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m Paper IF Citations

252 SuccessKandKfailureKinKreplicationKofKgenotypeXphenotypeKassociationsjKxowKdoesKreplicationKhelpKinK
understandingKtheKgeneticKbasisKofKphenotypicKvariationKinKoutbredKpopulationsoYK2018WKahWKgciXged 14

251 qpplicationsKofKgenomicKcopyKnumberKvariationsKonKlivestockjKqKreviewYK2018WKagWKacacXacbc 1

250 qssociationKofKsopyK×umberKVariationKatKyntronKcKofKWithK×avelK’engthKinYKFrontiers in GeneticsWK
2018WKiWKfbg 4.5 9

249 SignaturesKofKSelectionKinKqdmixedKtairyKsattleKinKTanzaniaYKFrontiers in GeneticsWK2018WKiWKf_g 4.5 22

248 qKMetaXqnalysisKyncludingKΑreXselectedKSequenceKVariantsKqssociatedKWithKSevenKTraitsKinKThreeK
vrenchKtairyKsattleKΑopulationsYKFrontiers in GeneticsWK2018WKiWKebb 4.5 13

247 wenomicKpredictionKforKnumericallyKsmallKbreedsWKusingKmodelsKwithKpreXselectedKandKdifferentiallyK
weightedKmarkersYK2018WKe_WKdi 18

246 UtilityKofKwholeXgenomeKsequenceKdataKforKacrossXbreedKgenomicKpredictionYK2018WKe_WKbg 32

245 ΑutativeKbovineKtopologicalKassociationKdomainsKandKsTsvKbindingKmotifsKcanKreduceKtheKsearchK
spaceKforKcausativeKregulatoryKvariantsKofKcomplexKtraitsYKBMC GenomicsWK2018WKaiWKcie 4.5 16

244 wenomeKvariantsKassociatedKwithKR×qKsplicingKvariationsKinKbovineKareKextensivelyKsharedKbetweenK
tissuesYKBMC GenomicsWK2018WKaiWKeba 4.5 19

243
qcrossXuxperimentKTranscriptomicsKofKSheepKRumenKydentifiesKuxpressionKofK’ipidZéxoXqcidK
MetabolismKandKMuscleKsellKzunctionKwenesKqssociatedKWithKVariationKinKMethaneXRelatedK
ΑhenotypesYKFrontiers in GeneticsWK2018WKiWKcc_

4.5 5

242 ’owKgenomeXwideKhomozygosityKinKaaKSpanishKovineKbreedsYKAnimal GeneticsWK2019WKe_WKe_aXeaa 2.5 4

241 somparativeKwenomicKqnalysisKofKThreeKSalmonidKSpeciesKydentifiesKvunctionalKsandidateKwenesK
ynvolvedKinKResistanceKtoKtheKyntracellularKracteriumYKFrontiers in GeneticsWK2019WKa_WKffe 4.5 11

240 sonservationWKacquisitionWKandKfunctionalKimpactKofKsexXbiasedKgeneKexpressionKinKmammalsYKScience
WK2019WKcfeWK 33.3 67

239 SequenceXbasedKwWqSWKnetworkKandKpathwayKanalysesKrevealKgenesKcoXassociatedKwithKmilkK
cheeseXmakingKpropertiesKandKmilkKcompositionKinKMontbˆ'liardeKcowsYK2019WKeaWKcd 26

238 TheKympactKofKwenomicKandKTraditionalKSelectionKonKtheKsontributionKofKMutationalKVarianceKtoK
’ongXTermKSelectionKResponseKandKweneticKVarianceYK2019WKbacWKcfaXcgh 4

237 ’andscapeKofK’ociKandKsandidateKwenesKforKMuscleKvattyKqcidKsompositionKinKΑigsKRevealedKbyK
MultipleKΑopulationKqssociationKqnalysisYKFrontiers in GeneticsWK2019WKa_WKa_fg 4.5 2

236 vunctionalKannotationKofKtheKcattleKgenomeKthroughKsystematicKdiscoveryKandKcharacterizationKofK
chromatinKstatesKandKbutyrateXinducedKvariationsYKBMC BiologyWK2019WKagWKfh 7.3 22
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235 MultiXtraitKmetaXanalysesKrevealKbeKquantitativeKtraitKlociKforKeconomicallyKimportantKtraitsKinKrrownK
SwissKcattleYKBMC GenomicsWK2019WKb_WKfie 4.5 13

234 QuantifyingKtheKcontributionKofKsequenceKvariantsKwithKregulatoryKandKevolutionaryKsignificanceKtoK
cdKbovineKcomplexKtraitsYK2019WKaafWKaicihXaid_h 44

233
ReaffirmationKofKknownKmajorKgenesKandKtheKidentificationKofKnovelKcandidateKgenesKassociatedK
withKcarcassXrelatedKmetricsKbasedKonKwholeKgenomeKsequenceKwithinKaKlargeKmultiXbreedKcattleK
populationYKBMC GenomicsWK2019WKb_WKgb_

4.5 26

232 ˛�KdeKnovoKcYhXMbKinversionKaffectingKtheKutqKandKXySTKgenesKinKaKheterozygousKfemaleKcalfKwithK
generalizedKhypohidroticKectodermalKdysplasiaYKBMC GenomicsWK2019WKb_WKgae 4.5 2

231 wenomeKSequenceKqnalysisKRevealsKSelectionKSignaturesKinKundangeredKTrypanotolerantKWestK
qfricanKMuturuKsattleYKFrontiers in GeneticsWK2019WKa_WKddb 4.5 19

230 qK’argeXScaleKwenomeXWideKqssociationKStudyKinKUYSYKxolsteinKsattleYKFrontiers in GeneticsWK2019WK
a_WKdab 4.5 54

229 wenomeXwideKassociationKstudyKrevealsKcandidateKgenesKassociatedKwithKbodyKmeasurementKtraitsK
inKshineseKWagyuKbeefKcattleYKAnimal GeneticsWK2019WKe_WKchfXci_ 2.5 12

228 MetaXanalysisKofKgenomeXwideKassociationKstudiesKforKloinKmuscleKareaKandKloinKmuscleKdepthKinK
twoKturocKpigKpopulationsYK2019WKadWKe_bahbfc 13

227 qccurateKsequenceKvariantKgenotypingKinKcattleKusingKvariationXawareKgenomeKgraphsYK2019WKeaWKba 19

226 WeightingKsequenceKvariantsKbasedKonKtheirKannotationKincreasesKtheKpowerKofKgenomeXwideK
associationKstudiesKinKdairyKcattleYK2019WKeaWKb_ 6

225 VarianceKofKgameticKdiversityKandKitsKapplicationKinKselectionKprogramsYK2019WKa_bWKebgiXebid 12

224 wenomeKScanKforKwenomicKRegionsKandKwenesKqssociatedKwithKwrowthKTraitKinKΑacificKWhiteKShrimpK
’itopeneausKvannameiYK2019WKbaWKcgdXchc 21

223 qKspliceKdonorKvariantKinKsstsahiKisKassociatedKwithKasthenospermiaKinK×ordicKRedKdairyKcattleYK
BMC GenomicsWK2019WKb_WKbhf 4.5 11

222 WholeKgenomeKsequencingKofKcanidsKrevealsKgenomicKregionsKunderKselectionKandKvariantsK
influencingKmorphologyYK2019WKa_WKadhi 103

221 qKguineaKfowlKgenomeKassemblyKprovidesKnewKevidenceKonKevolutionKfollowingKdomesticationKandK
selectionKinKgalliformesYK2019WKaiWKiigXa_ad 11

220 ΑrioritizingKcandidateKgenesKforKfertilityKinKdairyKcowsKusingKgeneXbasedKanalysisWKfunctionalK
annotationKandKdifferentialKgeneKexpressionYKBMC GenomicsWK2019WKb_WKbee 4.5 16

219 MetaXanalysisKofKgenomeXwideKassociationKstudiesKprovidesKinsightsKintoKgeneticKcontrolKofKtomatoK
flavorYK2019WKa_WKaecd 48

218 zointKimputationKofKwholeXgenomeKsequenceKvariantsKandKlargeKchromosomalKdeletionsKinKcattleYK
2019WKa_bWKaaaicXaab_f 1

(2019-2019)
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217 sombiningKmultiXpopulationKdatasetsKforKjointKgenomeXwideKassociationKandKmetaXanalysesjKTheK
caseKofKbovineKmilkKfatKcompositionKtraitsYK2019WKa_bWKaaabdXaaada 5

216 qKmultiXbreedKreferenceKpanelKandKadditionalKrareKvariantsKmaximizeKimputationKaccuracyKinKcattleYK
2019WKeaWKgg 21

215 riologicalK×etworkKqpproachKforKtheKydentificationKofKRegulatoryK’ongK×onXsodingKR×qsK
qssociatedKWithKMetabolicKufficiencyKinKsattleYKFrontiers in GeneticsWK2019WKa_WKaac_ 4.5 18

214 wrowthKΑerformanceKandKMeatKQualityKuvaluationsKinKThreeXWayKsrossKsattleKtevelopedKforKtheK
TibetanKΑlateauKandKtheirKMolecularKUnderstandingKbyKyntegrativeKémicsKqnalysisYK2019WKfgWKedaXee_ 10

213 vunctionalKqnnotationKofKqnimalKwenomesKSvqq×wTjKsurrentKqchievementsKandKRoadmapYK2019WKgWKfeXhh 70

212 a___KrullKwenomesKΑrojectKtoKMapKSimpleKandKsomplexKweneticKTraitsKinKsattlejKqpplicationsKandK
éutcomesYK2019WKgWKhiXa_b 104

211 xarnessingKgenomicKinformationKforKlivestockKimprovementYK2019WKb_WKaceXaef 128

210 WholeKgenomeKsequencingKofKaKMqwysKpopulationKidentifiedKgenomicKlociKandKcandidateKgenesKforK
majorKfiberKqualityKtraitsKinKuplandKcottonKSwossypiumKhirsutumK’YTYK2019WKacbWKihiXiii 26

209 weneticsKofKbullKsemenKcharacteristicsKinKaKmultiXbreedKcattleKpopulationYK2019WKabcWKb_bXb_h 17

208 qKS×ΑKinKΑ’qwaKisKassociatedKwithKbodyKheightKtraitKinKshineseKcattleYKAnimal GeneticsWK2020WKeaWKhgXi_ 2.5 7

207 qssessingKgenomicKdiversityKandKsignaturesKofKselectionKinKériginalKrraunviehKcattleKusingK
wholeXgenomeKsequencingKdataYKBMC GenomicsWK2020WKbaWKbg 4.5 20

206 RelationshipKofKycelandicKcattleKwithK×orthernKandKWesternKuuropeanKcattleKbreedsWKadmixtureKandK
populationKstructureYK2020WKfiWKbeXch 3

205 wenomeXwideKassociationKstudyKidentifiesKgenomicKlociKassociatedKwithKflightKreactionKinKcattleYK
2020WKacgWKdggXdhe 2

204 sonfirmedKeffectsKofKcandidateKvariantsKforKmilkKproductionWKudderKhealthWKandKudderKmorphologyK
inKdairyKcattleYK2020WKebWKee 11

203 qKgenomeXwideKassociationKanalysisKforKbodyWKudderWKandKlegKconformationKtraitsKrecordedKinK
MurcianoXwranadinaKgoatsYK2020WKa_cWKaaf_eXaafag 1

202 qKdeKnovoKframeshiftKmutationKinKZurbKcausesKpollednessWKabnormalKskullKshapeWKsmallKbodyKstatureK
andKsubfertilityKinKvleckviehKcattleYK2020WKa_WKag_cb 1

201 qKmultiXbreedKwWqSKforKmorphometricKtraitsKinKfourKrenineseKindigenousKcattleKbreedsKrevealsKlociK
associatedKwithKconformationWKcarcassKandKadaptiveKtraitsYKBMC GenomicsWK2020WKbaWKghc 4.5 5

200 ΑerformancesKofKqdaptiveKMultir’UΑWKrayesianKregressionsWKandKweightedXwr’UΑKapproachesKforK
genomicKpredictionsKinKrelgianKrlueKbeefKcattleYKBMC GenomicsWK2020WKbaWKede 4.5 2
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199 xeritabilityKustimatesKofKqntlerKandKrodyKTraitsKinKWhiteXTailedKteerKSédocoileusKvirginianusTKvromK
wenomicXRelatednessKMatricesYK2020WKaaaWKdbiXdce 3

198 rovineKbreedXspecificKaugmentedKreferenceKgraphsKfacilitateKaccurateKsequenceKreadKmappingKandK
unbiasedKvariantKdiscoveryYK2020WKbaWKahd 19

197 MetaXanalysisKofKwWqSKinKcanolaKblacklegKS’eptosphaeriaKmaculansTKdiseaseKtraitsKdemonstratesK
increasedKpowerKfromKimputedKwholeXgenomeKsequenceYK2020WKa_WKadc__ 14

196 SignaturesKofKselectionKrevealKcandidateKgenesKinvolvedKinKeconomicKtraitsKandKcoldKacclimationKinK
fiveKSwedishKcattleKbreedsYK2020WKebWKeb 11

195 WholeKgenomeKanalysisKofKwaterKbuffaloKandKglobalKcattleKbreedsKhighlightsKconvergentKsignaturesK
ofKdomesticationYK2020WKaaWKdgci 19

194 weneticKcontrolKofKtemperamentKtraitsKacrossKspeciesjKassociationKofKautismKspectrumKdisorderKriskK
genesKwithKcattleKtemperamentYK2020WKebWKea 9

193 UsingKpriorKinformationKfromKhumansKtoKprioritizeKgenesKandKgeneXassociatedKvariantsKforKcomplexK
traitsKinKlivestockYK2020WKafWKea__hgh_ 3

192 ymprovingKwenomicKΑredictionKofKsrossbredKandKΑurebredKtairyKsattleYKFrontiers in GeneticsWK2020WK
aaWKeiheh_ 4.5 3

191 rreedXKandKtraitXspecificKassociationsKdefineKtheKgeneticKarchitectureKofKcalvingKperformanceKtraitsK
inKcattleYK2020WKihWK 5

190 UncoveringKSubXStructureKandKwenomicKΑrofilesKinKqcrossXsountriesKSubpopulationsKofKqngusK
sattleYK2020WKa_WKhgg_ 1

189 weneticKVariantsKqffectingKSkeletalKMorphologyKinKtomesticKtogsYK2020WKcfWKeihXf_i 3

188 qctivationKofKcrypticKsplicingKinKbovineKWtRaiKisKassociatedKwithKreducedKsemenKqualityKandKmaleK
fertilityYK2020WKafWKea__hh_d 11

187 SelectionKsignaturesKinKtropicalKcattleKareKenrichedKforKpromoterKandKcodingKregionsKandKrevealK
missenseKmutationsKinKtheKdamageKresponseKgeneKxu’rYK2020WKebWKbg 10

186 ydentificationKofKwenomicKsharacteristicsKandKSelectiveKSignalsKinKaKtuRanKwoatKvlockYK2020WKa_WK 2

185 rwVtjKqnKyntegratedKtatabaseKforKrovineKSequencingKVariationsKandKSelectiveKSignaturesYK2020WK
ahWKahfXaic 17

184 MultipleKassociationKanalysisKofKlociKandKcandidateKgenesKthatKregulateKbodyKsizeKatKthreeKgrowthK
stagesKinKSimmentalKbeefKcattleYK2020WKbaWKcb 10

183 uxpressionKprofilesKofKtheKMXtcKgeneKandKassociationKofKsequenceKvariantsKwithKgrowthKtraitsKinK
XiananKandKQinchuanKcattleYK2020WKfWKciiXd_i 4

182 MetaXanalysisKforKmilkKfatKandKproteinKpercentageKusingKimputedKsequenceKvariantKgenotypesKinK
idWcbaKcattleKfromKeightKcattleKbreedsYK2020WKebWKcg 9

(2020-2020)

5



181 upigenomicsKandKgenotypeXphenotypeKassociationKanalysesKrevealKconservedKgeneticKarchitectureK
ofKcomplexKtraitsKinKcattleKandKhumanYKBMC BiologyWK2020WKahWKh_ 7.3 12

180 TheK’ocusKisKunderKSelectionKinK’argeXSizedKΑakistaniKwoatKrreedsYK2020WKaaWK 8

179 uffectKdirectionKmetaXanalysisKofKwWqSKidentifiesKextremeWKprevalentKandKsharedKpleiotropyKinKaK
largeKmammalYK2020WKcWKhh 13

178 WholeXgenomeKanalysesKidentifyKlociKandKselectiveKsignalsKassociatedKwithKbodyKsizeKinKcattleYK2020WK
ihWK 13

177
wenomicKRegionsKqssociatedKWithKSkeletalKTypeKTraitsKinKreefKandKtairyKsattleKqreKsommonKtoK
RegionsKqssociatedKWithKsarcassKTraitsWKveedKyntakeKandKsalvingKtifficultyYKFrontiers in GeneticsWK
2020WKaaWKb_

4.5 11

176 reyondKlargeXeffectKlocijKlargeXscaleKwWqSKrevealsKaKmixedKlargeXeffectKandKpolygenicKarchitectureK
forKageKatKmaturityKofKqtlanticKsalmonYK2020WKebWKi 27

175 wenomeXWideKqssociationKStudyKydentifiesKwenomicK’ociKqssociatedKWithK×eurotransmitterK
soncentrationKinKsattleYKFrontiers in GeneticsWK2020WKaaWKaci 4.5 3

174 wenomicKregionsKassociatedKwithKmuscularityKinKbeefKcattleKdifferKinKfiveKcontrastingKcattleKbreedsYK
2020WKebWKb 12

173
weneticKarchitectureKofKquantitativeKtraitsKinKbeefKcattleKrevealedKbyKgenomeKwideKassociationK
studiesKofKimputedKwholeKgenomeKsequenceKvariantsjKyyjKcarcassKmeritKtraitsYKBMC GenomicsWK2020WK
baWKch

4.5 15

172 WholeXgenomeKresequencingKrevealsKdiversityWKglobalKandKlocalKancestryKproportionsKinKYunlingK
cattleYK2020WKacgWKfdaXfe_ 5

171 WholeKgenomeKanalysesKrevealedKgenomicKdifferenceKbetweenKuuropeanKtaurineKandKuastKqsianK
taurineYK2021WKachWKefXfh 1

170 qllKsheepsKandKsizesjKaKgeneticKinvestigationKofKmatureKbodyKsizeKacrossKsheepKbreedsKrevealsKaK
polygenicKnatureYKAnimal GeneticsWK2021WKebWKiiXa_g 2.5 7

169 xeterogeneityKofKaKdwarfKphenotypeKinKtutchKtraditionalKchickenKbreedsKrevealedKbyKgenomicK
analysesYK2021WKadWKa_ieXaa_h 2

168 ΑathwaysKinvolvedKinKponyKbodyKsizeKdevelopmentYKBMC GenomicsWK2021WKbbWKeh 4.5 0

167 qKmetaXanalysisKofKgenomeXwideKassociationKstudiesKforKaverageKdailyKgainKandKleanKmeatK
percentageKinKtwoKturocKpigKpopulationsYKBMC GenomicsWK2021WKbbWKab 4.5 7

166 soncordanceKrateKinKcattleKandKsheepKbetweenKgenotypesKdifferingKinKylluminaKwensallKqualityK
scoreYKAnimal GeneticsWK2021WKebWKb_hXbac 2.5 3

165 wenomeXwideKfineXmappingKidentifiesKpleiotropicKandKfunctionalKvariantsKthatKpredictKmanyKtraitsK
acrossKglobalKcattleKpopulationsYK2021WKabWKhf_ 14

164 weneticKRegulationKofKriomarkersKasKStressKΑroxiesKinKtairyKsowsYK2021WKabWK 2
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163 qdmixtureKmappingKrevealsKlociKforKcarcassKmassKinKredKdeerKxKsikaKhybridsKinK‘intyreWKScotlandYK

162 SequenceXbasedKwWqSKandKpostXwWqSKanalysesKrevealKaKkeyKroleKofKS’scgqaWKq×‘xWKandK
regulatoryKregionsKonKbovineKmilkKmineralKcontentYK2021WKaaWKgecg 3

161 qKQT’KforKconformationKofKbackKandKcroupKinfluencesKlateralKgaitKqualityKinKycelandicKhorsesYKBMC 
GenomicsWK2021WKbbWKbfg 4.5 0

160 MutantKallelesKdifferentiallyKshapeKcattleKcomplexKtraitsKandKfitnessYK 0

159 xowKimputationKcanKmitigateKS×ΑKascertainmentKriasYKBMC GenomicsWK2021WKbbWKcd_ 4.5 3

158 qssociationKbetweenK×atriureticKpeptideKreceptorKbKSnprbTKrsb_haeh_dgKpolymorphismKandK
fatteningKperformanceKofKyoungKbullsYK2021WK

157 weneticsKofKtibiaKboneKpropertiesKofKcrossbredKcommercialKlayingKhensKinKdifferentKhousingKsystemsYK 0

156 weneticKvariationKinKrecombinationKrateKinKtheKpigYK2021WKecWKed 1

155 uvolutionaryKandKphylogeneticKinsightsKfromKaKnuclearKgenomeKsequenceKofKtheKextinctWKgiantWK
MsubfossilMKkoalaKlemurYK2021WKaahWK 2

154 qnalysisKofKpedigreeKdataKandKwholeXgenomeKsequencesKinKabKcattleKbreedsKrevealsKextremelyKlowK
withinXbreedKYXchromosomeKdiversityYKAnimal GeneticsWK2021WKebWKgbeXgbi 2.5 0

153
uxploitingKwithinXbreedKvariabilityKinKtheKautochthonousKReggianaKbreedKidentifiedKseveralK
candidateKgenesKaffectingKpigmentationXrelatedKtraitsWKstatureKandKudderKdefectsKinKcattleYKAnimal 
GeneticsWK2021WKebWKegiXeig

2.5 0

152 tetectionKofKaeXbpKteletionKMutationKwithinKweneKandKytsKuffectsKonKwrowthKTraitsKinKwoatsYK2021WK
aaWK 2

151 qK’argeXScaleKwenomeXWideKqssociationKStudyKofKupistasisKuffectsKofKΑroductionKTraitsKandK
taughterKΑregnancyKRateKinKUYSYKxolsteinKsattleYK2021WKabWK 1

150 qKconditionalKmultiXtraitKsequenceKwWqSKdiscoversKpleiotropicKcandidateKgenesKandKvariantsKforK
sheepKwoolWKskinKwrinkleKandKbreechKcoverKtraitsYK2021WKecWKeh 0

149 qdmixtureKmappingKrevealsKlociKforKcarcassKmassKinKredKdeerKxKsikaKhybridsKinK‘intyreWKScotlandYK
2021WKaaWK 1

148 MappingKofKquantitativeKtraitKlociKunderlyingKaKmagicKtraitKinKongoingKecologicalKspeciationYKBMC 
GenomicsWK2021WKbbWKfae 4.5 1

147 yntegrationKofKselectionKsignaturesKandKmultiXtraitKwWqSKrevealsKpolygenicKgeneticKarchitectureKofK
carcassKtraitsKinKbeefKcattleYK2021WKaacWKccbeXcccf 4

146 tetectionKandKVisualizationKofKxeterozygosityXRichKRegionsKandKRunsKofKxomozygosityKinK
WorldwideKSheepKΑopulationsYK2021WKaaWK 0

(2021-)
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145 RunsKofKhomozygosityKanalysisKrevealsKconsensusKhomozygousKregionsKaffectingKproductionKtraitsK
inKshineseKSimmentalKbeefKcattleYKBMC GenomicsWK2021WKbbWKfgh 4.5 2

144 TheKQuestKforKwenesKynvolvedKinKqdaptationKtoKslimateKshangeKinKRuminantK’ivestockYK2021WKaaWK 3

143 yntrogressionKcontributesKtoKdistributionKofKstructuralKvariationsKinKcattleYK2021WKaacWKc_ibXca_b 0

142 MolecularKweneticsWKweneticKungineeringKandKtairyKvoodsYK2022WKcdeXcea

141 uxpressionKquantitativeKtraitKlociKinKsheepKliverKandKmuscleKcontributeKtoKvariationsKinKmeatKtraitsYK
2021WKecWKh 1

140 rovineKbreedXspecificKaugmentedKreferenceKgraphsKfacilitateKaccurateKsequenceKreadKmappingKandK
unbiasedKvariantKdiscoveryYK 2

139 uvolutionaryKandKphylogeneticKinsightsKfromKaKnuclearKgenomeKsequenceKofKtheKextinctWKgiantK
â��subfossilâ��KkoalaKlemurKMegaladapisKedwardsiYK 1

138 qKMultiXrreedKReferenceKΑanelKandKqdditionalKRareKVariationKMaximizesKymputationKqccuracyKinK
sattleYK 2

137 MultiXtraitKmetaXanalysesKrevealKbeKquantitativeKtraitKlociKforKeconomicallyKimportantKtraitsKinKrrownK
SwissKcattleYK 1

136 TheKrovineKwenomeKVariationKtatabaseKSrwVtTjKyntegratedKWebXdatabaseKforKrovineKSequencingK
VariationsKandKSelectiveKSignaturesYK 4

135 wenomicKarchitectureKofKartificiallyKandKsexuallyKselectedKtraitsKinKaKwildKcervidYK 2

134 vunctionalKandKpopulationKgeneticKfeaturesKofKcopyKnumberKvariationsKinKtwoKdairyKcattleK
populationsYKBMC GenomicsWK2020WKbaWKhi 4.5 12

133 SelectionKsignaturesKinKtwoKoldestKRussianKnativeKcattleKbreedsKrevealedKusingKhighXdensityKsingleK
nucleotideKpolymorphismKanalysisYK2020WKaeWKe_bdbb__ 7

132 qpplicationKofKmultivariateKsingleXstepKS×ΑKbestKlinearKunbiasedKpredictorKmodelKandKrevisedKS×ΑK
listKforKgenomicKevaluationKofKdairyKcattleKinKqustraliaYK2020WKa_cWKhc_eXhcaf 1

131 UsingKimputedKwholeXgenomeKsequenceKvariantsKtoKuncoverKcandidateKmutationsKandKgenesK
affectingKmilkingKspeedKandKtemperamentKinKxolsteinKcattleYK2020WKa_cWKa_chcXa_cih 8

130 RwtKvbY_jKaKmajorKupdateKofKtheKruminantKfunctionalKandKevolutionaryKgenomicsKdatabaseYK2021WK 3

129 RuminantXspecificKretrotransposonsKshapeKregulatoryKevolutionKofKbovineKimmunityYK 1

128 tirectKintrogressionKofKuntappedKdiversityKintoKeliteKwheatKlinesYK2021WKbWKhaiXhbg 2
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127 wenomeKvariantsKassociatedKwithKR×qKsplicingKvariationKinKbovineKareKextensivelyKsharedKbetweenK
tissuesYK

126 qnimalKmodelsKwithKgroupXspecificKadditiveKgeneticKvariancesjKextendingKgeneticKgroupKmodelsYK

125 qKspliceKdonorKvariantKinKsstsahiKisKassociatedKwithKasthenospermiaKinK×ordicKRedKdairyKcattleYK

124 somparativeKgenomicKanalysisKofKthreeKsalmonidKspeciesKidentifiesKfunctionalKcandidateKgenesK
involvedKinKresistanceKtoKtheKintracellularKbacteriaΑiscirickettsiaKsalmonisYK

123 QuantifyingKtheKcontributionKofKsequenceKvariantsKwithKregulatoryKandKevolutionaryKsignificanceKtoK
cdKbovineKcomplexKtraitsYK

122 qssessingKgenomicKdiversityKandKsignaturesKofKselectionKinKériginalKrraunviehKcattleKusingK
wholeXgenomeKsequencingKdataYK

121 ΑerformingKQT’KandKeQT’KqnalysesKwithKtheKRXΑackageKwenomicToolsYK2020WKb_hbWKaeXch

120 UsingKsingletonKdensitiesKtoKdetectKrecentKselectionKinKrosKtaurusYK

119 wenomeXwideKassociationKstudyKidentifiesKquantitativeKtraitKlociKaffectingKcattleKtemperamentYK
2022WKdcWKadXbe 1

118 qctivationKofKcrypticKsplicingKinKbovineKWtRaiKisKassociatedKwithKreducedKsemenKqualityKandKmaleK
fertilityYK

117 ydentificationKofKsandidateKVariantsKqssociatedKWithKroneKWeightKUsingKWholeKwenomeKSequenceK
inKreefKsattleYYKFrontiers in GeneticsWK2021WKabWKge_gdf 4.5 1

116 renchKResearchKynformedKbyKwWqSKResultsYK2021WKa_WK 0

115 UsingKsingletonKdensitiesKtoKdetectKrecentKselectionKinKYYK2021WKeWKeieXf_f 0

114 MutantKallelesKdifferentiallyKshapeKfitnessKandKotherKcomplexKtraitsKinKcattleYK2021WKdWKacec 0

113 wenomeXwideKassociationKstudyKforKmeatKtendernessKinKbeefKcattleKidentifiesKpatternsKofKtheK
geneticKcontributionKinKdifferentKpostXmortemKstagesYYK2022WKahfWKa_hgcc 1
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