunifiedMapproachMtoMgenotypeMimputationMandMhaplotypeaphaseMinferenceMforMlargeMdataMsetsMofM
triosMandMunrelatedMindividualsbMAmericanhJournalhofhHumanhGenetics_M2009_Mlh_Mfedafg 11 1203

71 GenotypeMImputationMwithMMillionsMofMReferenceMSamplesbMAmericanhJournalhofhHumanhGenetics_M
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70 uMrecurrentMejpefbeMmicrodeletionMsupportsMaMtwoahitMmodelMforMsevereMdevelopmentalMdelaybM
NaturehGenetics_M2010_Mhf_Mfdgam 36.3 461

69 uMOneaPennyMImputedMGenomeMfromMNextaGenerationMReferenceMPanelsbMAmericanhJournalhofh
HumanhGenetics_M2018_Medg_Mgglaghl 11 433

68 GenomeawideMassociationMstudyMidentifiesMnewMmultipleMsclerosisMsusceptibilityMlociMonM
chromosomesMefMandMfdbMNaturehGenetics_M2009_Mhe_Mlfhal 36.3 432

67 HaplotypeMphasingnMexistingMmethodsMandMnewMdevelopmentsbMNaturehReviewshGenetics_M2011_Mef_Mkdgaeh30.1 406

66 ImprovingMtheMaccuracyMandMefficiencyMofMidentityabyadescentMdetectionMinMpopulationMdatabMGenetics_M
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64 GenomeawideMmetaaanalysisMidentifiesMnovelMmultipleMsclerosisMsusceptibilityMlocibMAnnalshofh
Neurology_M2011_Mkd_Mlmkamef 9.4 263

63 GeneticMlociMassociatedMwithMplasmaMphospholipidMnagMfattyMacidsnMaMmetaaanalysisMofMgenomeawideM
associationMstudiesMfromMtheMwHuRGyMwonsortiumbMPLoShGenetics_M2011_Mk_Meeddfemg 6 257

62 uMfast_MpowerfulMmethodMforMdetectingMidentityMbyMdescentbMAmericanhJournalhofhHumanhGenetics_M
2011_Mll_Mekgalf 11 252

61 GeneticMxiversityMandMussociationMStudiesMinMUSMHispaniccLatinoMPopulationsnMupplicationsMinMtheM
HispanicMwommunityMHealthMStudycStudyMofMLatinosbMAmericanhJournalhofhHumanhGenetics_M2016_Mml_Mejialh11 181

60 HigharesolutionMdetectionMofMidentityMbyMdescentMinMunrelatedMindividualsbMAmericanhJournalhofh
HumanhGenetics_M2010_Mlj_Mifjagm 11 169
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SimultaneousMgenotypeMcallingMandMhaplotypeMphasingMimprovesMgenotypeMaccuracyMandMreducesM
falseapositiveMassociationsMforMgenomeawideMassociationMstudiesbMAmericanhJournalhofhHumanh
Genetics_M2009_Mli_Mlhkaje

11 165

58 unalysisMofMHumanMSequenceMxataMRevealsMTwoMPulsesMofMurchaicMxenisovanMudmixturebMCell_M2018_M
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57 uccurateMNonaparametricMystimationMofMRecentMyffectiveMPopulationMSizeMfromMSegmentsMofMIdentityM
byMxescentbMAmericanhJournalhofhHumanhGenetics_M2015_Mmk_Mhdhael 11 142

56 wonsiderationMofMwosegregationMinMtheMPathogenicityMwlassificationMofMGenomicMVariantsbMAmericanh
JournalhofhHumanhGenetics_M2016_Mml_Medkkaedle 11 127

55 yfficientMmultilocusMassociationMtestingMforMwholeMgenomeMassociationMstudiesMusingMlocalizedM
haplotypeMclusteringbMGenetichEpidemiology_M2007_Mge_Mgjiaki 2.6 121

54 TheMmultipleMsclerosisMwholeMbloodMmRNuMtranscriptomeMandMgeneticMassociationsMindicateM
dysregulationMofMspecificMTMcellMpathwaysMinMpathogenesisbMHumanhMolecularhGenetics_M2010_Mem_Mfeghahg 5.6 103
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52
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JournalhofhGastroenterology_M2007_Medf_Mfidhaef

0.7 102

51 IdentityMbyMdescentMbetweenMdistantMrelativesnMdetectionMandMapplicationsbMAnnualhReviewhofh
Genetics_M2012_Mhj_Mjekagg 14.5 97

50 InteractionsMamongMgenesMinMtheMyrbvaNeuregulinMsignallingMnetworkMareMassociatedMwithMincreasedM
susceptibilityMtoMschizophreniabMBehavioralhandhBrainhFunctions_M2007_Mg_Mge 4.1 96

49 PopulationMstructureMcanMinflateMSNPabasedMheritabilityMestimatesbMAmericanhJournalhofhHumanh
Genetics_M2011_Mlm_MemeagoMauthorMreplyMemgai 11 69

48 SequencingMofMig_lgeMdiverseMgenomesMfromMtheMNHLvIMTOPMedMProgram 68

47 GenotypeMImputationMfromMLargeMReferenceMPanelsbMAnnualhReviewhofhGenomicshandhHumanhGenetics
_M2018_Mem_Mkgamj 9.7 68

46
GenomeawideMassociationMstudyMidentifiesMnovelMlociMassociatedMwithMconcentrationsMofMfourMplasmaM
phospholipidMfattyMacidsMinMtheMdeMnovoMlipogenesisMpathwaynMresultsMfromMtheMwohortsMforMHeartMandM
ugingMResearchMinMGenomicMypidemiologyMUwHuRGyVMconsortiumbMCirculation:hCardiovascularh
Genetics_M2013_Mj_Mekealg
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45 Genes_MdietMandMinflammatoryMbowelMdiseasebMMutationhResearchhwhFundamentalhandhMolecularh
MechanismshofhMutagenesis_M2007_Mjff_Mkdalg 3.3 64

44 HaplotypicManalysisMofMWellcomeMTrustMwaseMwontrolMwonsortiumMdatabMHumanhGenetics_M2008_Mefg_Mfkgald6.3 60

43 udditiveMgeneticMvariationMinMschizophreniaMriskMisMsharedMbyMpopulationsMofMufricanMandMyuropeanM
descentbMAmericanhJournalhofhHumanhGenetics_M2013_Mmg_Mhjgakd 11 55

42 GenomeawideMussociationMStudyMofMPlateletMwountMIdentifiesMuncestryaSpecificMLociMinM
HispaniccLatinoMumericansbMAmericanhJournalhofhHumanhGenetics_M2016_Mml_Mffmahf 11 54

41 uncestryaspecificMrecentMeffectiveMpopulationMsizeMinMtheMumericasbMPLoShGenetics_M2018_Meh_Meeddkgli 6 51

40 PerformanceMofMgenotypeMimputationMforMrareMvariantsMidentifiedMinMexonsMandMflankingMregionsMofM
genesbMPLoShONE_M2011_Mj_Mefhmhi 3.7 46
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39 yxomeMsequencingMrevealsMnovelMrareMvariantsMinMtheMryanodineMreceptorMandMcalciumMchannelMgenesM
inMmalignantMhyperthermiaMfamiliesbMAnesthesiology_M2013_Meem_Medihaji 4.3 45

38 TriallelicMsingleMnucleotideMpolymorphismsMandMgenotypingMerrorMinMgeneticMepidemiologyMstudiesnM
MxReMUuvwveVMGfjkkcTcuMasManMexamplebMCancerhEpidemiologyhBiomarkershandhPrevention_M2007_Mej_Meeliamf4 45

37 yvaluationMofMNyholtTsMprocedureMforMmultipleMtestingMcorrectionbMHumanhHeredity_M2005_Mjd_MemafioM
discussionMjeaf 1.1 39

36 GenomeawideMassociationMstudyMofMredMbloodMcellMtraitsMinMHispanicscLatinosnMTheMHispanicM
wommunityMHealthMStudycStudyMofMLatinosbMPLoShGenetics_M2017_Meg_Meeddjkjd 6 38

35 PRySTOnMrapidMcalculationMofMorderMstatisticMdistributionsMandMmultipleatestingMadjustedMPavaluesMviaM
permutationMforMoneMandMtwoastageMgeneticMassociationMstudiesbMBMChBioinformatics_M2008_Mm_Mgdm 3.6 36

34 LocalMuncestryMInferenceMinMaMLargeMUSavasedMHispaniccLatinoMStudynMHispanicMwommunityMHealthM
StudycStudyMofMLatinosMUHwHScSOLVbMG3:hGenesvhGenomesvhGenetics_M2016_Mj_Meifiagh 3.2 34

33 uMzastMandMSimpleMMethodMforMxetectingMIdentityabyaxescentMSegmentsMinMLargeaScaleMxatabM
AmericanhJournalhofhHumanhGenetics_M2020_Medj_Mhfjahgk 11 28

32 GeneticManalysisMofMMxReMandMinflammatoryMbowelMdiseaseMrevealsMprotectiveMeffectMofM
heterozygousMvariantsMforMulcerativeMcolitisbMInflammatoryhBowelhDiseases_M2009_Mei_Meklhamg 4.5 27

31 IdentityabyadescentabasedMheritabilityManalysisMinMtheMNorthernMzinlandMvirthMwohortbMHumanh
Genetics_M2013_Megf_Mefmagl 6.3 25

30 GenomeawideMassociationMofMwhiteMbloodMcellMcountsMinMHispaniccLatinoMumericansnMtheMHispanicM
wommunityMHealthMStudycStudyMofMLatinosbMHumanhMolecularhGenetics_M2017_Mfj_Meemgaefdh 5.6 23

29 InteractionsMamongMgenesMinfluencingMbacterialMrecognitionMincreaseMIvxMriskMinMaMpopulationabasedM
NewMZealandMcohortbMHumanhImmunology_M2009_Mkd_Mhhdaj 2.3 23

28 zLOSSnMflexibleMorderedMsubsetManalysisMforMlinkageMmappingMofMcomplexMtraitsbMBioinformatics_M2006_M
ff_Miefag 7.2 21

27 ystimatingMtheMGenomeawideMMutationMRateMwithMThreeaWayMIdentityMbyMxescentbMAmericanhJournalh
ofhHumanhGenetics_M2019_Medi_Mllgalmg 11 20

26 yvaluationMofMILefvMasMaMcandidateMtypeMIMdiabetesMsusceptibilityMgeneMusingMdataMfromMtheMTypeMIM
xiabetesMGeneticsMwonsortiumbMGeneshandhImmunity_M2009_MedMSupplMe_MSjhal 4.4 20

25
NucleotideabindingMoligomerizationMdomainMcontainingMeMUNOxeVMhaplotypesMandMsingleMnucleotideM
polymorphismsMmodifyMsusceptibilityMtoMinflammatoryMbowelMdiseasesMinMaMNewMZealandMcaucasianM
populationnMaMcaseacontrolMstudybMBMChResearchhNotes_M2009_Mf_Mif

2.3 18

24
SingleMnucleotideMpolymorphismsMinMhumanMPanethMcellMdefensinMuiMmayMconferMsusceptibilityMtoM
inflammatoryMbowelMdiseaseMinMaMNewMZealandMwaucasianMpopulationbMDigestivehandhLiverhDisease_M
2008_Mhd_Mkfgagd

3.3 18

23 ussociationMofMxLGiMvariantsMwithMinflammatoryMbowelMdiseaseMinMtheMNewMZealandMwaucasianM
populationMandMmetaaanalysisMofMtheMxLGiMRgdQMvariantbMInflammatoryhBowelhDiseases_M2007_Meg_Medjmakj4.5 18

22 LargeMnumbersMofMindividualsMareMrequiredMtoMclassifyMandMdefineMriskMforMrareMvariantsMinMknownM
cancerMriskMgenesbMGeneticshinhMedicine_M2014_Mej_Mifmagh 8.1 16
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21 OnMreducingMtheMstatespaceMofMhiddenMMarkovMmodelsMforMtheMidentityMbyMdescentMprocessbM
TheoreticalhPopulationhBiology_M2002_Mjf_Meal 1.2 12

20 GenomeawideMassociationMstudyMofMheartMrateMandMitsMvariabilityMinMHispaniccLatinoMcohortsbMHearth
Rhythm_M2017_Meh_Mejkiaejlh 6.7 11

19 LinkageManalysisMusingMsingleMnucleotideMpolymorphismsbMHumanhHeredity_M2004_Mik_Mffdak 1.1 9

18 zastMtwoastageMphasingMofMlargeascaleMsequenceMdatabMAmericanhJournalhofhHumanhGenetics_M2021_M
edl_Melldaelmd 11 8

17 GeneticsMofMtheMpeloponneseanMpopulationsMandMtheMtheoryMofMextinctionMofMtheMmedievalM
peloponneseanMGreeksbMEuropeanhJournalhofhHumanhGenetics_M2017_Mfi_Mjgkajhi 5.3 7

16 GenomeawideMhaplotypicMtestingMinMaMzinnishMcohortMidentifiesMaMnovelMassociationMwithMlowadensityM
lipoproteinMcholesterolbMEuropeanhJournalhofhHumanhGenetics_M2015_Mfg_Mjkfak 5.3 7

15 RobustMInferenceMofMIdentityMbyMxescentMfromMyxomeaSequencingMxatabMAmericanhJournalhofhHumanh
Genetics_M2016_Mmm_Meedjaeeej 11 6

14 PopulationaSpecificMRecombinationMMapsMfromMSegmentsMofMIdentityMbyMxescentbMAmericanhJournalh
ofhHumanhGenetics_M2020_Medk_Megkaehl 11 5

13 uSuzynMancestryaspecificMalleleMfrequencyMestimationbMBioinformatics_M2016_Mgf_Mfffkam 7.2 5

12 TimeMandMfrequencyMdomainMscatteringMforMtheMoneadimensionalMwaveMequationbMInversehProblems_M
2000_Mej_Megkkaehdg 2.3 5

11 ProbabilisticMystimationMofMIdentityMbyMxescentMSegmentMyndpointsMandMxetectionMofMRecentM
SelectionbMAmericanhJournalhofhHumanhGenetics_M2020_Medk_Mlmiamed 11 4

10 POPdemognMvisualizingMpopulationMdemographicMhistoryMfromMsimulationMscriptsbMBioinformatics_M
2018_Mgh_Mflihaflii 7.2 4

9 TimeMdomainMelectromagneticMscatteringMusingMfiniteMelementsMandMperfectlyMmatchedMlayersbM
ComputerhMethodshinhAppliedhMechanicshandhEngineering_M2005_Memh_Mehmaejl 5.7 3

8 IvxkinnMfastMestimationMofMkinshipMcoefficientsMfromMidentityMbyMdescentMsegmentsbMBioinformatics_M
2020_Mgj_Mhiemahifd 7.2 2

7 yfficientMclusteringMofMidentityabyadescentMbetweenMmultipleMindividualsbMBioinformatics_M2014_Mgd_Mmeiaff7.2 2

6 uMfastMandMsimpleMmethodMforMdetectingMidentityMbyMdescentMsegmentsMinMlargeascaleMdata 2

5 GeneticMhistoryMofMtheMpopulationMofMwretebMAnnalshofhHumanhGenetics_M2019_Mlg_Mgkgagll 2.2 1

4 uMoneMpennyMimputedMgenomeMfromMnextMgenerationMreferenceMpanels 1

(-2002)

5



3 PopulationaspecificMrecombinationMmapsMfromMsegmentsMofMidentityMbyMdescent 1

2 HaplotypeManalysisMofMtheMinternationallyMdistributedMvRwueMcbggge_ggghdelwuuGMfounderM
mutationMrevealsMaMcommonMancestralMoriginMinMIberiabMBreasthCancerhResearch_M2020_Mff_Medl 8.3 0

1 GenotypeMerrorMbiasesMtrioabasedMestimatesMofMhaplotypeMphaseMaccuracybMAmericanhJournalhofh
HumanhGenetics_M2022_Medm_Medejaedfi 11 0
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