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k Paper IF Citations

76 wetabvmylaseNandNPhosphatidicNvcidNInvolvedNinNRecalcitrantNSeedN×erminationNofNxhineseN
xhestnutccNFrontiersiiniPlantiScienceaN2022aNfhaNmgmgle 6.2

75 TheNtomatoNyellowNleafNcurlNvirusNxiNproteinNaltersNtheNexpressionNofNplantNdevelopmentalNgenesN
correlatingNtoNleafNupwardNcuppingNphenotypeNinNtomatoccNPLoSiONEaN2022aNflaNeegjlnhk 3.7 0

74 IntegrationNofNMetabolomeNandNTranscriptomeNStudiesNRevealsN lavonoidsaNvbscisicNvcidaNandNNitricN
OxideNxomodulatingNtheN reezingNToleranceNinNccNFrontiersiiniPlantiScienceaN2021aNfgaNlkikgj 6.2 3

73 xomparativeNtranscriptomeNanalysesNshedNlightNonNcarotenoidNproductionNandNplastidNdevelopmentN
inNmelonNfruitcNHorticultureiResearchaN2021aNmaNffg 7.7 5

72 NaturalN×eneticNyiversityNinNTomatoN lavorN×enescNFrontiersiiniPlantiScienceaN2021aNfgaNkigmgm 6.2 1

71 IdentificationNofNxonservedN×enebRegulatoryNNetworksNthatNIntegrateNznvironmentalNSensingNandN
×rowthNinNtheNRootNxambiumcNCurrentiBiologyaN2020aNheaNgmmlbgneecel 6.3 10

70 TheNSv z×UvRyfNsuppressesNsingletNoxygenbinducedNstressNresponsesNbyNprotectingNgranaN
marginscNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2020aNfflaNknfmbkngl11.5 18

69 KiwifruitN×enomeNyatabaseNVK×yWoNaNcomprehensiveNresourceNforNkiwifruitNgenomicscNHorticulturei
ResearchaN2020aNlaNffl 7.7 13

68 IdentificationNofNPhloemNMobileNmRNvsNUsingNtheNSolanaceaeNβeterograftNSystemcNMethodsiini
MoleculariBiologyaN2019aNgefiaNigfbihf 1.4 2

67 SpinachwaseoNaNcentralNportalNforNspinachNgenomicscNDatabase:itheiJournaliofiBiologicaliDatabasesi
andiCurationaN2019aNgefnaN 5 16

66 TranscriptomebbasedNidentificationNandNvalidationNofNreferenceNgenesNforNplantbbacteriaNinteractionN
studiesNusingNNicotianaNbenthamianacNScientificiReportsaN2019aNnaNfkhg 4.9 18

65 PlantNlncRNvsNareNenrichedNinNandNmoveNsystemicallyNthroughNtheNphloemNinNresponseNtoNphosphateN
deficiencycNJournaliofiIntegrativeiPlantiBiologyaN2019aNkfaNingbjem 8.3 17

64 xucurbitN×enomicsNyatabaseNVxu×enywWoNaNcentralNportalNforNcomparativeNandNfunctionalNgenomicsN
ofNcucurbitNcropscNNucleiciAcidsiResearchaN2019aNilaNyffgmbyffhk 20.1 93

63 βighbresolutionNspatiotemporalNtranscriptomeNmappingNofNtomatoNfruitNdevelopmentNandNripeningcN
NatureiCommunicationsaN2018aNnaNhki 17.4 131

62 zlucidationNofNtheNMechanismsNofNLongbyistanceNmRNvNMovementNinNaNdTomatoNβeterograftN
SystemcNPlantiPhysiologyaN2018aNfllaNlijbljm 6.6 44

61 TranscriptomicNandNfunctionalNanalysisNofNcucumberNVxucumisNsativusNLcWNfruitNphloemNduringNearlyN
developmentcNPlantiJournalaN2018aNnkaNnmgbnnk 6.9 14

60 TranscriptomeNvnalysisNofNMangoNVMangiferaNindicaNLcWN ruitNzpidermalNPeelNtoNIdentifyNPutativeN
xuticlebvssociatedN×enescNScientificiReportsaN2017aNlaNikfkh 4.9 31
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59
TranscriptomeNanalysisNofNtheNwhiteflyaNwemisiaNtabaciNMzvMfNduringNfeedingNonNtomatoNinfectedN
withNtheNcrinivirusaNTomatoNchlorosisNvirusaNidentifiesNaNtemporalNshiftNinNgeneNexpressionNandN
differentialNregulationNofNnovelNorphanNgenescNBMCiGenomicsaN2017aNfmaNhle

4.5 28

58 yraftNgenomeNofNspinachNandNtranscriptomeNdiversityNofNfgeNSpinaciaNaccessionscNNaturei
CommunicationsaN2017aNmaNfjglj 17.4 90

57 TvLNeffectorNdrivenNinductionNofNaNSWzzTNgeneNconfersNsusceptibilityNtoNbacterialNblightNofNcottoncN
NatureiCommunicationsaN2017aNmaNfjjmm 17.4 88

56
xomprehensiveNTranscriptomeNvnalysesNRevealNthatNPotatoNSpindleNTuberNViroidNTriggersN
×enomebWideNxhangesNinNvlternativeNSplicingaNInducibleNbvctingNvctivityNofNPhasedNSecondaryNSmallN
InterferingNRNvsaNandNImmuneNResponsescNJournaliofiVirologyaN2017aNnfaN

6.6 73

55 TheNTomatoNzxpressionNvtlascNBioinformaticsaN2017aNhhaNghnlbghnm 7.2 39

54 UseNofNRNvbseqNdataNtoNidentifyNandNvalidateNRTbqPxRNreferenceNgenesNforNstudyingNtheN
tomatobPseudomonasNpathosystemcNScientificiReportsaN2017aNlaNiinej 4.9 39

53 xomprehensiveNtranscriptomeNanalysesNrevealNtomatoNplantNresponsesNtoNtobaccoNrattleN
virusbbasedNgeneNsilencingNvectorscNScientificiReportsaN2017aNlaNnllf 4.9 11

52 yistinctNMechanismsNofNtheNORvN×zNProteinNinNxontrollingNxarotenoidN luxcNPlantiPhysiologyaN2017aN
flhaNhlkbhmn 6.6 69

51 VirusyetectoNvnNautomatedNpipelineNforNefficientNvirusNdiscoveryNusingNdeepNsequencingNofNsmallN
RNvscNVirologyaN2017aNjeeaNfhebfhm 3.6 115

50 VascularbmediatedNsignallingNinvolvedNinNearlyNphosphateNstressNresponseNinNplantscNNatureiPlantsaN
2016aNgaNfkehh 11.5 80

49
vNnovelNmethodNofNtranscriptomeNinterpretationNrevealsNaNquantitativeNsuppressiveNeffectNonN
tomatoNimmuneNsignalingNbyNtwoNdomainsNinNaNsingleNpathogenNeffectorNproteincNBMCiGenomicsaN
2016aNflaNggn

4.5 5

48 IdentificationNofNmiRNvsNandNtheirNtargetsNthroughNhighbthroughputNsequencingNandNdegradomeN
analysisNinNmaleNandNfemaleNvsparagusNofficinaliscNBMCiPlantiBiologyaN2016aNfkaNme 5.3 23

47
xomprehensiveNTranscriptomeNProfilingNRevealsNLongNNoncodingNRNvNzxpressionNandNvlternativeN
SplicingNRegulationNduringN ruitNyevelopmentNandNRipeningNinNKiwifruitNVvctinidiaNchinensisWcN
FrontiersiiniPlantiScienceaN2016aNlaNhhj

6.2 54

46 IdentificationNofNaNxhromosomeNiN ruitN lavorNandNNutritionalNQualitybvssociatedNMetaboliteNQTLcN
FrontiersiiniPlantiScienceaN2016aNlaNfklf 6.2 19

45 TheNdraftNgenomeNofNwhiteflyNwemisiaNtabaciNMzvMfaNaNglobalNcropNpestaNprovidesNnovelNinsightsN
intoNvirusNtransmissionaNhostNadaptationaNandNinsecticideNresistancecNBMCiBiologyaN2016aNfiaNffe 7.3 178

44 iTvKoNvNProgramNforN×enomebwideNPredictionNand´ xlassificationNofNPlantNTranscriptionN actorsaN
TranscriptionalNRegulatorsaNandNProteinNKinasescNMoleculariPlantaN2016aNnaNfkklbfkle 14.4 352

43 zvolutionaryNandNexpressionNanalysisNofNaNMvySbboxNgeneNsuperfamilyNinvolvedNinNovuleN
developmentNofNseededNandNseedlessNgrapevinescNMoleculariGeneticsiandiGenomicsaN2015aNgneaNmgjbik 3.1 29

42 SuppressingNSorbitolNSynthesisNSubstantiallyNvltersNtheN×lobalNzxpressionNProfileNofNStressN
ResponseN×enesNinNvppleNVMalusNdomesticaWNLeavescNPlantiandiCelliPhysiologyaN2015aNjkaNflimbkf 4.9 21

(2015-2017)
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41 ×enomebwideNIdentificationNandNzxpressionNvnalysisNofNtheNxyPKN×eneN amilyNinN×rapeaNVitisNsppcN
BMCiPlantiBiologyaN2015aNfjaNfki 5.3 57

40  irstNcompleteNgenomeNsequenceNofNanNemergingNcucumberNgreenNmottleNmosaicNvirusNisolateNinN
northNamericacNGenomeiAnnouncementsaN2015aNhaN 10

39 xompleteN×enomeNSequenceNofNanNzmergingNMelonNNecroticNSpotNVirusNIsolateNInfectingN
×reenhouseNxucumberNinNNorthNvmericacNGenomeiAnnouncementsaN2015aNhaN 4

38 vNdynamicNevolutionaryNandNfunctionalNlandscapeNofNplantNphasedNsmallNinterferingNRNvscNBMCi
BiologyaN2015aNfhaNhg 7.3 50

37 xomprehensiveNTissuebSpecificNTranscriptomeNvnalysisNRevealsNyistinctNRegulatoryNProgramsN
duringNzarlyNTomatoN ruitNyevelopmentcNPlantiPhysiologyaN2015aNfkmaNfkmiblef 6.6 86

36 xompleteN×enomeNSequenceNofNaNTomatobInfectingNTomatoNMottleNMosaicNVirusNinNNewNYorkcN
GenomeiAnnouncementsaN2015aNhaN 7

35
vNbulkNsegregantNtranscriptomeNanalysisNrevealsNmetabolicNandNcellularNprocessesNassociatedNwithN
OrangeNallelicNvariationNandNfruitN˛†bcaroteneNaccumulationNinNmelonNfruitcNBMCiPlantiBiologyaN2015aN
fjaNgli

5.3 35

34 vNtomatoNphloembmobileNproteinNregulatesNtheNshootbtobrootNratioNbyNmediatingNtheNauxinNresponseN
inNdistantNorganscNPlantiJournalaN2015aNmhaNmjhbkh 6.9 44

33 xompleteN×enomeNSequenceNofNSouthernNtomatoNvirusNIdentifiedNinNxhinaNUsingNNextb×enerationN
SequencingcNGenomeiAnnouncementsaN2015aNhaN 14

32 zthyleneNsuppressesNtomatoNVSolanumNlycopersicumWNfruitNsetNthroughNmodificationNofNgibberellinN
metabolismcNPlantiJournalaN2015aNmhaNghlbjf 6.9 76

31 xomparativeNTranscriptomeNvnalysisNofNxultivatedNandNWildNWatermelonNduringN ruitNyevelopmentcN
PLoSiONEaN2015aNfeaNeefhegkl 3.7 61

30 xomparativeNTranscriptomesNvnalysisNofNRedbNandNWhiteb leshedNvpplesNinNanN fNPopulationNofN
MalusNsieversiiNfcNniedzwetzkyanaNxrossedNwithNMcNdomesticaNU ujiUcNPLoSiONEaN2015aNfeaNeefhhikm 3.7 22

29 xompleteN×enomeNSequenceNofNSouthernNtomatoNvirusNNaturallyNInfectingNTomatoesNinN
wangladeshcNGenomeiAnnouncementsaN2015aNhaN 9

28 ×enomebwideNidentificationNandNanalysisNofNtheNappleNVMalusNˆ�NdomesticaNworkhcWNTI YNgeneNfamilycN
TreeiGeneticsiandiGenomesaN2015aNffaNf 2.1 32

27 yeNnovoNandNcomparativeNtranscriptomeNanalysisNofNcultivatedNandNwildNspinachcNScientificiReportsaN
2015aNjaNfllek 4.9 34

26 TomatoN×OLyzNgbLIKzNtranscriptionNfactorsNrevealNmolecularNgradientsNthatNfunctionNduringNfruitN
developmentNandNripeningcNPlantiCellaN2014aNgkaNjmjbkef 11.6 107

25 zvolutionNandNexpressionNanalysisNofNtheNgrapeNVVitisNviniferaNLcWNWRKYNgeneNfamilycNJournaliofi
ExperimentaliBotanyaN2014aNkjaNfjfhbgm 7 169

24
TranscriptomicNanalysisNrevealsNtomatoNgenesNwhoseNexpressionNisNinducedNspecificallyNduringN
effectorbtriggeredNimmunityNandNidentifiesNtheNzpkfNproteinNkinaseNwhichNisNrequiredNforNtheNhostN
responseNtoNthreeNbacterialNeffectorNproteinscNGenomeiBiologyaN2014aNfjaNing

18.3 52
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23 ModulationNofNRNvNpolymeraseNIINphosphorylationNdownstreamNofNpathogenNperceptionN
orchestratesNplantNimmunitycNCelliHostiandiMicrobeaN2014aNfkaNlimbjm 23.4 47

22 xomprehensiveNanalysisNofNexpressedNsequenceNtagsNfromNcultivatedNandNwildNradishNVRaphanusN
sppcWcNBMCiGenomicsaN2013aNfiaNlgf 4.5 15

21 ×enomebwideNidentificationaNevolutionaryNandNexpressionNanalysisNofNtheNasparticNproteaseNgeneN
superfamilyNinNgrapecNBMCiGenomicsaN2013aNfiaNjji 4.5 59

20 TranscriptomicsbbasedNscreenNforNgenesNinducedNbyNflagellinNandNrepressedNbyNpathogenNeffectorsN
identifiesNaNcellNwallbassociatedNkinaseNinvolvedNinNplantNimmunitycNGenomeiBiologyaN2013aNfiaNRfhn 18.3 92

19 xomparativeNgenomicsNrevealsNcandidateNcarotenoidNpathwayNregulatorsNofNripeningNwatermelonN
fruitcNBMCiGenomicsaN2013aNfiaNlmf 4.5 77

18 TheNdraftNgenomeNofNwatermelonNVxitrullusNlanatusWNandNresequencingNofNgeNdiverseNaccessionscN
NatureiGeneticsaN2013aNijaNjfbm 36.3 503

17 ×enomebwideNidentificationNandNanalysisNofNtheNSwPbboxNfamilyNgenesNinNappleNVMalusNˆ�NdomesticaN
workhcWcNPlantiPhysiologyiandiBiochemistryaN2013aNleaNfeebfi 5.4 92

16 ×enomebwideNidentificationNandNanalysisNofNtheNaldehydeNdehydrogenaseNVvLyβWNgeneNsuperfamilyN
inNappleNVMalusNˆ�NdomesticaNworkhcWcNPlantiPhysiologyiandiBiochemistryaN2013aNlfaNgkmbmg 5.4 26

15 SinglebbaseNresolutionNmethylomesNofNtomatoNfruitNdevelopmentNrevealNepigenomeNmodificationsN
associatedNwithNripeningcNNatureiBiotechnologyaN2013aNhfaNfjibn 44.5 493

14 IncompleteNtransferNofNaccessoryNlociNinfluencingNSbMvTzNexpressionNunderliesNgeneticNbackgroundN
effectsNforNaluminumNtoleranceNinNsorghumcNPlantiJournalaN2013aNlhaNglkbmm 6.9 27

13 vnNNvxNtranscriptionNfactorNcontrolsNethylenebregulatedNcellNexpansionNinNflowerNpetalscNPlanti
PhysiologyaN2013aNfkhaNlljbnf 6.6 87

12 RadishwaseoNaNdatabaseNforNgenomicsNandNgeneticsNofNradishcNPlantiandiCelliPhysiologyaN2013aNjiaNeh 4.9 26

11 IntegrativeNanalysisNofNmiRNvNandNmRNvNprofilesNinNresponseNtoNethyleneNinNroseNpetalsNduringN
flowerNopeningcNPLoSiONEaN2013aNmaNekigne 3.7 60

10 vNcostbeffectiveNmethodNforNIlluminaNsmallNRNvbSeqNlibraryNpreparationNusingNTiNRNvNligaseNfN
adenylatedNadapterscNPlantiMethodsaN2012aNmaNif 5.8 45

9 TheNtomatoNgenomeNsequenceNprovidesNinsightsNintoNfleshyNfruitNevolutioncNNatureaN2012aNimjaNkhjbif 50.4 2138

8 RhNvxgNandNRhzXPviNareNinvolvedNinNtheNregulationNofNdehydrationNtoleranceNduringNtheN
expansionNofNroseNpetalscNPlantiPhysiologyaN2012aNfkeaNgekibmg 6.6 90

7 βighbthroughputNilluminaNstrandbspecificNRNvNsequencingNlibraryNpreparationcNColdiSpringiHarbori
ProtocolsaN2011aNgeffaNniebn 1.2 310

6 ivssembleroNaNpackageNforNdeNnovoNassemblyNofNRochebijidSangerNtranscriptomeNsequencescNBMCi
BioinformaticsaN2011aNfgaNijh 3.6 111

(2011-2014)
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5 vnalysisNofNexpressedNsequenceNtagsNgeneratedNfromNfullblengthNenrichedNcyNvNlibrariesNofNmeloncN
BMCiGenomicsaN2011aNfgaNgjg 4.5 47

4 xharacterizationNofNtranscriptomeNdynamicsNduringNwatermelonNfruitNdevelopmentoNsequencingaN
assemblyaNannotationNandNgeneNexpressionNprofilescNBMCiGenomicsaN2011aNfgaNiji 4.5 97

3 TomatoN unctionalN×enomicsNyatabaseoNaNcomprehensiveNresourceNandNanalysisNpackageNforNtomatoN
functionalNgenomicscNNucleiciAcidsiResearchaN2011aNhnaNyffjkbkh 20.1 83

2 TissuebNandNcellbtypeNspecificNtranscriptomeNprofilingNofNexpandingNtomatoNfruitNprovidesNinsightsN
intoNmetabolicNandNregulatoryNspecializationNandNcuticleNformationcNPlantiCellaN2011aNghaNhmnhbnfe 11.6 162

1 TranscriptomeNsequencingNandNcomparativeNanalysisNofNcucumberNflowersNwithNdifferentNsexNtypescN
BMCiGenomicsaN2010aNffaNhmi 4.5 146
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