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p Paper IF Citations

179 sKnovelKgeneKcontainingKaKtrinucleotideKrepeatKthatKisKexpandedKandKunstableKonKzuntingtonRsK
diseaseKchromosomesYKTheKzuntingtonRsKviseaseKuollaborativeKResearchKyroupYKCellWK1993WKidWKkicXje 56.2 6854

178 InitialKsequencingKandKcomparativeKanalysisKofKtheKmouseKgenomeYKNatureWK2002WKfdbWKgdbXhd 50.4 5376

177 MouseKgenomicKvariationKandKitsKeffectKonKphenotypesKandKgeneKregulationYKNatureWK2011WKfiiWKdjkXkf 50.4 1087

176 TheKuollaborativeKurossWKaKcommunityKresourceKforKtheKgeneticKanalysisKofKcomplexKtraitsYKNatureh
GeneticsWK2004WKehWKcceeXi 36.3 822

175 uhromatinKaccessibilityKpreXdeterminesKglucocorticoidKreceptorKbindingKpatternsYKNaturehGeneticsWK
2011WKfeWKdhfXj 36.3 711

174 cWcegKyenomesKRevealKtheKylobalKPatternKofKPolymorphismKinKsrabidopsisKthalianaYKCellWK2016WKchhWKfjcXfkc56.2 620

173 RecentKimprovementsKtoKtheKSMsRTKdomainXbasedKsequenceKannotationKresourceYKNucleichAcidsh
ResearchWK2002WKebWKdfdXf 20.1 535

172 MultipleKreferenceKgenomesKandKtranscriptomesKforKsrabidopsisKthalianaYKNatureWK2011WKfiiWKfckXde 50.4 495

171 yenomeXwideKgeneticKassociationKofKcomplexKtraitsKinKheterogeneousKstockKmiceYKNaturehGeneticsWK
2006WKejWKjikXji 36.3 442

170 sKMultiparentKsdvancedKyenerationKInterXurossKtoKfineXmapKquantitativeKtraitsKinKsrabidopsisK
thalianaYKPLoShGeneticsWK2009WKgWKecbbbggc 6 421

169 StrategiesKforKmappingKandKcloningKquantitativeKtraitKgenesKinKrodentsYKNaturehReviewshGeneticsWK
2005WKhWKdicXjh 30.1 418

168 wpigenomicKviversityKinKaKylobalKuollectionKofKsrabidopsisKthalianaKsccessionsYKCellWK2016WKchhWKfkdXgbg 56.2 353

167 sKfirstXgenerationKlinkageKdisequilibriumKmapKofKhumanKchromosomeKddYKNatureWK2002WKfcjWKgffXj 50.4 342

166 SubspecificKoriginKandKhaplotypeKdiversityKinKtheKlaboratoryKmouseYKNaturehGeneticsWK2011WKfeWKhfjXgg 36.3 332

165 TheKcbbcKgenomesKprojectKforKsrabidopsisKthalianaYKGenomehBiologyWK2009WKcbWKcbi 18.3 325

164 ModularlyKassembledKdesignerKTsLKeffectorKnucleasesKforKtargetedKgeneKknockoutKandKgeneK
replacementKinKeukaryotesYKNucleichAcidshResearchWK2011WKekWKhecgXdg 20.1 324

163 InstabilityKofKhighlyKexpandedKusyKrepeatsKinKmiceKtransgenicKforKtheKzuntingtonRsKdiseaseK
mutationYKNaturehGeneticsWK1997WKcgWKckiXdbb 36.3 275
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162 yeneticKanalysisKofKcomplexKtraitsKinKtheKemergingKuollaborativeKurossYKGenomehResearchWK2011WKdcWKcdceXdd9.7 263

161 PositionalKcloningKofKaKquantitativeKtraitKlocusKonKchromosomeKceqcfKthatKinfluencesK
immunoglobulinKwKlevelsKandKasthmaYKNaturehGeneticsWK2003WKefWKcjcXh 36.3 263

160 ReplicationKtimingKofKtheKhumanKgenomeYKHumanhMolecularhGeneticsWK2004WKceWKckcXdbd 5.6 259

159 yenomeXwideKanalysisKrevealsKnovelKmolecularKfeaturesKofKmouseKrecombinationKhotspotsYKNatureWK
2011WKfidWKeigXj 50.4 257

158 yeneticKdissectionKofKaKbehavioralKquantitativeKtraitKlocusKshowsKthatKRgsdKmodulatesKanxietyKinK
miceYKNaturehGeneticsWK2004WKehWKcckiXdbd 36.3 249

157 xindingKtheKmolecularKbasisKofKquantitativeKtraitslKsuccessesKandKpitfallsYKNaturehReviewshGeneticsWK
2001WKdWKfeiXfg 30.1 242

156 zighKresolutionKcosmidKandKPcKmapsKspanningKtheKcfKMbKgenomeKofKtheKfissionKyeastKSYKpombeYKCell
WK1993WKieWKcbkXdb 56.2 237

155 SequenceXbasedKcharacterizationKofKstructuralKvariationKinKtheKmouseKgenomeYKNatureWK2011WKfiiWKedhXk 50.4 230

154 sdaptiveKintrogressionKofKanticoagulantKrodentKpoisonKresistanceKbyKhybridizationKbetweenKoldK
worldKmiceYKCurrenthBiologyWK2011WKdcWKcdkhXebc 6.3 221

153 sKhighXresolutionKsingleKnucleotideKpolymorphismKgeneticKmapKofKtheKmouseKgenomeYKPLoShBiologyWK
2006WKfWKeekg 9.7 218

152 yenomicKclustersWKputativeKpathogenKrecognitionKmoleculesWKandKantimicrobialKgenesKareKinducedK
byKinfectionKofKuYKelegansKwithKMYKnematophilumYKGenomehResearchWK2006WKchWKcbbgXch 9.7 193

151
LinkageKanalysisKofKextremelyKdiscordantKandKconcordantKsiblingKpairsKidentifiesKquantitativeXtraitK
lociKthatKinfluenceKvariationKinKtheKhumanKpersonalityKtraitKneuroticismYKAmericanhJournalhofhHumanh
GeneticsWK2003WKidWKjikXkb

11 170

150 MolecularKsignaturesKofKmajorKdepressionYKCurrenthBiologyWK2015WKdgWKccfhXgh 6.3 162

149 SNPKandKhaplotypeKmappingKforKgeneticKanalysisKinKtheKratYKNaturehGeneticsWK2008WKfbWKghbXh 36.3 150

148 wnvironmentallyKresponsiveKgenomeXwideKaccumulationKofKdeKnovoKsrabidopsisKthalianaKmutationsK
andKepimutationsYKGenomehResearchWK2014WKdfWKcjdcXk 9.7 145

147
uandidateXgeneKscreeningKandKassociationKanalysisKatKtheKautismXsusceptibilityKlocusKonK
chromosomeKchplKevidenceKofKassociationKatKyRINdsKandKstsTYKAmericanhJournalhofhHumanh
GeneticsWK2005WKihWKkgbXhh

11 143

146 SimulatingKtheKcollaborativeKcrosslKpowerKofKquantitativeKtraitKlociKdetectionKandKmappingK
resolutionKinKlargeKsetsKofKrecombinantKinbredKstrainsKofKmiceYKGeneticsWK2006WKcidWKcijeXki 4 136

145 yeneticKandKenvironmentalKeffectsKonKcomplexKtraitsKinKmiceYKGeneticsWK2006WKcifWKkgkXjf 4 134

(2006-2011)

3



144 uombinedKsequenceXbasedKandKgeneticKmappingKanalysisKofKcomplexKtraitsKinKoutbredKratsYKNatureh
GeneticsWK2013WKfgWKihiXig 36.3 131

143 PrevalenceKofKsexualKdimorphismKinKmammalianKphenotypicKtraitsYKNaturehCommunicationsWK2017WKjWKcgfig17.4 130

142 yeneticKarchitectureKofKfloweringXtimeKvariationKinKsrabidopsisKthalianaYKGeneticsWK2011WKcjjWKfdcXee 4 128

141 QuantifyingKtheKsimilaritiesKwithinKfoldKspaceYKJournalhofhMolecularhBiologyWK2002WKedeWKkbkXdh 6.5 121

140 ROSXmediatedKvascularKhomeostaticKcontrolKofKrootXtoXshootKsoilKNaKdeliveryKinKsrabidopsisYKEMBOh
JournalWK2012WKecWKfegkXib 13 120

139 uollaborativeKurossKmiceKandKtheirKpowerKtoKmapKhostKsusceptibilityKtoKsspergillusKfumigatusK
infectionYKGenomehResearchWK2011WKdcWKcdekXfj 9.7 116

138 MappingKinKstructuredKpopulationsKbyKresampleKmodelKaveragingYKGeneticsWK2009WKcjdWKcdheXii 4 110

137 StatusKandKaccessKtoKtheKuollaborativeKurossKpopulationYKMammalianhGenomeWK2012WKdeWKibhXcd 3.2 103

136 sccurateKformulaKforKPXvaluesKofKgappedKlocalKsequenceKandKprofileKalignmentsYKJournalhofh
MolecularhBiologyWK2000WKebbWKhfkXgk 6.5 103

135 uommerciallyKavailableKoutbredKmiceKforKgenomeXwideKassociationKstudiesYKPLoShGeneticsWK2010WKhWKecbbcbjg6 102

134 yenomewideKanalysisKofKtheKhostKresponseKtoKmalariaKinKKenyanKchildrenYKJournalhofhInfectioush
DiseasesWK2005WKckcWKcgkkXhcc 7 100

133 sKcosmidKcontigKandKhighKresolutionKrestrictionKmapKofKtheKdKmegabaseKregionKcontainingKtheK
zuntingtonRsKdiseaseKgeneYKNaturehGeneticsWK1993WKfWKcjcXh 36.3 93

132 sblatingKadultKneurogenesisKinKtheKratKhasKnoKeffectKonKspatialKprocessinglKevidenceKfromKaKnovelK
pharmacogeneticKmodelYKPLoShGeneticsWK2013WKkWKecbbeicj 6 91

131 SixteenKdiverseKlaboratoryKmouseKreferenceKgenomesKdefineKstrainXspecificKhaplotypesKandKnovelK
functionalKlociYKNaturehGeneticsWK2018WKgbWKcgifXcgje 36.3 91

130 QuantitativeKpredictionKofKNxXkappaKtKvNsXproteinKinteractionsYKProceedingshofhthehNationalh
AcademyhofhScienceshofhthehUnitedhStateshofhAmericaWK2002WKkkWKjchiXid 11.5 90

129 uompleteKcoverageKofKtheKSchizosaccharomycesKpombeKgenomeKinKyeastKartificialKchromosomesYK
NaturehGeneticsWK1992WKcWKdieXi 36.3 90

128 TheKuollaborativeKurossWKdevelopingKaKresourceKforKmammalianKsystemsKgeneticslKaKstatusKreportKofK
theKWellcomeKTrustKcohortYKMammalianhGenomeWK2008WKckWKeikXjc 3.2 89

127 NovelKproteinKdomainsKandKrepeatsKinKvrosophilaKmelanogasterlKinsightsKintoKstructureWKfunctionWK
andKevolutionYKGenomehResearchWK2001WKccWKckkhXdbbj 9.7 89
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126 sKprotocolKforKhighXthroughputKphenotypingWKsuitableKforKquantitativeKtraitKanalysisKinKmiceYK
MammalianhGenomeWK2006WKciWKcdkXfh 3.2 88

125 yenomeXwideKanalysisKofKmutationsKinKmutantKlineagesKselectedKfollowingKfastXneutronKirradiationK
mutagenesisKofKsrabidopsisKthalianaYKGenomehResearchWK2012WKddWKcebhXcg 9.7 87

124 PredictingKproteinKcellularKlocalizationKusingKaKdomainKprojectionKmethodYKGenomehResearchWK2002WK
cdWKcchjXif 9.7 81

123 yenomeXwideKassociationKofKmultipleKcomplexKtraitsKinKoutbredKmiceKbyKultraXlowXcoverageK
sequencingYKNaturehGeneticsWK2016WKfjWKkcdXj 36.3 81

122 SWXsRRsYlKaKdynamicKprogrammingKsolutionKforKtheKidentificationKofKcopyXnumberKchangesKinK
genomicKvNsKusingKarrayKcomparativeKgenomeKhybridizationKdataYKNucleichAcidshResearchWK2005WKeeWKefggXhf20.1 79

121 RapidKgenotypeKimputationKfromKsequenceKwithoutKreferenceKpanelsYKNaturehGeneticsWK2016WKfjWKkhgXkhk36.3 79

120 RecognizingKtheKfoldKofKaKproteinKstructureYKBioinformaticsWK2003WKckWKcifjXgk 7.2 74

119 snKintegratedKYsuXoverlapKandKRcosmidXpocketRKmapKofKtheKhumanKchromosomeKdcYKHumanh
MolecularhGeneticsWK1994WKeWKigkXib 5.6 70

118 MaximumXlikelihoodKestimationKofKtheKstatisticalKdistributionKofKSmithXWatermanKlocalKsequenceK
similarityKscoresYKBulletinhofhMathematicalhBiologyWK1992WKgfWKgkXig 2.1 70

117 SimultaneousKdetectionKandKfineKmappingKofKquantitativeKtraitKlociKinKmiceKusingKheterogeneousK
stocksYKGeneticsWK2002WKchbWKchbkXcj 4 70

116 ModelKforKaKtranscriptKmapKofKhumanKchromosomeKdclKisolationKofKnewKcodingKsequencesKfromK
exonKandKenrichedKcvNsKlibrariesYKHumanhMolecularhGeneticsWK1995WKfWKcdkcXebf 5.6 68

115 QuantitativeKhighXthroughputKanalysisKofKtranscriptionKfactorKbindingKspecificitiesYKNucleichAcidsh
ResearchWK2004WKedWKeff 20.1 67

114 slgorithmsKandKsoftwareKtoolsKforKorderingKcloneKlibrarieslKapplicationKtoKtheKmappingKofKtheK
genomeKofKSchizosaccharomycesKpombeYKNucleichAcidshResearchWK1993WKdcWKckhgXif 20.1 66

113 SequencingKandKcharacterizationKofKtheKxVtaNJKmouseKgenomeYKGenomehBiologyWK2012WKceWKRid 18.3 65

112 RegenerantKsrabidopsisKlineagesKdisplayKaKdistinctKgenomeXwideKspectrumKofKmutationsKconferringK
variantKphenotypesYKCurrenthBiologyWK2011WKdcWKcejgXkb 6.3 65

111 sKquantitativeKtraitKlocusKinfluencingKanxietyKinKtheKlaboratoryKratYKGenomehResearchWK2002WKcdWKhcjXdh 9.7 64

110 sKresourceKforKtheKsimultaneousKhighXresolutionKmappingKofKmultipleKquantitativeKtraitKlociKinKratslK
theKNIzKheterogeneousKstockYKGenomehResearchWK2009WKckWKcgbXj 9.7 63

109 uardamineKhirsutalKaKversatileKgeneticKsystemKforKcomparativeKstudiesYKPlanthJournalWK2014WKijWKcXcg 6.9 61

(2014-2006)
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108 zighKresolutionKmappingKofKexpressionKQTLsKinKheterogeneousKstockKmiceKinKmultipleKtissuesYK
GenomehResearchWK2009WKckWKcceeXfb 9.7 60

107 TheKarchitectureKofKparentXofXoriginKeffectsKinKmiceYKCellWK2014WKcghWKeedXfd 56.2 59

106 yeneticKuontrolKoverKmtvNsKandKItsKRelationshipKtoKMajorKvepressiveKvisorderYKCurrenthBiologyWK
2015WKdgWKecibXi 6.3 59

105 spplyingKtheKsRRIVwKyuidelinesKtoKanKInKVivoKvatabaseYKPLoShBiologyWK2015WKceWKecbbdcgc 9.7 56

104 TheKuardamineKhirsutaKgenomeKoffersKinsightKintoKtheKevolutionKofKmorphologicalKdiversityYKNatureh
PlantsWK2016WKdWKchchi 11.5 56

103 spproximateKstatisticsKofKgappedKalignmentsYKJournalhofhComputationalhBiologyWK1999WKhWKkcXccd 1.7 56

102 MultiXparentKpopulationsKinKcropslKaKtoolboxKintegratingKgenomicsKandKgeneticKmappingKwithK
breedingYKHeredityWK2020WKcdgWKekhXfch 3.6 53

101 sKmultipleXphenotypeKimputationKmethodKforKgeneticKstudiesYKNaturehGeneticsWK2016WKfjWKfhhXid 36.3 52

100 zaplotypicKanalysisKofKtheKTNxKlocusKbyKassociationKefficiencyKandKentropyYKGenomehBiologyWK2003WKfWKRdf18.3 50

99 SusceptibilityKtoKKlebsiellaKpneumonaieKinfectionKinKcollaborativeKcrossKmiceKisKaKcomplexKtraitK
controlledKbyKatKleastKthreeKlociKactingKatKdifferentKtimeKpointsYKBMChGenomicsWK2014WKcgWKjhg 4.5 46

98 uomparativeKgeneKexpressionKprofilingKbyKoligonucleotideKfingerprintingYKNucleichAcidshResearchWK
1998WKdhWKddchXde 20.1 42

97 ScreeningKforKrecentlyKselectedKallelesKbyKanalysisKofKhumanKhaplotypeKsimilarityYKAmericanhJournalh
ofhHumanhGeneticsWK2006WKijWKcgeXk 11 41

96 LvKmappingKofKmaternallyKandKnonXmaternallyKderivedKallelesKandKatopyKinKxcepsilonRIXbetaYKHumanh
MolecularhGeneticsWK2003WKcdWKdgiiXjg 5.6 40

95 yenotypeKisKanKimportantKdeterminantKfactorKofKhostKsusceptibilityKtoKperiodontitisKinKtheK
uollaborativeKurossKandKinbredKmouseKpopulationsYKBMChGeneticsWK2013WKcfWKhj 2.6 39

94 yenomeXwideKsexuallyKantagonisticKvariantsKrevealKlongXstandingKconstraintsKonKsexualKdimorphismK
inKfruitKfliesYKPLoShBiologyWK2019WKciWKeebbbdff 9.7 38

93 RobustKandKsensitiveKanalysisKofKmouseKknockoutKphenotypesYKPLoShONEWK2012WKiWKegdfcb 3.7 38

92
zighXfatXdietKinducedKdevelopmentKofKincreasedKfastingKglucoseKlevelsKandKimpairedKresponseKtoK
intraperitonealKglucoseKchallengeKinKtheKcollaborativeKcrossKmouseKgeneticKreferenceKpopulationYK
BMChGeneticsWK2016WKciWKcb

2.6 37

91 xailedKgeneKconversionKleadsKtoKextensiveKendKprocessingKandKchromosomalKrearrangementsKinK
fissionKyeastYKEMBOhJournalWK2009WKdjWKefbbXcd 13 34
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90 spplyingKmouseKcomplexXtraitKresourcesKtoKbehaviouralKgeneticsYKNatureWK2008WKfghWKidfXi 50.4 34

89 yeneticKxineXMappingKandKIdentificationKofKuandidateKyenesKandKVariantsKforKsdiposityKTraitsKinK
OutbredKRatsYKObesityWK2018WKdhWKdceXddd 8 33

88 UnstableKInheritanceKofKfgSKrRNsKyenesKinYKG3:hGeneswhGenomeswhGeneticsWK2017WKiWKcdbcXcdbk 3.2 32

87
zeritabilityKandKcoefficientKofKgeneticKvariationKanalysesKofKphenotypicKtraitsKprovideKstrongKbasisK
forKhighXresolutionKQTLKmappingKinKtheKuollaborativeKurossKmouseKgeneticKreferenceKpopulationYK
MammalianhGenomeWK2014WKdgWKcbkXck

3.2 32

86 ImpactKofKtemporalKvariationKonKdesignKandKanalysisKofKmouseKknockoutKphenotypingKstudiesYKPLoSh
ONEWK2014WKkWKecccdek 3.7 32

85
wfficientKhighXresolutionKgeneticKmappingKofKmouseKinterspersedKrepetitiveKsequenceKPuRK
productsWKtowardKintegratedKgeneticKandKphysicalKmappingKofKtheKmouseKgenomeYKProceedingshofh
thehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaWK1995WKkdWKgebdXh

11.5 30

84 ccWhibKwholeXgenomeKsequencesKrepresentativeKofKtheKzanKuhineseKpopulationKfromKtheK
uONVwRywKprojectYKScientifichDataWK2017WKfWKcibbcc 8.2 29

83 uollaborativeKcrossKmiceKinKaKgeneticKassociationKstudyKrevealKnewKcandidateKgenesKforKboneK
microarchitectureYKBMChGenomicsWK2015WKchWKcbce 4.5 29

82 StructuralKVariationKShapesKtheKLandscapeKofKRecombinationKinKMouseYKGeneticsWK2017WKdbhWKhbeXhck 4 27

81 sKgeneticKandKfunctionalKrelationshipKbetweenKTKcellsKandKcellularKproliferationKinKtheKadultK
hippocampusYKPLoShBiologyWK2010WKjWKecbbbghc 9.7 27

80 zeterogeneousKStockKPopulationsKforKsnalysisKofKuomplexKTraitsYKMethodshinhMolecularhBiologyWK
2017WKcfjjWKecXff 1.4 25

79 uofilinXclKaKmodulatorKofKanxietyKinKmiceYKPLoShGeneticsWK2012WKjWKecbbdkib 6 25

78 sKeWbbbXyearXoldKwgyptianKemmerKwheatKgenomeKrevealsKdispersalKandKdomesticationKhistoryYK
NaturehPlantsWK2019WKgWKccdbXccdj 11.5 25

77 xunctionalKMappingKofKQuantitativeKTraitKLociKSQTLsTKsssociatedKWithKPlantKPerformanceKinKaK
WheatKMsyIuKMappingKPopulationYKFrontiershinhPlanthScienceWK2018WKkWKjji 6.2 24

76 vissectingKquantitativeKtraitsKinKmiceYKAnnualhReviewhofhGenomicshandhHumanhGeneticsWK2013WKcfWKfdcXek 9.7 24

75 ylucoseKtoleranceKfemaleXspecificKQTLKmappedKinKcollaborativeKcrossKmiceYKMammalianhGenomeWK
2017WKdjWKdbXeb 3.2 23

74 vynamicKandKphysicalKclusteringKofKgeneKexpressionKduringKepidermalKbarrierKformationKinK
differentiatingKkeratinocytesYKPLoShONEWK2009WKfWKeihgc 3.7 23

73 yLIvwRSXXaKwebXbasedKsearchKengineKforKgenomeXwideKlinkageKdisequilibriumKbetweenKzapMapK
SNPsYKBMChBioinformaticsWK2009WKcbWKehi 3.6 23

(2009-2008)
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72 veterminingKPhenologicalKPatternsKsssociatedKwithKtheKOnsetKofKSenescenceKinKaKWheatKMsyIuK
MappingKPopulationYKFrontiershinhPlanthScienceWK2016WKiWKcgfb 6.2 23

71 wlusiveKcopyKnumberKvariationKinKtheKmouseKgenomeYKPLoShONEWK2010WKgWKecdjek 3.7 22

70 uomplexKhaplotypicKstructureKofKtheKcentralKMzuKregionKflankingKTNxKinKaKWestKsfricanKpopulationYK
GeneshandhImmunityWK2003WKfWKfihXjh 4.4 22

69 uonstructionKofKgeneticKmapsKusingKdistanceKgeometryYKGenomicsWK1995WKebWKgkXib 4.3 22

68 wpistaticKandKallelicKinteractionsKcontrolKexpressionKofKribosomalKRNsKgeneKclustersKinKsrabidopsisK
thalianaYKGenomehBiologyWK2017WKcjWKig 18.3 21

67 tayesianKquantitativeKtraitKlocusKmappingKusingKinferredKhaplotypesYKGeneticsWK2010WKcjfWKjekXgd 4 19

66 zostKsusceptibilityKtoKperiodontitislKmappingKmurineKgenomicKregionsYKJournalhofhDentalhResearchWK
2013WKkdWKfejXfe 8.1 18

65 uomparingKtheKfineKspecificityKofKvNsKbindingKbyKNxXkappatKpgbKandKpgdKusingKprincipalK
coordinatesKanalysisYKNucleichAcidshResearchWK2003WKecWKcfkiXgbc 20.1 18

64 QTLKfineXmappingKwithKrecombinantXinbredKheterogeneousKstocksKandKinKvitroKheterogeneousK
stocksYKMammalianhGenomeWK2003WKcfWKjebXj 3.2 18

63 TheKsmountKofKMitochondrialKvNsKinKtloodKReflectsKtheKuourseKofKaKvepressiveKwpisodeYKBiologicalh
PsychiatryWK2016WKjbWKefcXefd 7.9 17

62 slignmentlKStatisticalKSignificanceK2005WK 17

61 WeightedKturdenKsnalysisKofKwxomeXSequencedKuaseXuontrolKSampleKImplicatesKSynapticKyenesKinK
SchizophreniaKsetiologyYKBehaviorhGeneticsWK2018WKfjWKckjXdbj 3.2 16

60 uausesKandKconsequencesKofKchromatinKvariationKbetweenKinbredKmiceYKPLoShGeneticsWK2013WKkWKecbbegib6 16

59 zumanXmouseKquantitativeKtraitKlocusKconcordanceKandKtheKdissectionKofKaKhumanKneuroticismK
locusYKBiologicalhPsychiatryWK2008WKheWKjifXje 7.9 16

58 MappingKliverKfatKfemaleXdependentKquantitativeKtraitKlociKinKcollaborativeKcrossKmiceYKMammalianh
GenomeWK2016WKdiWKghgXgie 3.2 16

57 yenomicKRearrangementsKinKuonsideredKasKQuantitativeKTraitsYKGeneticsWK2017WKdbgWKcfdgXcffc 4 15

56 IntegrationKofKMurineKandKzumanKStudiesKforKMappingKPeriodontitisKSusceptibilityYKJournalhofh
DentalhResearchWK2018WKkiWKgeiXgfh 8.1 15

55 IdentificationKofKnewKlociKinvolvedKinKtheKhostKsusceptibilityKtoKSalmonellaKTyphimuriumKinK
collaborativeKcrossKmiceYKBMChGenomicsWK2018WKckWKebe 4.5 14
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54 NaturalKpolymorphismsKinKTapdKinfluenceKnegativeKselectionKandKuvfluvjKlineageKcommitmentKinK
theKratYKPLoShGeneticsWK2014WKcbWKecbbfcgc 6 14

53 snKintegratedKsystemKforKgeneticKanalysisYKBMChBioinformaticsWK2006WKiWKdcb 3.6 14

52 yeneticKanalysisKofKintestinalKpolypKdevelopmentKinKuollaborativeKurossKmiceKcarryingKtheKspcK
SMinaVTKmutationYKBMChGeneticsWK2016WKciWKfh 2.6 13

51 MappingKtheKgeneticKbasisKofKecologicallyKandKevolutionarilyKrelevantKtraitsKinKsrabidopsisKthalianaYK
CurrenthOpinionhinhPlanthBiologyWK2012WKcgWKdcdXi 9.9 13

50 xindingKtheKmolecularKbasisKofKcomplexKgeneticKvariationKinKhumansKandKmiceYKPhilosophicalh
TransactionshofhthehRoyalhSocietyhB:hBiologicalhSciencesWK2006WKehcWKekeXfbc 5.8 13

49 SequenceKassemblyKwithKusxTOOLSYKGenomehResearchWK1998WKjWKdhbXi 9.7 12

48 ModelingKtheKquantitativeKnatureKofKneurodevelopmentalKdisordersKusingKuollaborativeKurossKmiceYK
MolecularhAutismWK2018WKkWKhe 6.5 12

47 SchistosomaKmansonilKhistologicalKanalysisKofKtheKsynergisticKinteractionKbetweenKvaccineKimmunityK
andKpraziquantelKtherapyKinKtheKlungsKofKmiceYKParasitehImmunologyWK1990WKcdWKehiXji 2.2 11

46 vissectingKtheKwffectKofKyeneticKVariationKonKtheKzepaticKwxpressionKofKvrugKvispositionKyenesK
acrossKtheKuollaborativeKurossKMouseKStrainsYKFrontiershinhGeneticsWK2016WKiWKcid 4.5 11

45 ProspectsKforKcomplexKtraitKanalysisKinKtheKmouseYKMammalianhGenomeWK2008WKckWKebhXj 3.2 10

44 TheKtranscriptionalKcontrolKproteinsKcXMybKandKvXMybKcontainKaKbasicKregionKvNsKbindingKmotifYK
FEBShLettersWK1991WKdjdWKdkeXf 3.8 10

43 tioinformaticsKtoolsKandKdatabaseKresourcesKforKsystemsKgeneticsKanalysisKinKmiceXXaKshortKreviewK
andKanKevaluationKofKfutureKneedsYKBriefingshinhBioinformaticsWK2012WKceWKcegXfd 13.4 9

42 LimitedKhaplotypeKdiversityKunderliesKpolygenicKtraitKarchitectureKacrossKibKyearsKofKwheatK
breedingYKGenomehBiologyWK2021WKddWKcei 18.3 9

41 yenomeXwideKassociationKcoupledKgeneKtoKgeneKinteractionKstudiesKunveilKnovelKepistaticKtargetsK
amongKmajorKeffectKlociKimpactingKriceKgrainKchalkinessYKPlanthBiotechnologyhJournalWK2021WKckWKkcbXkdg 11.6 9

40 zepaticKgeneKexpressionKvariationsKinKresponseKtoKhighXfatKdietXinducedKimpairedKglucoseKtoleranceK
usingKRNsseqKanalysisKinKcollaborativeKcrossKmouseKpopulationYKMammalianhGenomeWK2019WKebWKdhbXdig 3.2 8

39 SelectiveKbreedingKandKselectionKmappingKusingKaKnovelKwildXderivedKheterogeneousKstockKofKmiceK
revealedKtwoKcloselyXlinkedKlociKforKtamenessYKScientifichReportsWK2017WKiWKfhbi 4.9 8

38 yeneticKinteractionsKwithKsexKmakeKaKrelativelyKsmallKcontributionKtoKtheKheritabilityKofKcomplexK
traitsKinKmiceYKPLoShONEWK2014WKkWKekhfgb 3.7 8

37 snKalgorithmKtoKdetectKchimericKclonesKandKrandomKnoiseKinKgenomicKmappingYKGenomicsWK1994WKddWKfjdXh4.3 8

(1994-2014)

9



36 vifferentialKsensitivityKofKmouseKstrainsKtoKanKNXalkylatedKiminoKsugarlKglycosphingolipidK
metabolismKandKacrosomeKformationYKPharmacogenomicsWK2008WKkWKiciXec 2.6 7

35 ReplicationKprofileKofKPuvzccXKandKPuvzccYWKaKgeneKpairKlocatedKinKtheKnonXpseudoautosomalK
homologousKregionKXqdcYeaYpccYdYKChromosomehResearchWK2007WKcgWKfjgXkj 4.4 7

34
vissociationKofKantibodyKresponsesKduringKhumanKschistosomiasisKandKevidenceKforKenhancementKofK
granulomaKsizeKbyKantiXcarbohydrateKIgMYKTransactionshofhthehRoyalhSocietyhofhTropicalhMedicinehandh
HygieneWK1990WKjfWKjbjXcf

2 7

33 MultipleKlaboratoryKmouseKreferenceKgenomesKdefineKstrainKspecificKhaplotypesKandKnovelK
functionalKloci 7

32 yeneticKvariantsKinKmajorKdepressionYKNovartishFoundationhSymposiumWK2008WKdjkWKdeXedmKdiscussionK
eeXfdWKjiXke 7

31 uollaborativeKurossKMiceKYieldKyeneticKModifiersKforKPseudomonasKaeruginosaKInfectionKinKzumanK
LungKviseaseYKMBioWK2020WKccWK 7.8 6

30 sKyenomeXWideKsssociationKStudyKforKRegulatorsKofKMicronucleusKxormationKinKMiceYKG3:hGeneswh
GenomeswhGeneticsWK2016WKhWKdefeXgf 3.2 6

29 sKgenomeXwideKassociationKstudyKinKmiceKrevealsKaKroleKforKRhbdfdKinKskeletalKhomeostasisYK
ScientifichReportsWK2020WKcbWKedjh 4.9 5

28 TopparlKanKinteractiveKbrowserKforKviewingKassociationKstudyKresultsYKBioinformaticsWK2018WKefWKckddXckdf7.2 5

27 TranscriptomeKProfilingKinKRatKInbredKStrainsKandKwxperimentalKurossKRevealsKviscrepantKyeneticK
srchitectureKofKyenomeXWideKyeneKwxpressionYKG3:hGeneswhGenomeswhGeneticsWK2016WKhWKehicXehje 3.2 5

26 ROSXmediatedKvascularKhomeostaticKcontrolKofKrootXtoXshootKsoilKNaKdeliveryKinKsrabidopsisYKEMBOh
JournalWK2013WKedWKkcfXkcf 13 5

25 PopulationXspecificKpatternsKofKlinkageKdisequilibriumKinKtheKhumanKgqecKregionYKGeneshandh
ImmunityWK2005WKhWKideXi 4.4 5

24 snKaccurateKapproximationKtoKtheKdistributionKofKtheKlengthKofKtheKlongestKmatchingKwordKbetweenK
twoKrandomKvNsKsequencesYKBulletinhofhMathematicalhBiologyWK1990WKgdWKiieXijf 2.1 5

23 TestsKforKtheKstatisticalKsignificanceKofKproteinKsequenceKsimilaritiesKinKdataXbankKsearchesYKProteinh
EngineeringwhDesignhandhSelectionWK1990WKfWKcfkXgf 1.9 5

22 MicroarrayXbasedKultraXhighKresolutionKdiscoveryKofKgenomicKdeletionKmutationsYKBMChGenomicsWK
2014WKcgWKddf 4.5 4

21 MicroarrayXbasedKoptimizationKtoKdetectKgenomicKdeletionKmutationsYKGenomicshDataWK2014WKdWKgeXgf 4

20 ReplicationKtimingKofKtheKhumanKgenomeYKHumanhMolecularhGeneticsWK2004WKceWKgigXgig 5.6 4

19 yeneticKcontrolKofKdifferentialKacetylationKinKdiabeticKratsYKPLoShONEWK2014WKkWKekfggg 3.7 4
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18 MappingKnovelKgeneticKlociKassociatedKwithKfemaleKliverKweightKvariationsKusingKuollaborativeKurossK
miceYKAnimalhModelshandhExperimentalhMedicineWK2018WKcWKdcdXddb 4.2 4

17 uontainerXaidedKintegrativeKQTLKandKRNsXseqKanalysisKofKuollaborativeKurossKmiceKsupportsKdistinctK
sexXorientedKmolecularKmodesKofKresponseKinKobesityYKBMChGenomicsWK2020WKdcWKihc 4.5 3

16 ManagementWKpresentationKandKinterpretationKofKgenomeKscansKusingKySusNvtYKBioinformaticsWK
2007WKdeWKcgfgXk 7.2 3

15 LimitedKhaplotypeKdiversityKunderliesKpolygenicKtraitKarchitectureKacrossKibKyearsKofKwheatKbreeding 3

14 RecoveryKofKnovelKassociationKlociKinKsrabidopsisKthalianaKandKvrosophilaKmelanogasterKthroughK
leveragingKINvwLsKassociationKandKintegratedKburdenKtestYKPLoShGeneticsWK2018WKcfWKecbbihkk 6 3

13 uonservedKpropertiesKofKgeneticKarchitectureKofKrenalKandKfatKtranscriptomesKinKratKmodelsKofK
insulinKresistanceYKDMMhDiseasehModelshandhMechanismsWK2019WKcdWK 4.1 2

12 PrivateKyenomesKandKPublicKSNPslKzomomorphicKwncryptionKofKyenotypesKandKPhenotypesKforK
SharedKQuantitativeKyeneticsYKGeneticsWK2020WKdcgWKegkXeid 4 2

11 vistributionKxactorsKforKShortXzaulKVehicularKLoadsKonKPrestressedKuoncreteKOpenKtoxKteamK
SUXteamTKtridgesYKPracticehPeriodicalhonhStructuralhDesignhandhConstructionWK2010WKcgWKcbcXcbj 1.2 2

10 IntegratedKyenomeKMappingKbyKzybridizationKTechniquesK1996WKeckXefh 2

9 yeneticKdifferentialKcalculusYKNaturehGeneticsWK2015WKfiWKkhgXh 36.3 1

8 wpigeneticKinteractionsYYKEBioMedicineWK2022WKigWKcbejbf 8.8 1

7 wvidenceKofKaKLargeXScaleKxunctionalKOrganizationKofKMammalianKuhromosomeslKsuthorsRKReplyYK
PLoShBiologyWK2007WKgWKecdj 9.7 1

6 RetractionKNotelKccWhibKwholeXgenomeKsequencesKrepresentativeKofKtheKzanKuhineseKpopulationK
fromKtheKuONVwRywKprojectYKScientifichDataWK2020WKiWKcde 8.2 1

5 snalysisKofKindependentKcohortsKofKoutbredKuxWKmiceKrevealsKnovelKlociKforKbehavioralKandK
physiologicalKtraitsKandKidentifiesKfactorsKdeterminingKreproducibility 1

4 uopingXStyleKtehaviorKIdentifiedKbyKaKSurveyKofKParentXofXOriginKwffectsKinKtheKRatYKG3:hGeneswh
GenomeswhGeneticsWK2018WKjWKedjeXedkc 3.2 1

3 svvOlKaKcomprehensiveKtoolkitKtoKdetectWKclassifyKandKvisualizeKadditiveKandKnonXadditiveK
quantitativeKtraitKlociYKBioinformaticsWK2020WKehWKcgciXcgdc 7.2 0

2 yeneticKmappingKofKnovelKmodifiersKforKspcKinducedKintestinalKpolypsRKdevelopmentKusingKtheK
geneticKarchitectureKpowerKofKtheKcollaborativeKcrossKmiceYKBMChGenomicsWK2021WKddWKghh 4.5 0

1 InformaticsKandKwxperimentsKforKtheKzumanKyenomeKProjectK1994WKckXdf

(1994-2018)
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