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k Paper IF Citations

171 IndependentLwOLiueLVariantsLinLwatsLwithLyhlersaxanlosLSyndromebLGenesYL2022YLegYLkmk 4.2

170 uLwOLiufLInazrameLxeletionLinLaLwhihuahuaLwithLyhlersaxanlosLSyndromebLGenesYL2022YLegYLmgh 4.2 0

169 uv xiLframeshiftLdeletionLinL~oldenLRetrieversLwithLichthyosisbLG3:hGenesuhGenomesuhGeneticsYL
2021YL 3.2 2

168 PolyadenineLinsertionLdisruptingLtheL~jPweLgeneLinL~ermanLPinschersLwithLglycogenLstorageL
diseaseLtypeLIaLU~SxeuVbLAnimalhGeneticsYL2021YLifYLmddamdf 2.5

167 TranscriptomeLofLmicrogliaLrevealsLaLspeciesaspecificLexpressionLprofileLinLbovinesLwithLconservedL
andLnewLsignatureLgenesbLGliaYL2021YLjmYLemgfaemhm 9 0

166 MissenseLVariantLinLaLwatLwithLLafa ydroxyglutaricLuciduriabLGenesYL2021YLefYL 4.2 1

165 ImprovingLtheLresolutionLofLcanineLgenomeawideLassociationLstudiesLusingLgenotypeLimputationnLuL
studyLofLtwoLbreedsbLAnimalhGeneticsYL2021YLifYLkdgakeg 2.5 0

164 xiagnosticLpotentialLofLthreeLserumLmicroRNusLasLbiomarkersLforLequineLsarcoidLdiseaseLinLhorsesL
andLdonkeysbLJournalhofhVeterinaryhInternalhMedicineYL2021YLgiYLjedajem 3.1 3

163 SUVgm fLepigeneticLsilencingLcontrolsLfateLconversionLofLepidermalLstemLandLprogenitorLcellsbL
JournalhofhCellhBiologyYL2021YLffdYL 7.3 3

162 uLpathogenicL yXuLmissenseLvariantLinLwildLboarsLwithLTayaSachsLdiseasebLMolecularhGeneticshandh
MetabolismYL2021YLeggYLfmkagdj 3.7 1

161 xeletionLofLtheLSyLyNOPLgeneLleadsLtoLwNSLatrophyLwithLcerebellarLataxiaLinLdogsbLPLoShGeneticsYL
2021YLekYLeeddmkej 6 3

160 xogLcolourLpatternsLexplainedLbyLmodularLpromotersLofLancientLcanidLoriginbLNaturehEcologyhandh
EvolutionYL2021YLiYLeheiaehfg 12.3 3

159 zrameshiftLVariantLinLaLMiniatureLxachshundLwithLwoatLwolorLxilutionLandLNeurologicalLxefectsL
ResemblingL umanL~riscelliLSyndromeLTypeLebLGenesYL2021YLefYL 4.2 2

158 IndependentLxS~hLframeshiftLvariantsLinLcatsLwithLhairLshaftLdystrophybLMolecularhGeneticshandh
GenomicsYL2021YLfmkYLehk 3.1

157 xiagnosticLandLprognosticLpotentialLofLeightLwholeLbloodLmicroRNusLforLequineLsarcoidLdiseasebbL
PLoShONEYL2021YLejYLedfjedkj 3.7 0

156 uLVariantLinLaLLitterLofLNeonatalLvassetL oundsLwithLxystrophicLypidermolysisLvullosabLGenesYL2020YL
eeYL 4.2 2

155 zrameshiftLxeletionLinLaLMixedLvreedLxogLwithLProgressiveLypidermalLNevibLGenesYL2020YLeeYL 4.2 3
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154 SINyLInsertionLinLanLIrishLTerrierLwithLxarierLxiseaseLandLussociatedLInfundibularLwystLzormationbL
GenesYL2020YLeeYL 4.2 3

153 NovelLvrownLwoatLwolorLUwocoaVLinLzrenchLvulldogsLResultsLfromLaLNonsenseLVariantLinbLGenesYL
2020YLeeYL 4.2 2

152 MissenseLVariantLinLvelgianLShepherdLxogsLwithLwardiomyopathyLandLßuvenileLMortalitybLGenesYL
2020YLeeYL 4.2 3

151 ubnormalLkeratinocyteLdifferentiationLinLtheLnasalLplanumLofLLabradorLRetrieversLwithLhereditaryL
nasalLparakeratosisLU NPäVbLPLoShONEYL2020YLeiYLedffimde 3.7 5

150 uL~enomeaWideLussociationLunalysisLinLNorikerL orsesLIdentifiesLaLSNPLussociatedLWithLRoanLwoatL
wolorbLJournalhofhEquinehVeterinaryhScienceYL2020YLllYLedfmid 1.2 4

149 WholeL~enomeLSequencingLIndicatesL eterogeneityLofL yperostoticLxisordersLinLxogsbLGenesYL
2020YLeeYL 4.2 1

148 TheLLocusLisLunderLSelectionLinLLargeaSizedLPakistaniL~oatLvreedsbLGenesYL2020YLeeYL 4.2 8

147 uLMissenseLVariantLuffectingLtheLwaTerminalLTailLofLUNwmgveLinLxogsLwithLyxfoliativeLwutaneousL
LupusLyrythematosusLUywLyVbLGenesYL2020YLeeYL 4.2 6

146 uLzrameshiftLVariantLinLaLRottweilerLxogLwithLzootpadL yperkeratosisbLGenesYL2020YLeeYL 4.2 4

145 uLdeletionLspanningLtheLpromoterLandLfirstLexonLofLtheLhairLcycleaspecificLuSIPLtranscriptLisoformLinL
blackLandLtanLrabbitsbLAnimalhGeneticsYL2020YLieYLegkaehd 2.5 8

144 ussociationLofLmissenseLvariantsLinL~xzmLwithLlitterLsizeLinLyntlebucherLMountainLdogsbLAnimalh
GeneticsYL2020YLieYLklalj 2.5 0

143 uLmajorLfacilitatorLsuperfamilyLdomainLlLframeshiftLvariantLinLaLcatLwithLsuspectedLneuronalLceroidL
lipofuscinosisbLJournalhofhVeterinaryhInternalhMedicineYL2020YLghYLflmafmg 3.1 3

142 unLIntegrativeLmiRNuamRNuLyxpressionLunalysisLRevealsLStrikingLTranscriptomicLSimilaritiesL
betweenLSevereLyquineLusthmaLandLSpecificLusthmaLyndotypesLinL umansbLGenesYL2020YLeeYL 4.2 3

141 uLnonsenseLvariantLinLtheLäRTehLgeneLinLaLdomesticLshorthairLcatLwithLepidermolysisLbullosaL
simplexbLAnimalhGeneticsYL2020YLieYLlfmalgf 2.5 1

140 MitochondrialLPwäfLMissenseLVariantLinLShetlandLSheepdogsLwithLParoxysmalLyxerciseaInducedL
xyskinesiaLUPyxVbLGenesYL2020YLeeYL 4.2 7

139 uLMissenseLVariantLIsLussociatedLwithLwanineLLaryngealLParalysisLandLPolyneuropathybLGenesYL2020YL
eeYL 4.2 3

138 TranscriptomeLProfilingLandLxifferentialL~eneLyxpressionLinLwanineLMicrodissectedLunagenLandL
TelogenL airLzolliclesLandLInterfollicularLypidermisbLGenesYL2020YLeeYL 4.2 1

137 ~enomicLdiversityLandLpopulationLstructureLofLtheLLeonbergerLdogLbreedbLGeneticshSelectionh
EvolutionYL2020YLifYLje 4.9 4

(2020-2020)
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136 LossaofazunctionLVariantLinLYorkshireLTerriersLwithLLeighaLikeLSubacuteLNecrotizingL
yncephalopathybLGenesYL2020YLeeYL 4.2 2

135 XaLinkedLxuchenneaTypeLMuscularLxystrophyLinLßackLRussellLTerrierLussociatedLwithLaLPartialL
xeletionLofLtheLwanineL~enebLGenesYL2020YLeeYL 4.2 2

134 MissenseLVariantLinLuustralianLShepherdLxogsLwithLßunctionalLypidermolysisLvullosabLGenesYL2020YL
eeYL 4.2 4

133 wwxwjjLframeshiftLvariantLassociatedLwithLaLnewLformLofLearlyaonsetLprogressiveLretinalLatrophyLinL
PortugueseLWaterLxogsbLScientifichReportsYL2020YLedYLfeejf 4.9 0

132 uLcomprehensiveLbiomedicalLvariantLcatalogueLbasedLonLwholeLgenomeLsequencesLofLilfLdogsLandL
eightLwolvesbLAnimalhGeneticsYL2019YLidYLjmiakdh 2.5 64

131 NMyiLframeshiftLvariantLinLulaskanLMalamutesLwithLprimaryLciliaryLdyskinesiabLPLoShGeneticsYL2019YL
eiYLeeddlgkl 6 12

130 uLlargeLdeletionLinLtheL~PmLgeneLinLwockerLSpanielLdogsLwithLvernardaSoulierLsyndromebLPLoShONEYL
2019YLehYLedffdjfi 3.7 1

129 IdentificationLofLTwoLIndependentLVariantsLinLxogsLwithLyhlersaxanlosLSyndromebLGenesYL2019YLedYL 4.2 6

128 ~enomeawideLassociationLstudyLandLwholeagenomeLsequencingLidentifyLaLdeletionLinLLRITgL
associatedLwithLcanineLcongenitalLstationaryLnightLblindnessbLScientifichReportsYL2019YLmYLehejj 4.9 9

127 xifferencesLinLmiRNuLdifferentialLexpressionLinLwholeLbloodLbetweenLhorsesLwithLsarcoidL
regressionLandLprogressionbLJournalhofhVeterinaryhInternalhMedicineYL2019YLggYLfheafid 3.1 8

126
xifferentiallyLexpressedLmicroRNusYLincludingLaLlargeLmicroRNuLclusterLonLchromosomeLfhYLareL
associatedLwithLequineLsarcoidLandLsquamousLcellLcarcinomabLVeterinaryhandhComparativehOncologyYL
2019YLekYLeiiaejh

2.5 9

125 IdentificationLofLaLMissenseLVariantLinLInvolvedLinLxilutionLofLPhaeomelaninLLeadingLtoLWhiteLorL
wreamLwoatLwolorLinLxogsbLGenesYL2019YLedYL 4.2 10

124 uLNonsenseLVariantLinL~oldenLRetrieversLwithLwongenitalLyyeLMalformationsbLGenesYL2019YLedYL 4.2 3

123 InLsilicoLandLinLvitroLanalysisLofLgeneticLvariantsLofLtheLequineLwYPgumhYLwYPgumiLandLwYPgumkL
isoenzymesbLToxicologyhinhVitroYL2019YLjdYLeejaefh 3.6 3

122 whromosomalLimbalanceLinLpigsLshowingLaLsyndromicLformLofLcleftLpalatebLBMChGenomicsYL2019YLfdYLghm 4.5 10

121 unLuxuMTSgLmissenseLvariantLisLassociatedLwithLNorwichLTerrierLupperLairwayLsyndromebLPLoSh
GeneticsYL2019YLeiYLeeddledf 6 11

120 uLMissenseLVariantLinLinLulpineLxachsbrackeLxogsLuffectedLbyLSpinocerebellarLutaxiabLGenesYL2019YL
edYL 4.2 3

119 TheLhorseLYLchromosomeLasLanLinformativeLmarkerLforLtracingLsireLlinesbLScientifichReportsYL2019YLmYLjdmi4.9 12
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118 xogedänLanLinternationalLsequencingLeffortLtoLadvanceLstudiesLofLcanineLdomesticationYL
phenotypesLandLhealthbLNationalhSciencehReviewYL2019YLjYLledalfh 10.8 27

117 uTPegufLmissenseLvariantLinLuustralianLwattleLxogsLwithLlateLonsetLneuronalLceroidLlipofuscinosisbL
MolecularhGeneticshandhMetabolismYL2019YLefkYLmiaedj 3.7 9

116 valdLthighLsyndromeLinLsighthoundsaRevisitingLtheLcauseLofLaLwellaknownLdiseasebLPLoShONEYL2019YL
ehYLedfefjhi 3.7 1

115 wompoundLheterozygosityLforLTNXvLgeneticLvariantsLinLaLmixedabreedLdogLwithLyhlersaxanlosL
syndromebLAnimalhGeneticsYL2019YLidYLihjaihm 2.5 5

114 zrameshiftLVariantLinLThreeLxogsLwithLRecurrentLInflammatoryLPulmonaryLxiseasebLGenesYL2019YLedYL 4.2 4

113 TSyNihLmissenseLvariantLinLStandardLSchnauzersLwithLleukodystrophybLPLoShGeneticsYL2019YLeiYLeeddlhee6 5

112 uLnovelLäITLdeletionLvariantLinLaL~ermanLRidingLPonyLwithLwhiteaspottingLcoatLcolourLphenotypebL
AnimalhGeneticsYL2019YLidYLkjeakjg 2.5 5

111 zrameshiftLVariantLinLMzSxefLyxplainsLtheLMushroomLwoatLwolorLxilutionLinLShetlandLPoniesbL
GenesYL2019YLedYL 4.2 4

110 uLmissenseLvariantLinLtheLNSx LLgeneLinLaLwhihuahuaLwithLaLcongenitalLcornificationLdisorderL
resemblingLinflammatoryLlinearLverrucousLepidermalLnevibLAnimalhGeneticsYL2019YLidYLkjlakke 2.5 7

109 uLRuP~yzjLvariantLconstitutesLaLmajorLriskLfactorLforLlaryngealLparalysisLinLdogsbLPLoShGeneticsYL
2019YLeiYLeeddlhej 6 3

108 uLdeLnovoLinaframeLduplicationLinLtheLwOLeufLgeneLinLaLLagottoLRomagnoloLdogLwithLosteogenesisL
imperfectabLAnimalhGeneticsYL2019YLidYLkljaklk 2.5 3

107 SelectionLsignaturesLinLgoatsLrevealLcopyLnumberLvariantsLunderlyingLbreedadefiningLcoatLcolorL
phenotypesbLPLoShGeneticsYL2019YLeiYLeeddligj 6 24

106 uLMissenseLVariantLinLaLxomesticLShorthairLwatLwithLTesticularL ypoplasiaLandLPersistentLPrimaryL
xentitionbLGenesYL2019YLedYL 4.2 3

105 womprehensiveLcharacterizationLofLhorseLgenomeLvariationLbyLwholeagenomeLsequencingLofLllL
horsesbLAnimalhGeneticsYL2019YLidYLkhakk 2.5 21

104 MicroRNuLfingerprintsLinLserumLandLwholeLbloodLofLsarcoidaaffectedLhorsesLasLpotentialL
nonainvasiveLdiagnosticLbiomarkersbLVeterinaryhandhComparativehOncologyYL2019YLekYLedkaeek 2.5 6

103 uLsecondLäRTkeLalleleLinLcurlyLcoatedLdogsbLAnimalhGeneticsYL2019YLidYLmkaedd 2.5 4

102 WholeagenomeLsequencingLrevealsLaLlargeLdeletionLinLtheLMITzLgeneLinLhorsesLwithLwhiteLspottedL
coatLcolourLandLincreasedLriskLofLdeafnessbLAnimalhGeneticsYL2019YLidYLekfaekh 2.5 9

101 womplexLStructuralLVariantLussociatedLwithLNonasyndromicLwanineLRetinalLxegenerationbLG3:h
GenesuhGenomesuhGeneticsYL2019YLmYLhfiahgk 3.2 10
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100 uLwOLfueLdeLnovoLvariantLinLaL olsteinLbulldogLcalfbLAnimalhGeneticsYL2019YLidYLeegaeeh 2.5 5

99 N LRweLdodecamerLrepeatLexpansionLdemonstratedLbyLwholeLgenomeLsequencingLinLaLwhihuahuaL
withLLaforaLdiseasebLAnimalhGeneticsYL2019YLidYLeelaeem 2.5 5

98 ~eneticLvariantLinLtheLNSx LLgeneLinLaLcatLwithLmultipleLcongenitalLlesionsLresemblingL
inflammatoryLlinearLverrucousLepidermalLnevibLVeterinaryhDermatologyYL2019YLgdYLjhaeel 1.8 4

97 uLnonacodingLregulatoryLvariantLinLtheLiTaregionLofLtheLMITzLgeneLisLassociatedLwithLwhiteaspottedL
coatLinLvrownLSwissLcattlebLAnimalhGeneticsYL2019YLidYLfkagf 2.5 9

96 SelectionLsignaturesLinLgoatsLrevealLcopyLnumberLvariantsLunderlyingLbreedadefiningLcoatLcolorL
phenotypesL2019YLeiYLeeddligj

95 SelectionLsignaturesLinLgoatsLrevealLcopyLnumberLvariantsLunderlyingLbreedadefiningLcoatLcolorL
phenotypesL2019YLeiYLeeddligj

94 SelectionLsignaturesLinLgoatsLrevealLcopyLnumberLvariantsLunderlyingLbreedadefiningLcoatLcolorL
phenotypesL2019YLeiYLeeddligj

93 SelectionLsignaturesLinLgoatsLrevealLcopyLnumberLvariantsLunderlyingLbreedadefiningLcoatLcolorL
phenotypesL2019YLeiYLeeddligj

92 TSyNihLmissenseLvariantLinLStandardLSchnauzersLwithLleukodystrophyL2019YLeiYLeeddlhee

91 TSyNihLmissenseLvariantLinLStandardLSchnauzersLwithLleukodystrophyL2019YLeiYLeeddlhee

90 TSyNihLmissenseLvariantLinLStandardLSchnauzersLwithLleukodystrophyL2019YLeiYLeeddlhee

89 TSyNihLmissenseLvariantLinLStandardLSchnauzersLwithLleukodystrophyL2019YLeiYLeeddlhee

88 uLNonsenseLVariantLinLtheL~eneLinL~ermanL untingLTerriersLwithLyxerciseLInducedLMetabolicL
MyopathybLG3:hGenesuhGenomesuhGeneticsYL2018YLlYLeihiaeiih 3.2 4

87 wanineLNuPyPLxaassociatedLmodelsLofLhumanLmyelinLdisordersbLScientifichReportsYL2018YLlYLilel 4.9 8

86 yxclusionLofLadrenoceptorLalphaLfLvariantsLinLaLhorseLinsensitiveLtoLmedetomidinebLAnimalhGeneticsYL
2018YLhmYLehe 2.5 0

85 MetaaanalysisLofLgenomeawideLassociationLstudiesLforLcattleLstatureLidentifiesLcommonLgenesLthatL
regulateLbodyLsizeLinLmammalsbLNaturehGeneticsYL2018YLidYLgjfagjk 36.3 139

84 usianLhorsesLdeepenLtheLMSYLphylogenybLAnimalhGeneticsYL2018YLhmYLmdamg 2.5 13

83 uLspliceLsiteLvariantLinLtheLSUVgm fLgeneLinL~reyhoundsLwithLnasalLparakeratosisbLAnimalhGeneticsYL
2018YLhmYLegkaehd 2.5 7

Vidhya Jagannathan

6



82 uLnovelLMLP LvariantLinLdogsLwithLcoatLcolourLdilutionbLAnimalhGeneticsYL2018YLhmYLmhamk 2.5 11

81 MäLNeLsplicingLdefectLinLdogsLwithLlethalLacrodermatitisbLPLoShGeneticsYL2018YLehYLeeddkfjh 6 18

80 ~enomeawideLassociationLstudyLandLheritabilityLestimateLforLectopicLuretersLinLyntlebucherL
mountainLdogsbLAnimalhGeneticsYL2018YLhmYLjhiajid 2.5 3

79 uLframeshiftLvariantLinLtheLwOLiueLgeneLinLaLcatLwithLyhlersaxanlosLsyndromebLAnimalhGeneticsYL
2018YLhmYLjheajhh 2.5 9

78 TwoLMweRLlossaofafunctionLallelesLinLcreamacolouredLuustralianLwattleLxogsLandLwhiteL uskiesbL
AnimalhGeneticsYL2018YLhmYLflhafmd 2.5 12

77 zyyLncnLaLtoolLforLlongLnonacodingLRNuLannotationLandLitsLapplicationLtoLtheLdogLtranscriptomebL
NucleichAcidshResearchYL2017YLhiYLeik 20.1 167

76 uLNonsenseLVariantLinLtheL~eneLinLukhalaTekeL orsesLwithLNakedLzoalLSyndromebLG3:hGenesuh
GenomesuhGeneticsYL2017YLkYLegeiaegfe 3.2 8

75 WholeLgenomeLsequencingLrevealsLaLnovelLdeletionLvariantLinLtheLäITLgeneLinLhorsesLwithLwhiteL
spottedLcoatLcolourLphenotypesbLAnimalhGeneticsYL2017YLhlYLhlgahli 2.5 16

74 uncientLgenomicLchangesLassociatedLwithLdomesticationLofLtheLhorsebLScienceYL2017YLgijYLhhfahhi 33.3 149

73 uLSINyLInsertionLinLinLvelgianLShepherdLxogsLuffectedLbyLSpongyLxegenerationLwithLwerebellarL
utaxiaLUSxwufVbLG3:hGenesuhGenomesuhGeneticsYL2017YLkYLfkfmafkgk 3.2 10

72 zrameashiftLvariantLinLtheLw RNyLgeneLinLaLjuvenileLdogLwithLsuspectedLmyastheniaLgravisalikeL
diseasebLAnimalhGeneticsYL2017YLhlYLjfi 2.5 4

71 NeuronalLceroidLlipofuscinosisLUNwLVLisLcausedLbyLtheLentireLdeletionLofLwLNlLinLtheLulpenlˆ⁄ndischeL
xachsbrackeLdogbLMolecularhGeneticshandhMetabolismYL2017YLefdYLfjmafkk 3.7 14

70 uLMissenseLVariantLinLinLvelgianLShepherdLxogsLuffectedLbyLSpongyLxegenerationLwithLwerebellarL
utaxiaLUSxwueVbLG3:hGenesuhGenomesuhGeneticsYL2017YLkYLjjgajjm 3.2 13

69 LPSainducedLmodulesLofLcoaexpressedLgenesLinLequineLperipheralLbloodLmononuclearLcellsbLBMCh
GenomicsYL2017YLelYLgh 4.5 8

68 uLcuratedLcatalogLofLcanineLandLequineLkeratinLgenesbLPLoShONEYL2017YLefYLedeldgim 3.7 12

67 OwufLspliceLsiteLvariantLinL~ermanLSpitzLdogsLwithLoculocutaneousLalbinismbLPLoShONEYL2017YLefYLedelimhh3.7 9

66 uLdeLnovoLvariantLinLtheLuSPRVeLgeneLinLaLdogLwithLichthyosisbLPLoShGeneticsYL2017YLegYLeeddjjie 6 29

65 uLdeLnovoLmissenseLmutationLofLz~zRfLcausesLfacialLdysplasiaLsyndromeLinL olsteinLcattlebLBMCh
GeneticsYL2017YLelYLkh 2.6 7

(2017-2018)
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64 xevelopingLaLjkdkLgenotypingLarrayLtoLtagL~fMLSNPsLacrossLfhLhorseLbreedsbLBMChGenomicsYL2017YL
elYLiji 4.5 66

63 RapidLxiscoveryLofLxeLNovoLxeleteriousLMutationsLinLwattleLynhancesLtheLValueLofLLivestockLasL
ModelLSpeciesbLScientifichReportsYL2017YLkYLeehjj 4.9 36

62 uLLargeLxeletionLinLtheL~eneLinLLabradorLRetrieversLwithLaLwongenitalLwornificationLxisorderbLG3:h
GenesuhGenomesuhGeneticsYL2017YLkYLgeeiagefe 3.2 10

61 uLdeLnovoLgermlineLmutationLofLxLXgLinLaLvrownLSwissLcalfLwithLtrichoadentoaosseusalikeL
syndromebLVeterinaryhDermatologyYL2017YLflYLjejaeeid 1.8 2

60 YLwhromosomeLUncoversLtheLRecentLOrientalLOriginLofLModernLStallionsbLCurrenthBiologyYL2017YLfkYLfdfmafdgibei6.3 43

59 uLnovelLMITzLvariantLinLaLwhiteLumericanLStandardbredLfoalbLAnimalhGeneticsYL2017YLhlYLefgaefh 2.5 4

58 uL~ßumLframeshiftLvariantLisLassociatedLwithLpolyneuropathyLinLLeonbergerLdogsbLBMChGenomicsYL
2017YLelYLjjf 4.5 17

57 xifferentialLyxpressionLofLSerumLMicroRNusLSupportsLwxhXLTLwellLxifferentiationLintoLThfcThekL
wellsLinLSevereLyquineLusthmabLGenesYL2017YLlYL 4.2 23

56 uLsingleLbaseLdeletionLinLtheLSLwhiufLgeneLinLaLvullmastiffLwithLoculocutaneousLalbinismbLAnimalh
GeneticsYL2017YLhlYLjemajfe 2.5 10

55 uLstructuralLvariantLinLtheLiTaflankingLregionLofLtheLTWISTfLgeneLaffectsLmelanocyteLdevelopmentL
inLbeltedLcattlebLPLoShONEYL2017YLefYLedeldekd 3.7 8

54 NovelLinsightsLintoLtheLpathwaysLregulatingLtheLcanineLhairLcycleLandLtheirLderegulationLinLalopeciaL
XbLPLoShONEYL2017YLefYLedeljhjm 3.7 13

53 LethalLchondrodysplasiaLinLaLfamilyLofL olsteinLcattleLisLassociatedLwithLaLdeLnovoLspliceLsiteLvariantL
ofLwOLfuebLBMChVeterinaryhResearchYL2016YLefYLedd 2.7 13

52 uLframeshiftLmutationLinLMOwOSLisLassociatedLwithLfamilialLrenalLsyndromeLUxanthinuriaVLinL
TyroleanL~reyLcattlebLBMChVeterinaryhResearchYL2016YLefYLfkj 2.7 9

51 xNuabasedLanalysisLofLproteinLvariantsLrevealsLdifferentLgeneticLvariabilityLofLtheLparalogousL
equineLˆ�alactoglobulinLgenesLL~veLandLL~vfbLLivestockhScienceYL2016YLelkYLeleaeli 1.7 3

50 Wholea~enomeLSequencingLofLaLwanineLzamilyLTrioLRevealsLaLzuMlg~LVariantLussociatedLwithL
 ereditaryLzootpadL yperkeratosisbLG3:hGenesuhGenomesuhGeneticsYL2016YLjYLifeak 3.2 15

49 uLtransposableLelementLinsertionLinLuPOvLcausesLcholesterolLdeficiencyLinL olsteinLcattlebLAnimalh
GeneticsYL2016YLhkYLfigak 2.5 39

48 unLIntronicLMvTPSfLVariantLResultsLinLaLSplicingLxefectLinL orsesLwithLvrindleLwoatLTexturebLG3:h
GenesuhGenomesuhGeneticsYL2016YLjYLfmjgakd 3.2 6

47 MolecularLwharacterizationLofLThreeLwanineLModelsLofL umanLRareLvoneLxiseasesnLwaffeyYLvanLdenL
yndea~uptaYLandLRaineLSyndromesbLPLoShGeneticsYL2016YLefYLeeddjdgk 6 27
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46 InitialLcharacterizationLofLstiffLskinalikeLsyndromeLinLWestL ighlandLwhiteLterriersbLVeterinaryh
DermatologyYL2016YLfkYLfedaeig 1.8 2

45 MzSxlLsingleabaseLpairLdeletionLinLaLwhihuahuaLwithLneuronalLceroidLlipofuscinosisbLAnimalhGenetics
YL2016YLhkYLjge 2.5 4

44 uLw RNveLframeshiftLmutationLisLassociatedLwithLfamilialLarthrogryposisLmultiplexLcongenitaLinL
RedLdairyLcattlebLBMChGenomicsYL2016YLekYLhkm 4.5 7

43 uLSpliceLxefectLinLtheLyxuL~eneLinLxogsLwithLanLXaLinkedL ypohidroticLyctodermalLxysplasiaL
UXL yxVLPhenotypebLG3:hGenesuhGenomesuhGeneticsYL2016YLjYLfmhmaih 3.2 13

42 ~eneticLvariabilityLofLtheLequineLcaseinLgenesbLJournalhofhDairyhScienceYL2016YLmmYLihljaihmk 4 6

41 uLmissenseLchangeLinLtheLuT~hxLgeneLlinksLaberrantLautophagyLtoLaLneurodegenerativeLvacuolarL
storageLdiseasebLPLoShGeneticsYL2015YLeeYLeeddiejm 6 37

40 uLnaturallyLoccurringLprfuLtruncationLinLaLListeriaLmonocytogenesLfieldLstrainLcontributesLtoL
reducedLreplicationLandLcellatoacellLspreadbLVeterinaryhMicrobiologyYL2015YLekmYLmeaede 3.3 16

39 ypidermolysisLbullosaLinLxanishL erefordLcalvesLisLcausedLbyLaLdeletionLinLLuMwfLgenebLBMCh
VeterinaryhResearchYL2015YLeeYLfg 2.7 8

38 xNuabasedLdiagnosisLofLrareLdiseasesLinLveterinaryLmedicinenLaLhbh´ kbLdeletionLofLIT~vhLisL
associatedLwithLepidermolysisLbullosaLinLwharolaisLcattlebLBMChVeterinaryhResearchYL2015YLeeYLhl 2.7 10

37 womparisonLagainstLeljLcanidLwholeagenomeLsequencesLrevealsLsurvivalLstrategiesLofLanLancientL
clonallyLtransmissibleLcanineLtumorbLGenomehResearchYL2015YLfiYLejhjaii 9.7 48

36 yvolutionaryL~enomicsLandLwonservationLofLtheLyndangeredLPrzewalskiTsL orsebLCurrenthBiologyYL
2015YLfiYLfikkalg 6.3 115

35
TrackingLtheLoriginsLofLYakutianLhorsesLandLtheLgeneticLbasisLforLtheirLfastLadaptationLtoLsubarcticL
environmentsbLProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYL2015
YLeefYLyjllmamk

11.5 89

34 uLsingleLcodonLinsertionLinLtheLPIwuLMLgeneLisLnotLassociatedLwithLsubvalvularLaorticLstenosisLinL
NewfoundlandLdogsbLHumanhGeneticsYL2015YLeghYLefkam 6.3 3

33 ~eneticLubnormalitiesLinLaLwalfLwithLwongenitalLIncreasedLMuscularLTonusbLJournalhofhVeterinaryh
InternalhMedicineYL2015YLfmYLehelafe 3.1 9

32 uLNonsenseLVariantLinLwOLjueLinLLandseerLxogsLwithLMuscularLxystrophybLG3:hGenesuhGenomesuh
GeneticsYL2015YLiYLfjeeak 3.2 11

31 WholeLgenomeLsequencingLconfirmsLäITLinsertionsLinLaLwhiteLcatbLAnimalhGeneticsYL2015YLhjYLml 2.5 6

30 uLnovelLäITLvariantLinLanLIcelandicLhorseLwithLwhiteaspottedLcoatLcolourbLAnimalhGeneticsYL2015YLhjYLhjj 2.5 20

29 wongenitalLauralLatresiaLassociatedLwithLagenesisLofLinternalLcarotidLarteryLinLaLgirlLwithLaLzOXIgL
deletionbLAmericanhJournalhofhMedicalhGeneticsuhParthAYL2015YLejkuYLigkahh 2.5 19

(2015-2016)
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28 uLdeletionLinLtheLVLxLRLgeneLinLyurasierLdogsLwithLcerebellarLhypoplasiaLresemblingLaL
xandyaWalkeralikeLmalformationLUxWLMVbLPLoShONEYL2015YLedYLededlmek 3.7 18

27 TheLtranscriptomeLofLequineLperipheralLbloodLmononuclearLcellsbLPLoShONEYL2015YLedYLedeffdee 3.7 14

26  airlessLStreaksLinLwattleLImplicateLTSRfLinLyarlyL airLzollicleLzormationbLPLoShGeneticsYL2015YLeeYLeeddihfk6 11

25 ImpairedLwellLwycleLRegulationLinLaLNaturalLyquineLModelLofLusthmabLPLoShONEYL2015YLedYLedegjedg 3.7 16

24 TywPRfLussociatedLNeuroaxonalLxystrophyLinLSpanishLWaterLxogsbLPLoShONEYL2015YLedYLedehelfh 3.7 16

23 uLNonaSynonymousL M~ufLVariantLxecreasesL eightLinLShetlandLPoniesLandLOtherLSmallL orsesbL
PLoShONEYL2015YLedYLedehdkhm 3.7 36

22
uLRuvg~uPeLSINyLInsertionLinLulaskanL uskiesLwithLPolyneuropathyYLOcularLubnormalitiesYLandL
NeuronalLVacuolationLUPOuNVVLResemblingL umanLWarburgLMicroLSyndromeLeLUWuRvMeVbLG3:h
GenesuhGenomesuhGeneticsYL2015YLjYLfiiajf

3.2 16

21 IndependentLpolledLmutationsLleadingLtoLcomplexLgeneLexpressionLdifferencesLinLcattlebLPLoShONEYL
2014YLmYLemghgi 3.7 48

20 xeletionLinLtheLyVwfLgeneLcausesLchondrodysplasticLdwarfismLinLTyroleanL~reyLcattlebLPLoShONEYL
2014YLmYLemhlje 3.7 22

19 wongenitalLhepaticLfibrosisLinLtheLzranchesaMontagnesLhorseLisLassociatedLwithLtheLpolycysticL
kidneyLandLhepaticLdiseaseLeLUPä xeVLgenebLPLoShONEYL2014YLmYLeeedefi 3.7 13

18 LookingLtheLcowLinLtheLeyenLdeletionLinLtheLNIxeLgeneLisLassociatedLwithLrecessiveLinheritedL
cataractLinLRomagnolaLcattlebLPLoShONEYL2014YLmYLeeedjfl 3.7 19

17 uLmutationLinLtheLzuMlg~LgeneLinLdogsLwithLhereditaryLfootpadLhyperkeratosisLU z VbLPLoSh
GeneticsYL2014YLedYLeeddhgkd 6 37

16 uLframeshiftLmutationLinLtheLcubilinLgeneLUwUvNVLinLveaglesLwithLImerslunda~rˆ⁄sbeckLsyndromeL
UselectiveLcobalaminLmalabsorptionVbLAnimalhGeneticsYL2014YLhiYLehlaid 2.5 18

15 ImputationLofLsequenceLlevelLgenotypesLinLtheLzranchesaMontagnesLhorseLbreedbLGeneticshSelectionh
EvolutionYL2014YLhjYLjg 4.9 22

14 ILfjLgeneLinactivationLinLyquidaebLAnimalhGeneticsYL2013YLhhYLkkdaf 2.5 4

13 TorqueLrippleLreductionLinLPermanentLMagnetLSynchronousLMotorLdrivenLbyLfieldLorientedLcontrolL
usingLIterativeLLearningLwontrolLwithLspaceLvectorLpulseLwidthLmodulationL2013YL 7

12 ReductionLofLtransientLandLsteadyLstateLspeedLpulsationLinLpermanentLmagnetLsynchronousLmotorL
usingLSpaceLVectorLPulseLWidthLModulationLcontrolL2013YL 3

11 uLmutationLinLtheLSUVgm fLgeneLinLLabradorLRetrieversLwithLhereditaryLnasalLparakeratosisLU NPäVL
providesLinsightsLintoLtheLepigeneticsLofLkeratinocyteLdifferentiationbLPLoShGeneticsYL2013YLmYLeeddglhl 6 29

Vidhya Jagannathan
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10 uLwOLeeufLmutationLinLLabradorLretrieversLwithLmildLdisproportionateLdwarfismbLPLoShONEYL2013YL
lYLejdehm 3.7 28

9 uLframeshiftLmutationLinLtheLcubilinLgeneLUwUvNVLinLvorderLwolliesLwithLImerslunda~rˆ⁄sbeckL
syndromeLUselectiveLcobalaminLmalabsorptionVbLPLoShONEYL2013YLlYLejeehh 3.7 28

8 InLsearchLofLepigeneticLmarksLinLtestesLandLspermLcellsLofLdifferentiallyLfedLboarsbLPLoShONEYL2013YL
lYLekljme 3.7 6

7 uLnonsenseLmutationLinLtheLIävä~LgeneLinLmaresLwithLincontinentiaLpigmentibLPLoShONEYL2013YLlYLelejfi3.7 16

6 InvestigationsLonLtransgenerationalLepigeneticLresponseLdownLtheLmaleLlineLinLzfLpigsbLPLoShONEYL
2012YLkYLegdilg 3.7 81

5 TwoLlociLonLchromosomeLiLareLassociatedLwithLserumLIgyLlevelsLinLLabradorLretrieversbLPLoShONEYL
2012YLkYLegmekj 3.7 17

4 TheLchallengeLofLmodelingLnuclearLreceptorLregulatoryLnetworksLinLmammalianLcellsbLMolecularhandh
CellularhEndocrinologyYL2011YLgghYLmeak 4.4 11

3
MetaaanalysisLofLestrogenLresponseLinLMwzakLdistinguishesLearlyLtargetLgenesLinvolvedLinLsignalingL
andLcellLproliferationLfromLlaterLtargetLgenesLinvolvedLinLcellLcycleLandLxNuLrepairbLBMChSystemsh
BiologyYL2011YLiYLegl

3.5 21

2  TPSyLyXaaaLdatabaseLofLhighathroughputLSyLyXLlibrariesLforLtranscriptionLfactorLbindingLsitesbL
NucleichAcidshResearchYL2006YLghYLxmdah 20.1 20

1 SignalLsearchLanalysisLserverbLNucleichAcidshResearchYL2003YLgeYLgjelafd 20.1 23
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