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l Paper IF Citations

149 TheLtomatoLgenomeLsequenceLprovidesLinsightsLintoLfleshyLfruitLevolutionZLNatureXL2012XLfjgXLhegYfc 50.4 2138

148 TheLgenomeLsequencesLofLsrachisLduranensisLandLsrachisLipaensisXLtheLdiploidLancestorsLofL
cultivatedLpeanutZLNatureiGeneticsXL2016XLfjXLfejYfh 36.3 498

147 TheLgenomeLsequenceLofLsegmentalLallotetraploidLpeanutLsrachisLhypogaeaZLNatureiGeneticsXL2019
XLgcXLjiiYjjf 36.3 211

146 vraftLgenomeLsequenceLofLeggplantLTSolanumLmelongenaLLZUlLtheLrepresentativeLsolanumLspeciesL
indigenousLtoLtheLoldLworldZLDNAiResearchXL2014XLdcXLhfkYhb 4.5 180

145 vissectionLofLtheLoctoploidLstrawberryLgenomeLbyLdeepLsequencingLofLtheLgenomesLofLxragariaL
speciesZLDNAiResearchXL2014XLdcXLchkYjc 4.5 174

144 sccumulationLofLglycinebetaineLinLriceLplantsLthatLoverexpressLcholineLmonooxygenaseLfromL
spinachLandLevaluationLofLtheirLtoleranceLtoLabioticLstressZLAnnalsiofiBotanyXL2006XLkjXLghgYic 4.1 138

143 TheLgenomeLsequenceLofLsweetLcherryLTPrunusLaviumULforLuseLinLgenomicsYassistedLbreedingZLDNAi
ResearchXL2017XLdfXLfkkYgbj 4.5 136

142 vraftLsequencesLofLtheLradishLTRaphanusLsativusLLZULgenomeZLDNAiResearchXL2014XLdcXLfjcYkb 4.5 134

141 ‘ntegratedLconsensusLmapLofLcultivatedLpeanutLandLwildLrelativesLrevealsLstructuresLofLtheLsLandLtL
genomesLofLsrachisLandLdivergenceLofLtheLlegumeLgenomesZLDNAiResearchXL2013XLdbXLcieYjf 4.5 99

140 SequenceLanalysisLofLtheLgenomeLofLcarnationLTvianthusLcaryophyllusLLZUZLDNAiResearchXL2014XLdcXLdecYfc4.5 98

139 ‘nLsilicoLpolymorphismLanalysisLforLtheLdevelopmentLofLsimpleLsequenceLrepeatLandLtransposonL
markersLandLconstructionLofLlinkageLmapLinLcultivatedLpeanutZLBMCiPlantiBiologyXL2012XLcdXLjb 5.3 93

138 SurveyLofLgenomeLsequencesLinLaLwildLsweetLpotatoXL‘pomoeaLtrifidaLTzZLtZL ZULyZLvonZLDNAiResearch
XL2015XLddXLcicYk 4.5 88

137
‘dentificationLofLtheLcarotenoidLmodifyingLgeneLPsLwLYwLLOWLPwTsLLcLasLanLessentialLfactorLinL
xanthophyllLesterificationLandLyellowLflowerLpigmentationLinLtomatoLTSolanumLlycopersicumUZLPlanti
JournalXL2014XLikXLfgeYhg

6.9 87

136 yenomeYwideLsurveyLofLartificialLmutationsLinducedLbyLethylLmethanesulfonateLandLgammaLraysLinL
tomatoZLPlantiBiotechnologyiJournalXL2016XLcfXLgcYhb 11.6 83

135 SéPLdiscoveryLandLlinkageLmapLconstructionLinLcultivatedLtomatoZLDNAiResearchXL2010XLciXLejcYkc 4.5 81

134 snLinterspecificLlinkageLmapLofLSSRLandLintronicLpolymorphismLmarkersLinLtomatoZLTheoreticaliandi
AppliediGeneticsXL2010XLcdcXLiecYk 6 81

133 ×utantLSelectionLfromLProgenyLofLyammaYrayYirradiatedLRiceLbyLvésLzeteroduplexLuleavageLusingL
trassicaLPetioleLwxtractZLBreedingiScienceXL2006XLghXLcikYcje 2 74
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132 éovelLQTLsLforLphotoperiodicLfloweringLrevealedLbyLusingLreciprocalLbackcrossLinbredLlinesLfromL
crossesLbetweenLjaponicaLriceLcultivarsZLTheoreticaliandiAppliediGeneticsXL2008XLcciXLkegYfg 6 73

131 LargeYscaleLdevelopmentLofLexpressedLsequenceLtagYderivedLsimpleLsequenceLrepeatLmarkersLandL
diversityLanalysisLinLsrachisLsppZLMoleculariBreedingXL2012XLebXLcdgYcej 3.4 66

130 SSRLandLwSTYSSRYbasedLgeneticLlinkageLmapLofLcassavaLT×anihotLesculentaLurantzUZLTheoreticaliandi
AppliediGeneticsXL2011XLcddXLcchcYib 6 66

129 snalyticalLworkflowLofLdoubleYdigestLrestrictionLsiteYassociatedLvésLsequencingLbasedLonL
empiricalLandLinLsilicoLoptimizationLinLtomatoZLDNAiResearchXL2016XLdeXLcfgYge 4.5 63

128 snLwSTYSSRLlinkageLmapLofLRaphanusLsativusLandLcomparativeLgenomicsLofLtheLtrassicaceaeZLDNAi
ResearchXL2011XLcjXLddcYed 4.5 62

127 yenomeYwideLassociationLstudiesLusingLsingleLnucleotideLpolymorphismLmarkersLdevelopedLbyL
reYsequencingLofLtheLgenomesLofLcultivatedLtomatoZLDNAiResearchXL2013XLdbXLgkeYhbe 4.5 61

126 uonstructionLofLanLintegratedLhighLdensityLsimpleLsequenceLrepeatLlinkageLmapLinLcultivatedL
strawberryLTxragariaLˆ�LananassaULandLitsLapplicabilityZLDNAiResearchXL2013XLdbXLikYkd 4.5 57

125 uharacterizationLofLactiveLminiatureLinvertedYrepeatLtransposableLelementsLinLtheLpeanutLgenomeZL
TheoreticaliandiAppliediGeneticsXL2012XLcdfXLcfdkYej 6 54

124 yenomeYwideLSéPLgenotypingLtoLinferLtheLeffectsLonLgeneLfunctionsLinLtomatoZLDNAiResearchXL
2013XLdbXLddcYee 4.5 50

123 votYblotYSéPLanalysisLforLpracticalLplantLbreedingLandLcultivarLidentificationLinLriceZLTheoreticaliandi
AppliediGeneticsXL2006XLcceXLcfiYgg 6 48

122 vevelopmentLofLgeneYbasedLmarkersLandLconstructionLofLanLintegratedLlinkageLmapLinLeggplantLbyL
usingLSolanumLorthologousLTSOLULgeneLsetsZLTheoreticaliandiAppliediGeneticsXL2012XLcdgXLfiYgh 6 46

121 vevelopmentLofLuapsicumLwSTYSSRLmarkersLforLspeciesLidentificationLandLinLsilicoLmappingLontoL
theLtomatoLgenomeLsequenceZLMoleculariBreedingXL2013XLecXLcbcYccb 3.4 45

120 TetrasomicLrecombinationLisLsurprisinglyLfrequentLinLallotetraploidLsrachisZLGeneticsXL2015XLckkXLcbkeYcbg4 40

119 ‘dentificationLofLRsécLorthologueLassociatedLwithLsexLdeterminationLthroughLwholeLgenomeL
sequencingLanalysisLinLfigLTxicusLcaricaLLZUZLScientificiReportsXL2017XLiXLfccdf 4.9 38

118
veLnovoLwholeYgenomeLassemblyLinLuhrysanthemumLseticuspeXLaLmodelLspeciesLofL
uhrysanthemumsXLandLitsLapplicationLtoLgeneticLandLgeneLdiscoveryLanalysisZLDNAiResearchXL2019XL
dhXLckgYdbe

4.5 38

117
‘dentificationLofLQTLsLforLRustLResistanceLinLtheLPeanutLWildLSpeciesLsrachisLmagnaLandLtheL
vevelopmentLofL sSPL×arkersLforL×arkerYsssistedLSelectionZLG3:iGenes,iGenomes,iGeneticsXL2015XL
gXLcfbeYce

3.2 38

116
vetectionLofLgenomeLdonorLspeciesLofLneglectedLtetraploidLcropLVignaLreflexoYpilosaLTcrˆ'oleLbeanUXL
andLgeneticLstructureLofLdiploidLspeciesLbasedLonLnewlyLdevelopedLwSTYSSRLmarkersLfromLazukiL
beanLTVignaLangularisUZLPLoSiONEXL2014XLkXLecbfkkb

3.7 38

115 sLhighYdensityLSéPLgeneticLmapLconsistingLofLaLcompleteLsetLofLhomologousLgroupsLinL
autohexaploidLsweetpotatoLT‘pomoeaLbatatasUZLScientificiReportsXL2017XLiXLffdbi 4.9 37
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114 sLsimulationYbasedLbreedingLdesignLthatLusesLwholeYgenomeLpredictionLinLtomatoZLScientifici
ReportsXL2016XLhXLckfgf 4.9 37

113 ×appingLofLaLnovelLclubrootLresistanceLQTLLusingLddRsvYseqLinLuhineseLcabbageLTtrassicaLrapaLLZUZL
BMCiPlantiBiologyXL2019XLckXLce 5.3 37

112 ×appingLofLimportantLtaxonomicLandLproductivityLtraitsLusingLgenicLandLnonYgenicLtransposableL
elementLmarkersLinLpeanutLTsrachisLhypogaeaLLZUZLPLoSiONEXL2017XLcdXLebcjhcce 3.7 32

111
QTLLmappingLforLlateLleafLspotLandLrustLresistanceLusingLanLimprovedLgeneticLmapLandLextensiveL
phenotypicLdataLonLaLrecombinantLinbredLlineLpopulationLinLpeanutLTsrachisLhypogaeaLLZUZLEuphytica
XL2016XLdbkXLcfiYcgh

2.1 32

110 yenomeYwideLcomparativeLanalysisLofLdbLminiatureLinvertedYrepeatLtransposableLelementLfamiliesL
inLtrassicaLrapaLandLtZLoleraceaZLPLoSiONEXL2014XLkXLekffkk 3.7 30

109 vésLmarkerLapplicationsLtoLmolecularLgeneticsLandLgenomicsLinLtomatoZLBreedingiScienceXL2013XLheXLdcYeb2 29

108 ‘dentificationLofLgeneLforLriceLTOryzaLsativaULseedLlipoxygenaseYeLinvolvedLinLtheLgenerationLofLstaleL
flavorLandLdevelopmentLofLSéPLmarkersLforLlipoxygenaseYeLdeficiencyZLBreedingiScienceXL2008XLgjXLchkYcih2 29

107 SingleLnucleotideLpolymorphismsLinLrandomlyLselectedLgenesLamongLjaponicaLriceLTOryzaLsativaLLZUL
varietiesLidentifiedLbyLPuRYRxYSSuPZLDNAiResearchXL2004XLccXLdigYje 4.5 29

106 ‘mprovementLofLtheLdotYblotYSéPLtechniqueLforLefficientLandLcostYeffectiveLgenotypingZLMoleculari
BreedingXL2010XLdgXLcikYcjg 3.4 26

105 vraftLgenomeLsequenceLofLsubterraneanLcloverXLaLreferenceLforLgenusLTrifoliumZLScientificiReportsXL
2016XLhXLebegj 4.9 25

104 TheLpersimmonLgenomeLrevealsLcluesLtoLtheLevolutionLofLaLlineageYspecificLsexLdeterminationL
systemLinLplantsZLPLoSiGeneticsXL2020XLchXLecbbjghh 6 23

103 ×arkerYassistedLbackcrossingLtoLdevelopLfoliarLdiseaseYresistantLgenotypesLinLT×VLdLvarietyLofL
peanutLTsrachisLhypogaeaLLZUZLPlantiBreedingXL2017XLcehXLkfjYkge 2.4 22

102 vevelopmentLofLwSTYSSRLmarkersLandLconstructionLofLaLlinkageLmapLinLfabaLbeanLTViciaLfabaUZL
BreedingiScienceXL2014XLhfXLdgdYhe 2 22

101 PhasedLgenomeLsequenceLofLanLinterspecificLhybridLfloweringLcherryXLSSomeiYYoshinoSLTuerasusLˆ�L
yedoensisUZLDNAiResearchXL2019XLdhXLeikYejk 4.5 21

100 snalysisLofLaLtomatoLintrogressionLlineXL‘LjYeXLwithLincreasedLtrixLcontentZLScientiaiHorticulturaeXL
2013XLcgeXLcbeYcbj 4.1 21

99 uonversionLofLsxLPLmarkersLtoLsequenceYspecificLmarkersLforLcloselyLrelatedLlinesLinLriceLbyLuseLofL
theLriceLgenomeLsequenceZLMoleculariBreedingXL2004XLcfXLdjeYdkd 3.4 21

98 svailabilityLofL×icroYTomLmutantLlibraryLcombinedLwithLT‘LL‘éyLinLmolecularLbreedingLofLtomatoL
fruitLshelfYlifeZLBreedingiScienceXL2012XLhdXLdbdYj 2 20

97
sLnovelLtomatoLmutantXLSolanumLlycopersicumLelongatedLfruitcLTSlelfcUXLexhibitsLanLelongatedLfruitL
shapeLcausedLbyLincreasedLcellLlayersLinLtheLproximalLregionLofLtheLovaryZLMoleculariGeneticsiandi
GenomicsXL2014XLdjkXLekkYfbk

3.1 19
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96 TranscriptomeYbasedLsingleLnucleotideLpolymorphismLmarkersLforLgenomeLmappingLinL’apaneseL
pearLTPyrusLpyrifoliaLéakaiUZLTreeiGeneticsiandiGenomesXL2014XLcbXLjgeYjhe 2.1 19

95  azusaL×arkerLvatataselLaLdatabaseLforLgenomicsXLgeneticsXLandLmolecularLbreedingLinLplantsZL
BreedingiScienceXL2014XLhfXLdhfYic 2 19

94 vevelopmentLofLsh×‘TwcLmarkersLthroughLgenomeYwideLanalysisLinLpeanutLTsrachisLhypogaeaLLZUZL
BMCiResearchiNotesXL2018XLccXLcb 2.3 18

93 vevelopmentLofLé‘LsLfromLheterogeneousLinbredLfamiliesLforLvalidatingLtheLrustLresistanceLQTLLinL
peanutLTsrachisLhypogaeaLLZUZLPlantiBreedingXL2014XLceeXLjbYjg 2.4 17

92 uonstructionLofLanLSSRLandLRsvL×arkerYtasedLyeneticLLinkageL×apLforLuarnationLTvianthusL
caryophyllusLLZUZLPlantiMoleculariBiologyiReporterXL2017XLegXLccbYcci 1.7 17

91 uomparativeLyeneticL×appingLandLviscoveryLofLLinkageLvisequilibriumLscrossLLinkageLyroupsLinL
WhiteLuloverLTTrifoliumLrepensLLZUZLG3:iGenes,iGenomes,iGeneticsXL2012XLdXLhbiYci 3.2 17

90 TheLnumberLofLgenesLhavingLdifferentLallelesLbetweenLriceLcultivarsLestimatedLbyLSéPLanalysisZL
TheoreticaliandiAppliediGeneticsXL2007XLccgXLcbhiYif 6 17

89 TargetLsmpliconLSequencingLforLyenotypingLyenomeYWideLSingleLéucleotideLPolymorphismsL
‘dentifiedLbyLWholeYyenomeLResequencingLinLPeanutZLPlantiGenomeXL2016XLkXLplantgenomedbchZbhZbbgd4.4 17

88 SequencingLsnalysisLofLyeneticLLociLforLResistanceLforLLateLLeafLSpotLandLRustLinLPeanutLTLLZUZL
FrontiersiiniPlantiScienceXL2018XLkXLcidi 6.2 16

87 SéPLdiscoveryLofL oreanLshortLdayLonionLinbredLlinesLusingLdoubleLdigestLrestrictionLsiteYassociatedL
vésLsequencingZLPLoSiONEXL2018XLceXLebdbcddk 3.7 15

86 ‘dentificationLofLtheLchromosomalLregionLresponsibleLforLhighYtemperatureLstressLtoleranceLduringL
theLgrainYfillingLperiodLinLriceZLMoleculariBreedingXL2013XLedXLddeYded 3.4 15

85 RapidLidentificationLofLcandidateLgenesLforLresistanceLtoLtomatoLlateLblightLdiseaseLusingL
nextYgenerationLsequencingLtechnologiesZLPLoSiONEXL2017XLcdXLebcjkkgc 3.7 15

84 viscriminationLofLcandidateLsubgenomeYspecificLlociLbyLlinkageLmapLconstructionLwithLanLSL
populationLofLoctoploidLstrawberryLTxragariaLˆ�LananassaUZLBMCiGenomicsXL2017XLcjXLeif 4.5 14

83 uhallengesLtoLgenomeLsequenceLdissectionLinLsweetpotatoZLBreedingiScienceXL2017XLhiXLegYfb 2 13

82 ×appingLofL×icroYTomLtsuYwndLSequencesLtoLtheLReferenceLTomatoLyenomeLRevealsLPossibleL
yenomeLRearrangementsLandLPolymorphismsZLInternationaliJournaliofiPlantiGenomicsXL2012XLdbcdXLfeibdh 12

81 yenomeLsequenceLandLanalysisLofLaL’apaneseLradishLTRaphanusLsativusULcultivarLnamedLSSakurajimaL
vaikonSLpossessingLgiantLrootZLDNAiResearchXL2020XLdiXL 4.5 11

80 yenomeYWideLsssociationLStudiesLTyWsSULforLYieldLandLWeevilLResistanceLinLSweetLpotatoL
T‘pomoeaLbatatasLTLZULLamUZLPlantiCelliReportsXL2019XLejXLcejeYcekd 5.1 11

79 SLgenotypingLandLSLscreeningLutilizingLSxtLgeneLpolymorphismLinL’apaneseLplumLandLsweetLcherryL
byLdotYblotLanalysisZLMoleculariBreedingXL2008XLdcXLeekYefk 3.4 11

(2008-2014)
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78 tayesianLQTLLmappingLusingLgenomeYwideLSSRLmarkersLandLsegregatingLpopulationLderivedLfromLaL
crossLofLtwoLcommercialLxLhybridsLofLtomatoZLTheoreticaliandiAppliediGeneticsXL2017XLcebXLchbcYchch 6 10

77 sLSystemLforLvistinguishingLOctoploidLStrawberryLuultivarsLUsingLzighYThroughputLSéPL
yenotypingZLTropicaliPlantiBiologyXL2017XLcbXLhjYih 1.6 10

76 yenomeYwideLassociationLstudyLovercomesLtheLgenomeLcomplexityLinLautohexaploidL
chrysanthemumLandLtagsLSéPLmarkersLontoLtheLflowerLcolorLgenesZLScientificiReportsXL2019XLkXLcekfi 4.9 10

75 yenomeYwideLstructuralLmutationsLamongLtheLlinesLresultingLfromLgeneticLinstabilityLinLpeanutL
TsrachisLhypogaeaLLZUZLPlantiGeneXL2018XLceXLcYi 3.1 10

74 uurrentLstatusLinLwholeLgenomeLsequencingLandLanalysisLofL‘pomoeaLsppZLPlantiCelliReportsXL2019XL
ejXLcehgYceic 5.1 9

73 uhromosomeYscaleLgenomeLassemblyLofLtheLtransformationYamenableLcommonLwheatLcultivarL
SxielderSZLDNAiResearchXL2021XLdjXL 4.5 9

72 zayaiYsnnotationLPlantslLanLultraYfastLandLcomprehensiveLfunctionalLgeneLannotationLsystemLinL
plantsZLBioinformaticsXL2019XLegXLffdiYffdk 7.2 8

71 uharacterizationLofLwgyptianLPhytophthoraLinfestansLpopulationLusingLsimpleLsequenceLrepeatL
markersZLJournaliofiGeneraliPlantiPathologyXL2018XLjfXLcbfYcbi 1 8

70
vevelopmentLofLmolecularLmarkersLassociatedLwithLresistanceLtoL×eloidogyneLincognitaLbyL
performingLquantitativeLtraitLlocusLanalysisLandLgenomeYwideLassociationLstudyLinLsweetpotatoZL
DNAiResearchXL2019XLdhXLekkYfbk

4.5 8

69 uonstructionLofLgeneticLlinkageLmapLandLidentificationLofLaLnovelLmajorLlocusLforLresistanceLtoLpineL
woodLnematodeLinL’apaneseLblackLpineLTPinusLthunbergiiUZLBMCiPlantiBiologyXL2019XLckXLfdf 5.3 7

68
ulimateLuleverLuloverslLéewLParadigmLtoLReduceLtheLwnvironmentalLxootprintLofLRuminantsLbyL
treedingLLowL×ethanogenicLxoragesLUtilizingLzaplotypeLVariationZLFrontiersiiniPlantiScienceXL2017XL
jXLcfhe

6.2 7

67 ‘dentificationLofLaLSeedLPhospholipaseLvLéullLslleleLinLRiceLTOryzaLsativaLLZULandLvevelopmentLofL
SéPL×arkersLforLPhospholipaseLvLveficiencyZLCropiScienceXL2011XLgcXLdcceYdccj 2.4 7

66 sLreferenceLgeneticLlinkageLmapLofLapomicticLzieraciumLspeciesLbasedLonLexpressedLmarkersL
derivedLfromLdevelopingLovuleLtranscriptsZLAnnalsiofiBotanyXL2015XLccgXLghiYjb 4.1 6

65 ×arkerYassistedLbreedingLofLaLLOXYeYnullLriceLlineLwithLimprovedLstorabilityLandLresistanceLtoL
preharvestLsproutingZLTheoreticaliandiAppliediGeneticsXL2015XLcdjXLcfdcYeb 6 6

64 uonstructionLofLaLframeworkLlinkageLmapLandLgeneticLdissectionLofLdroughtYLandLyieldYrelatedLQTLsL
inLhorsegramLT×acrotylomaLuniflorumUZLEuphyticaXL2020XLdchXLc 2.1 6

63 TheLxicusLerectaLgenomeLaidsLueratocystisLcankerLresistanceLbreedingLinLcommonLfigLTxZLcaricaUZL
PlantiJournalXL2020XLcbdXLceceYcedd 6.9 6

62 RegulatoryLchangeLinLcellLdivisionLactivityLandLgeneticLmappingLofLaLtomatoLTSolanumLlycopersicumL
LZULelongatedYfruitLmutantZLPlantiBiotechnologyXL2014XLecXLcfkYcgj 1.3 6

61 votYblotLsnalysisLforL‘dentificationLofLjaponicaLRiceLuultivarsLandLyenotypingLofLRecombinantL
‘nbredLLinesZLBreedingiScienceXL2005XLggXLcjiYckd 2 6
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60 vésLmethylationLandLexpressionLanalysesLrevealLepiallelesLforLtheLfoliarLdiseaseLresistanceLgenesLinL
peanutLTsrachisLhypogaeaLLZUZLBMCiResearchiNotesXL2020XLceXLdb 2.3 6

59 uhromosomeYscaleLgenomeLassemblyLofL’apaneseLpearLTPyrusLpyrifoliaULvarietyLSéijisseikiSZLDNAi
ResearchXL2021XLdjXL 4.5 6

58 yeneticL×apsLandLWholeLyenomeLSequencesLofLRadishZLCompendiumiofiPlantiGenomesXL2017XLecYfd 0.8 5

57 yeneticL×appingLinLsutohexaploidLSweetLPotatoLwithLLowYuoverageLéySYtasedLyenotypingLvataZL
G3:iGenes,iGenomes,iGeneticsXL2020XLcbXLdhhcYdhib 3.2 5

56 RootYknotLnematodeLgeneticLdiversityLassociatedLwithLhostLcompatibilityLtoLsweetpotatoLcultivarsZL
MoleculariPlantiPathologyXL2020XLdcXLcbjjYcbkj 5.7 5

55 ‘dentificationLofLgenomeYwideLsingleYnucleotideLpolymorphismsLamongLgeographicallyLdiverseL
radishLaccessionsZLDNAiResearchXL2020XLdiXL 4.5 5

54 LeafYpunchLmethodLtoLprepareLaLlargeLnumberLofLPuRLtemplatesLfromLplantsLforLSéPLanalysisZL
MoleculariBreedingXL2009XLdeXLedkYeeh 3.4 5

53 QTLLanalysisLforLfloweringLtimeLinLcarnationLTvianthusLcaryophyllusLLZUZLScientiaiHorticulturaeXL2020XL
dhdXLcbkbge 4.1 5

52 yenomicLinsightLintoLtheLdevelopmentalLhistoryLofLsouthernLhighbushLblueberryLpopulationsZL
HeredityXL2021XLcdhXLckfYdbg 3.6 5

51 veLnovoLgenomeLassemblyLofLtwoLtomatoLancestorsXLSolanumLpimpinellifoliumLandLSolanum´ L
lycopersicumLvarZLcerasiformeXLbyLlongYreadLsequencingZLDNAiResearchXL2021XLdjXL 4.5 5

50 TechnicalLreviewLofLmolecularLmarkersLandLnextYgenerationLsequencingLtechnologyLtoLmanageL
plantLpathogenicLoomycetesZLAfricaniJournaliofiBiotechnologyXL2018XLciXLehkYeik 0.6 4

49 sLpureLlineLderivedLfromLaLselfYcompatibleLuhrysanthemumLseticuspeLmutantLasLaLmodelLstrainLinL
theLgenusLuhrysanthemumZLPlantiScienceXL2019XLdjiXLccbcif 5.3 4

48 snalysisLofLtheLlineageLofLPhytophthoraLinfestansLisolatesLusingLmatingLtypeLassayXLtraditionalL
markersXLandLnextLgenerationLsequencingLtechnologiesZLPLoSiONEXL2020XLcgXLebddchbf 3.7 4

47 xourLgeneticLlociLcontrolLcompactLplantLsizeLwithLyellowLpearYshapedLfruitLinLornamentalLtomatoL
TSolanumLlycopersicumLLZUZLPlantiGenomeXL2020XLceXLedbbci 4.4 4

46 yenotypingYbyYSequencingLtasedLyeneticL×appingL‘dentifiedL×ajorLandLuonsistentLyenomicL
RegionsLforLProductivityLandLQualityLTraitsLinLPeanutZLFrontiersiiniPlantiScienceXL2021XLcdXLhhjbdb 6.2 4

45 QTLLanalysisLandLyWsSLofLagronomicLtraitsLinLsweetpotatoLTLLZULusingLgenomeLwideLSéPsZLBreedingi
ScienceXL2020XLibXLdjeYdkc 2 3

44 SequenceLanalysisLofLcultivatedLstrawberryLT´ ˆ�´ LvuchZULusingLmicrodissectedLsingleLsomaticL
chromosomesZLPlantiMethodsXL2017XLceXLkc 5.8 3

43 uurrentLStatusLofLOctoploidLStrawberryLTxragariaLˆ�LananassaULyenomeLStudyZLCompendiumiofiPlanti
GenomesXL2018XLcdkYcei 0.8 3

(2018-2020)
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42 sLchromosomeYscaleLdraftLgenomeLsequenceLofLhorsegramLT×acrotylomaLuniflorumUZLGigaByte
XdbdcXLcYde 3

41 veLnovoLwholeYgenomeLassemblyLinLinterspecificLhybridLtableLgrapeXLâ��ShineL×uscatâ�� 3

40 vevelopmentLofLzighYvensityLyeneticLLinkageL×apsLandL‘dentificationLofLLociLforLuhestnutLyallL
WaspLResistanceLinLsppZLPlantsXL2020XLkXL 4.5 3

39 uhromosomeYlevelLgenomeLassembliesLofLoverLcbbLplantLspeciesZLBreedingiScienceXL2021XLicXLcciYcdf 2 3

38 yenomeYwideLstudyLonLtheLpolysomicLgeneticLfactorsLconferringLplasticityLofLflowerLsexualityLinL
hexaploidLpersimmonZLDNAiResearchXL2020XLdiXL 4.5 2

37 sdvancesLofLWholeLyenomeLSequencingLinLStrawberryLwithLéySLTechnologiesZLHorticultureiJournalXL
2020XLjkXLcbjYccf 1.1 2

36 ×arkerYsssistedLtackcrossingLSelectionLforLzighLOaLLRatioLinLuultivatedLPeanutL2013XLciiYckc 2

35 StructuralLanalysesLofLtheLtomatoLgenomeZLPlantiBiotechnologyXL2013XLebXLdgiYdhe 1.3 2

34 yeneticLanalysesLofLanthocyaninLcontentLusingLpolyploidLyWsSLfollowedLbyLQTLLdetectionLinLtheL
sweetpotatoLT‘pomoeaLbatatasLLZULstorageLrootZLPlantiRootXL2020XLcfXLccYdc 0.8 2

33 yenomicLregionLassociatedLwithLpodLcolorLvariationLinLpeaLTPisumLsativumU 2

32 xoliarLdiseaseLresistantLandLproductiveLmutantsLfromLtheLintrogressionLlinesLofLpeanutLTsrachisL
hypogaeaUZLPlantiBreedingXL2020XLcekXLcfjYcgg 2.4 2

31 yenomicLSelectionLforLxLzybridLtreedingLinLStrawberryLTLˆ�LUZLFrontiersiiniPlantiScienceXL2021XLcdXLhfgccc 6.2 2

30 wnhancingLoleicLacidLcontentLinLtwoLcommerciallyLreleasedLpeanutLvarietiesLthroughL
markerYassistedLbackcrossLbreedingZLCropiScienceXL2021XLhcXLdfeg 2.4 2

29 PopulationLyenomicsLofLPeanutZLPopulationiGenomicsXL2021XLc 1.4 2

28 WholeYgenomeLsequencingLandLanalysisLofLtwoLazaleasXLRhododendronLripenseLandLRhododendronL
kiyosumenseZLDNAiResearchXL2021XLdjXL 4.5 2

27 yenomeYwideLassociationLstudyLofLindividualLsugarLcontentLinLfruitLofL’apaneseLpearLTPyrusLsppZUZL
BMCiPlantiBiologyXL2021XLdcXLeij 5.3 2

26 TranslationLofLcontinuousLartificialLselectionLonLphenotypeLintoLgenotypeLduringLriceLbreedingL
programsZLBreedingiScienceXL2021XLicXLcdgYcee 2 2

25 yenomeYwideLstructuralLandLfunctionalLfeaturesLofLsingleLnucleotideLpolymorphismsLrevealedLfromL
theLwholeLgenomeLresequencingLofLcikLaccessionsLofLsrachisZZLPhysiologiaiPlantarumXL2022XL 4.6 1
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24 yeneticLdiversityLamongLtheLvarietiesLexhibitingLearlyLheadingLdateLinLriceZLEuphyticaXL2022XLdcjXLc 2.1 1

23 uherryLtlossomLxorecastLtasedLonLTranscriptomeLofLxloralLOrgansLspproachingLtloomingLinLtheL
xloweringLuherryLTLˆ�LULuultivarLSSomeiYYoshinoSZZLFrontiersiiniPlantiScienceXL2022XLceXLjbddbe 6.2 1

22 srtificialLselectionLinLtheLexpansionLofLriceLcultivationZLTheoreticaliandiAppliediGeneticsXL2021XLcegXLdkc 6 1

21 sLchromosomeYlevelLgenomeLsequenceLofLuhrysanthemumLseticuspeXLaLmodelLspeciesLforL
hexaploidLcultivatedLchrysanthemumZLCommunicationsiBiologyXL2021XLfXLcchi 6.7 1

20 yenomeLfeaturesLofLcommonLvetchLTULinLnaturalLhabitatsZLPlantiDirectXL2021XLgXLeegd 3.3 1

19 yenomeLsequenceLofLzydrangeaLmacrophyllaLandLitsLapplicationLinLanalysisLofLtheLdoubleLflowerL
phenotypeZLDNAiResearchXL2021XLdjXL 4.5 1

18 zayaiYsnnotationLPlantslLanLultraYfastLandLcomprehensiveLgeneLannotationLsystemLinLplants 1

17 uURLwvLLsTwRcLencodingLtheLlargestLsubunitLofLtheLwlongatorLcomplexLhasLaLuniqueLroleLinLleafL
developmentLandLmeristemLfunctionLinLriceZLPlantiJournalXL2020XLcbfXLegcYehf 6.9 1

16 yenomeLfeaturesLofLcommonLvetchLTViciaLsativaULinLnaturalLhabitats 1

15 uhromosomeYlevelLgenomeLassemblyLofL’apaneseLchestnutLTuastaneaLcrenataLSiebZLetLZuccZUL
revealsLconservedLchromosomalLsegmentsLinLwoodyLrosidsZLDNAiResearchXL2021XLdjXL 4.5 1

14 snalysisLofLtheLSegregationLvistortionLofLyenotypesLtasedLonLWholeYyenomeLResequencingLofLxigL
TLLZULtreedingLParentsZLFrontiersiiniPlantiScienceXL2021XLcdXLhfigkk 6.2 1

13 sLuhromosomeYscaleLdraftLgenomeLsequenceLofLhorsegramLT×acrotylomaLuniflorumU 1

12 xineYscaleLgeneticLstructureLofLtheLriceLlandraceLpopulationLinL’apanZZLMoleculariGeneticsiandi
GenomicsXL2022XLc 3.1 1

11
QuantitativeLTraitLLociLsnalysisLtasedLonLzighYvensityL×appingLofLSingleYéucleotideL
PolymorphismsLbyLyenotypingYbyYSequencingLsgainstLPineLWiltLviseaseLinL’apaneseLtlackLPineLTUZZL
FrontiersiiniPlantiScienceXL2022XLceXLjgbhhb

6.2 1

10 ‘mpactLofLyenomicsLonLuapsicumLtreedingZLCompendiumiofiPlantiGenomesXL2019XLdbkYdck 0.8 0

9 yenomeYWideL‘dentificationLofLLociLsssociatedLWithLPhenologyYRelatedLTraitsLandLTheirLsdaptiveL
VariationsLinLaLzighbushLtlueberryLuollectionZZLFrontiersiiniPlantiScienceXL2021XLcdXLikehik 6.2 0

8 OrganelleLgenomeLassemblyLuncoversLtheLdynamicLgenomeLreorganizationLandLcytoplasmicLmaleL
sterilityLassociatedLgenesLinLtomatoZLHorticultureiResearchXL2021XLjXLdgb 7.7 0

7 RecentLsdvancesLinLyeneticsXLyenomicsXLandLtreedingLforLéutritionalLQualityLinLyroundnutL2022XLcccYcei 0

(2022-2022)
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6 vésLmarkerLforLresistanceLtoLinLchrysanthemumLTLRamatZULNSouthernLPegasusNZLBreedingiScienceXL
2021XLicXLdhcYdhi 2 0

5 ×appingLofLéematodeLResistanceLinLzexaploidLSweetpotatoLUsingLanLéextYyenerationL
SequencingYtasedLsssociationLStudyZZLFrontiersiiniPlantiScienceXL2022XLceXLjgjifi 6.2 0

4 yenomicsLresearchLandLdevelopmentLofLgenomeYbasedLbreedingLtechnologiesLinLvegetableLcropsZL
IkushugakuiKenkyuXL2016XLcjXLcdfYcdk 0.1

3 yenomicsLonLplantLbreedingLprogramsZLIkushugakuiKenkyuXL2020XLddXLhjYif 0.1

2 TransgressiveLsegregationLandLgeneLregionsLcontrollingLthermotoleranceLofLfruitLsetLandLpollenL
germinationLinLuapsicumLchinenseZLEuphyticaXL2020XLdchXLc 2.1

1 uomparativeLQTLLmappingLforLmaleLsterilityLofLcultivatedLstrawberryLTLˆ�LvuchZULusingLdifferentL
referenceLgenomeLsequencesZZLBreedingiScienceXL2021XLicXLfghYfhh 2
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