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38 ImprovementNofNtheNOryzaNsativaNNipponbareNreferenceNgenomeNusingNnextNgenerationNsequenceN
andNopticalNmapNdatadNRicebN2013bNlbNj 5.8 1110

37 RiceNwnnotationNProjectNzatabaseNWRwPczxYpNanNintegrativeNandNinteractiveNdatabaseNforNriceN
genomicsdNPlantpandpCellpPhysiologybN2013bNkjbNel 4.9 409

36 TheNRiceNwnnotationNProjectNzatabaseNWRwPczxYpNhffnNupdatedNNucleicpAcidspResearchbN2008bNilbNzgfhncii20.1 262

35 IntegrativeNannotationNofNhgbfimNhumanNgenesNvalidatedNbyNfullclengthNczNwNclonesdNPLoSpBiologybN
2004bNhbNeglh 9.7 255

34 yuratedNgenomeNannotationNofNOryzaNsativaNsspdNjaponicaNandNcomparativeNgenomeNanalysisNwithN
wrabidopsisNthalianadNGenomepResearchbN2007bNgmbNgmkcni 9.7 200

33 TheNRiceNwnnotationNProjectNzatabaseNWRwPczxYpNhubNforNOryzaNsativaNsspdNjaponicaNgenomeN
informationdNNucleicpAcidspResearchbN2006bNijbNzmjgcj 20.1 193

32 SimultaneousNRNwcseqNanalysisNofNaNmixedNtranscriptomeNofNriceNandNblastNfungusNinteractiondNPLoSp
ONEbN2012bNmbNejojhi 3.7 178

31 yomprehensiveNsequenceNanalysisNofNhjbmniNbarleyNfullclengthNczNwsNderivedNfromNghNcloneN
librariesdNPlantpPhysiologybN2011bNgklbNhfcn 6.6 165

30 GenomeNeditingNinNplantsNbyNengineeredNyRISPRcyasoNrecognizingNNGNPwMdNNaturepPlantsbN2019bNkbNgjcgm11.5 112

29 GenomecwideNtranscriptomeNanalysisNrevealsNthatNcadmiumNstressNsignalingNcontrolsNtheNexpressionN
ofNgenesNinNdroughtNstressNsignalNpathwaysNinNricedNPLoSpONEbN2014bNobNeolojl 3.7 83

28 wNnovelNriceNcytochromeNPjkfNgenebNyYPmhwigbNconfersNtoleranceNtoNacetolactateN
synthasecinhibitingNherbicidesNinNriceNandNwrabidopsisdNPlantpPhysiologybN2014bNgllbNghihcjf 6.6 73

27 MassiveNparallelNsequencingNofNmRNwNinNidentificationNofNunannotatedNsalinityNstresscinducibleN
transcriptsNinNriceNWOryzaNsativaNLdYdNBMCpGenomicsbN2010bNggbNlni 4.5 64

26 TENORpNzatabaseNforNyomprehensiveNmRNwcSeqNExperimentsNinNRicedNPlantpandpCellpPhysiologybN
2016bNkmbNem 4.9 54

25 yonstructionNofNpseudomoleculeNsequencesNofNtheNausNriceNcultivarNKasalathNforNcomparativeN
genomicsNofNwsianNcultivatedNricedNDNApResearchbN2014bNhgbNiomcjfk 4.5 53

24 TheNpowerNofNsingleNmoleculeNrealctimeNsequencingNtechnologyNinNtheNdeNnovoNassemblyNofNaN
eukaryoticNgenomedNScientificpReportsbN2015bNkbNglmnf 4.9 51

23 IndependentNdomesticationNofNwsianNriceNfollowedNbyNgeneNflowNfromNjaponicaNtoNindicadNMolecularp
BiologypandpEvolutionbN2012bNhobNgjmgco 8.3 51

22 mRNwcSeqNRevealsNaNyomprehensiveNTranscriptomeNProfileNofNRiceNunderNPhosphateNStressdNRicebN
2011bNjbNkfclk 5.8 36
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21 MassiveNgeneNlossesNinNwsianNcultivatedNriceNunveiledNbyNcomparativeNgenomeNanalysisdNBMCp
GenomicsbN2010bNggbNghg 4.5 32

20 EvolapNOrthologNdatabaseNofNallNhumanNgenesNinNHcInvzxNwithNmanualNcurationNofNphylogeneticN
treesdNNucleicpAcidspResearchbN2008bNilbNzmnmcoh 20.1 31

19 TwSUKEpNaNwebcbasedNvisualizationNprogramNforNlargecscaleNresequencingNdatadNBioinformaticsbN2013bN
hobNgnflcn 7.2 27

18 zistinctNevolutionaryNpatternsNofNOryzaNglaberrimaNdecipheredNbyNgenomeNsequencingNandN
comparativeNanalysisdNPlantpJournalbN2011bNllbNmolcnfk 6.9 24

17 TheNNipponbareNgenomeNandNtheNnextcgenerationNofNriceNgenomicsNresearchNinNJapandNRicebN2016bNobNii 5.8 18

16 MEGwNTEpNaNwebcbasedNsystemNforNintegratedNplantNgenomeNannotationdNPlantpandpCellpPhysiologybN
2014bNkkbNeh 4.9 17

15 TwSUKEapNaNwebcbasedNplatformNforNexploringNgenomecwideNassociationNstudiesNresultsNandN
largecscaleNresequencingNdatadNDNApResearchbN2019bNhlbNjjkcjkh 4.5 9

14 TranscriptomeNanalysisNofNbarleyNidentifiesNheatNshockNandNHzcZipNINtranscriptionNfactorsN
upcregulatedNinNresponseNtoNmultipleNabioticNstressesdNMolecularpBreedingbN2014bNijbNmlgcmln 3.4 8

13 MikanNGenomeNzatabaseNWMiGzYpNintegratedNdatabaseNofNgenomeNannotationbNgenomicNdiversitybN
andNywPSNmarkerNinformationNforNmandarinNmolecularNbreedingdNBreedingpSciencebN2020bNmfbNhffchgg 2 7

12 ForeignNzNwNdetectionNbyNhighcthroughputNsequencingNtoNregulateNgenomeceditedNagriculturalN
productsdNScientificpReportsbN2020bNgfbNjogj 4.9 6

11 SimultaneousNinductionNofNmutantNallelesNofNtwoNallergenicNgenesNinNsoybeanNbyNusingNsitecdirectedN
mutagenesisdNBMCpPlantpBiologybN2020bNhfbNkgi 5.3 6

10 GeneNtreeNdiscordanceNofNwildNandNcultivatedNwsianNriceNdecipheredNbyNgenomecwideNsequenceN
comparisondNGenebN2011bNjmmbNkiclf 3.8 5

9 GenomecwideNvalidationNofNMagnaportheNgriseaNgeneNstructuresNbasedNonNtranscriptionNevidencedN
FEBSpLettersbN2009bNknibNmomcnff 3.8 3

8 RiceNGenomeNwnnotationpNxeginningsNofNFunctionalNGenomicsN2007bNhgcif 3

7 GenomeNSequencesNofNOryzaNSpeciesN2018bNgchf 1

6 zatabasesNforNRiceNOmicsNStudiesN2018bNkjgckkj 1

5 zevelopmentNofNanNSSRNmarkercbasedNgeneticNlinkageNmapNandNidentificationNofNaNQTLNassociatedN
withNfloweringNtimeNindNBreedingpSciencebN2021bNmgbNijjciki 2 0

4 OmicsNdatabasesNforNplantNbreedingdNIkushugakupKenkyubN2017bNgobNjgcjm 0.1
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3 TheNFirstNMonocotNGenomeNSequencedNAdvancespinpBotanicalpResearchbN2014bNggocgik 2.2

2 xioinformaticsNandNzatabaseNofNtheNRiceNGenomedNBiotechnologypinpAgriculturepandpForestrybN2008bNgichg

1 SequencingNofNWheatNyhromosomeNlxpNTowardNFunctionalNGenomicsN2015bNgggcggl
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