
Tetsuya Sakurai

ListgofgPublicationsgbygYearging
DescendinggOrder

Source:ghttps:xxexalyvcomxauthorupdfx8161y4yxtetsuyausakuraiupublicationsubyuyearvpdf

Version:g2y24uy4u25g

ThisgdocumentghasgbeenggeneratedgbasedgongthegpublicationsgandgcitationsgrecordedgbygexalyvcomvgForg

theglatestgversiongofgthisgpublicationglisttgvisitgtheglinkggivengabovev

ThegthirdgcolumngisgthegimpactgfactorgoIFpgofgthegjournaltgandgthegfourthgcolumngisgthegnumbergofg

citationsgofgthegarticlev

89
papers

12,425
citations

50
h-index

90
g-index

90
ext. papers

13,968
ext. citations

7.1
avg, IF

5.14
L-index



j Paper IF Citations

89 zevelopmentMofMxladeMyellsMandMRhizoidMyellsMwsepticallyMIsolatedMfromMtheMMulticellularMLeafyM
SeaweedMTltqiTgtqGayraliaMoxyspermaTltqeiTgtqdMCytologiabM2022bMnmbMgmchh 0.9 1

88 MetaboliteephytohormonecgeneMregulatoryMnetworksMinMsoybeanMorgansMunderMdehydrationM
conditionsMrevealedMbyMintegrationManalysisdMPlantmJournalbM2020bMgfibMgomchgg 6.9 5

87 wMgenomeMresourceMforMgreenMmilletMSetariaMviridisMenablesMdiscoveryMofMagronomicallyMvaluableMlocidM
NaturemBiotechnologybM2020bMinbMghficghgf 44.5 43

86 TranscriptionalMalterationsMduringMproliferationMandMlignificationMinMPhyllostachysMnigraMcellsdM
ScientificmReportsbM2018bMnbMggijm 4.9 7

85 IdentificationMofMwrabidopsisMgenicMandMnoncgenicMpromotersMbyMpairedcendMsequencingMofMTSSMtagsdM
PlantmJournalbM2017bMofbMknmclfk 6.9 14

84 wlgacPrwSMVwlgalMProteinMwnnotationMSuiteWpMwMzatabaseMofMyomprehensiveMwnnotationMinMwlgalM
ProteomesdMPlantmandmCellmPhysiologybM2017bMknbMel 4.9 8

83 zesignMofManMoptimalMpromoterMinvolvedMinMtheMheatcinducedMtranscriptionalMpathwayMinMwrabidopsisbM
soybeanbMriceMandMmaizedMPlantmJournalbM2017bMnobMlmgclnf 6.9 16

82 zraftMgenomeMassemblyMandMannotationMofMGlycyrrhizaMuralensisbMaMmedicinalMlegumedMPlantmJournalbM
2017bMnobMgngcgoj 6.9 94

81 ziurnalMTranscriptomeMandMGeneMNetworkMRepresentedMthroughMSparseMModelingMindMFrontiersminm
PlantmSciencebM2017bMnbMhfkk 6.2 9

80 wnalysisMofMsingleMnucleotideMpolymorphismsMbasedMonMRNwMsequencingMdataMofMdiverseM
biocgeographicalMaccessionsMinMbarleydMScientificmReportsbM2016bMlbMiigoo 4.9 10

79 –fficientMandMHeritableMTargetedMMutagenesisMinMMossesMUsingMtheMyRISPReyasoMSystemdMPlantmandm
CellmPhysiologybM2016bMkmbMhlffchlgf 4.9 24

78
yhemicalMwssignmentMofMStructuralMIsomersMofMSulfurcyontainingMMetabolitesMinMGarlicMbyMLiquidM
yhromatographyc¶ourierMTransformMIonMyyclotronMResonancecMassMSpectrometrydMJournalmofm
NutritionbM2016bMgjlbMiomScjfhS

4.1 24

77
yassavaMVManihotMesculentaWMtranscriptomeManalysisMinMresponseMtoMinfectionMbyMtheMfungusM
yolletotrichumMgloeosporioidesMusingManMoligonucleotideczNwMmicroarraydMJournalmofmPlantmResearch
bM2016bMghobMmggcmhl

2.6 21

76 GenomecwideManalysisMrevealsMphytohormoneMactionMduringMcassavaMstorageMrootMinitiationdMPlantm
MolecularmBiologybM2015bMnnbMkigcji 4.6 29

75 TranscriptomeManalysisMofMthermogenicMwrumMconcinnatumMrevealsMtheMmolecularMcomponentsMofM
floralMscentMproductiondMScientificmReportsbM2015bMkbMnmki 4.9 21

74 TranscriptomeManalysisMofMhormonecinducedMgeneMexpressionMinMxrachypodiumMdistachyondMScientificm
ReportsbM2015bMkbMgjjml 4.9 31

73 yontentMofMintrinsicMdisorderMinfluencesMtheMoutcomeMofMcellcfreeMproteinMsynthesisdMScientificm
ReportsbM2015bMkbMgjfmo 4.9 7
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72 InMSilicoMwnalysisMofMyorrelationsMbetweenMProteinMzisorderMandMPostcTranslationalMModificationsMinM
wlgaedMInternationalmJournalmofmMolecularmSciencesbM2015bMglbMgonghcik 6.3 16

71 WholeMtranscriptomeManalysisMusingMnextcgenerationMsequencingMofMsterilecculturedM–iseniaMandreiM
forMimmuneMsystemMresearchdMPLoSmONEbM2015bMgfbMefggnknm 3.7 5

70 PlantcPrwSpMaMdatabaseMofMphysicochemicalMandMstructuralMpropertiesMandMnovelMfunctionalMregionsMinM
plantMproteomesdMPlantmandmCellmPhysiologybM2015bMklbMegg 4.9 13

69
zeterminationMofMgrowthMstagesMandMmetabolicMprofilesMinMxrachypodiumMdistachyonMforM
comparisonMofMdevelopmentalMcontextMwithMTriticeaeMcropsdMProceedingsmofmthemRoyalmSocietymB:m
BiologicalmSciencesbM2015bMhnhbM

4.4 16

68 ppdbpMplantMpromoterMdatabaseMversionMidfdMNucleicmAcidsmResearchbM2014bMjhbMzggnncoh 20.1 50

67 yorrelationsMbetweenMpredictedMproteinMdisorderMandMpostctranslationalMmodificationsMinMplantsdM
BioinformaticsbM2014bMifbMgfokcggfi 7.2 31

66 RwRG–MIIpManMintegratedMphenotypeMdatabaseMofMwrabidopsisMmutantMtraitsMusingMaMcontrolledM
vocabularydMPlantmandmCellmPhysiologybM2014bMkkbMej 4.9 19

65
youplingMdeepMtranscriptomeManalysisMwithMuntargetedMmetabolicMprofilingMinMOphiorrhizaMpumilaMtoM
furtherMtheMunderstandingMofMtheMbiosynthesisMofMtheManticcancerMalkaloidMcamptothecinMandM
anthraquinonesdMPlantmandmCellmPhysiologybM2013bMkjbMlnlcol

4.9 67

64
yombinationMofMliquidMchromatographyc¶ourierMtransformMionMcyclotronMresonancecmassM
spectrometryMwithMgiyclabelingMforMchemicalMassignmentMofMsulfurccontainingMmetabolitesMinMonionM
bulbsdMAnalyticalmChemistrybM2013bMnkbMgigfck

7.8 68

63
TheMyhloroplastM¶unctionMzatabaseMIIpMaMcomprehensiveMcollectionMofMhomozygousMmutantsMandM
theirMphenotypicegenotypicMtraitsMforMnuclearcencodedMchloroplastMproteinsdMPlantmandmCellm
PhysiologybM2013bMkjbMeh

4.9 27

62 PRIMeMUpdatepMinnovativeMcontentMforMplantMmetabolomicsMandMintegrationMofMgeneMexpressionMandM
metaboliteMaccumulationdMPlantmandmCellmPhysiologybM2013bMkjbMek 4.9 72

61 UniVIOpMaMmultipleMomicsMdatabaseMwithMhormonomeMandMtranscriptomeMdataMfromMricedMPlantmandm
CellmPhysiologybM2013bMkjbMeo 4.9 31

60
TreeT¶zxpManMintegrativeMdatabaseMofMtheMtranscriptionMfactorsMfromMsixMeconomicallyMimportantM
treeMcropsMforMfunctionalMpredictionsMandMcomparativeMandMfunctionalMgenomicsdMDNAmResearchbM2013
bMhfbMgkgclh

4.5 23

59 GlycyrrhizaMuralensisMtranscriptomeMlandscapeMandMstudyMofMphytochemicalsdMPlantmandmCellm
PhysiologybM2013bMkjbMlomcmgf 4.9 62

58 GenomecwideMdiscoveryMandMinformationMresourceMdevelopmentMofMzNwMpolymorphismsMinMcassavadM
PLoSmONEbM2013bMnbMemjfkl 3.7 10

57 LargecscaleMcollectionMandManalysisMofMfullclengthMczNwsMfromMxrachypodiumMdistachyonMandM
integrationMwithMPooideaeMsequenceMresourcesdMPLoSmONEbM2013bMnbMemkhlk 3.7 25

56 IdentificationMofMciscactingMpromoterMelementsMinMcoldcMandMdehydrationcinducedMtranscriptionalM
pathwaysMinMwrabidopsisbMricebMandMsoybeandMDNAmResearchbM2012bMgobMimcjo 4.5 183

55 wMsecondMgenerationMframeworkMforMtheManalysisMofMmicrosatellitesMinMexpressedMsequenceMtagsMandM
theMdevelopmentMofM–STcSSRMmarkersMforMaMconiferbMyryptomeriaMjaponicadMBMCmGenomicsbM2012bMgibMgil 4.5 54

(2012-2015)
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54 RIK–NMtandemMmassMspectralMdatabaseMVReSpectWMforMphytochemicalspMaMplantcspecificMMSeMScbasedM
dataMresourceMandMdatabasedMPhytochemistrybM2012bMnhbMincjk 4 214

53 RIK–NMyassavaMInitiativepM–stablishmentMofMaMyassavaM¶unctionalMGenomicsMPlatformdMTropicalmPlantm
BiologybM2012bMkbMggfcggl 1.6 9

52 TranscriptomeManalysisMusingMaMhighcdensityMoligomicroarrayMunderMdroughtMstressMinMvariousM
genotypesMofMcassavapManMimportantMtropicalMcropdMDNAmResearchbM2012bMgobMiikcjk 4.5 79

51
Rice¶OXpMaMdatabaseMofMwrabidopsisMmutantMlinesMoverexpressingMriceMfullclengthMczNwMthatMcontainsM
aMwideMrangeMofMtraitMinformationMtoMfacilitateManalysisMofMgeneMfunctiondMPlantmandmCellmPhysiologybM
2011bMkhbMhlkcmi

4.9 55

50 InMsilicoManalysisMofMtranscriptionMfactorMrepertoiresMandMpredictionMofMstresscresponsiveMtranscriptionM
factorsMfromMsixMmajorMgramineaeMplantsdMDNAmResearchbM2011bMgnbMihgcih 4.5 38

49 GlobalMlandscapeMofMaMcocexpressedMgeneMnetworkMinMbarleyMandMitsMapplicationMtoMgeneMdiscoveryMinM
TriticeaeMcropsdMPlantmandmCellmPhysiologybM2011bMkhbMmnkcnfi 4.9 55

48 GenomeMsequenceMofMtheMpalaeopolyploidMsoybeandMNaturebM2010bMjlibMgmncni 50.4 2997

47
TheMyhloroplastM¶unctionMzatabasepMaMlargecscaleMcollectionMofMwrabidopsisMzseSpmcMorM
TczNwctaggedMhomozygousMlinesMforMnuclearcencodedMchloroplastMproteinsbMandMtheirMsystematicM
phenotypeManalysisdMPlantmJournalbM2010bMlgbMkhocjh

6.9 54

46 LegumeT¶zxpManMintegrativeMdatabaseMofMGlycineMmaxbMLotusMjaponicusMandMMedicagoMtruncatulaM
transcriptionMfactorsdMBioinformaticsbM2010bMhlbMhofcg 7.2 66

45 wtMet–xpressMdevelopmentpMaMphytochemicalMatlasMofMwrabidopsisMdevelopmentdMPlantmPhysiologybM
2010bMgkhbMkllcmn 6.6 149

44 sOR¶MfinderpMaMprogramMpackageMtoMidentifyMsmallMopenMreadingMframesMwithMhighMcodingMpotentialdM
BioinformaticsbM2010bMhlbMioocjff 7.2 130

43 GenomecwideManalysisMofMtwoccomponentMsystemsMandMpredictionMofMstresscresponsiveM
twoccomponentMsystemMmembersMinMsoybeandMDNAmResearchbM2010bMgmbMifichj 4.5 63

42 TowardMgenomecwideMmetabolotypingMandMelucidationMofMmetabolicMsystempMmetabolicMprofilingMofM
largecscaleMbioresourcesdMJournalmofmPlantmResearchbM2010bMghibMhogcn 2.6 13

41 InMsilicoManalysisMofMtranscriptionMfactorMrepertoireMandMpredictionMofMstressMresponsiveMtranscriptionM
factorsMinMsoybeandMDNAmResearchbM2009bMglbMikiclo 4.5 76

40 SystematicMapproachesMtoMusingMtheM¶OXMhuntingMsystemMtoMidentifyMusefulMriceMgenesdMPlantmJournalbM
2009bMkmbMnnicoj 6.9 99

39 HeterogeneityMofMwrabidopsisMcoreMpromotersMrevealedMbyMhighcdensityMTSSManalysisdMPlantmJournalbM
2009bMlfbMikfclh 6.9 81

38 Tri¶LzxpMaMdatabaseMofMclusteredMfullclengthMcodingMsequencesMfromMTriticeaeMwithMapplicationsMtoM
comparativeMgrassMgenomicsdMPlantmPhysiologybM2009bMgkfbMggikcjl 6.6 80

37 WidelyMtargetedMmetabolomicsMbasedMonMlargecscaleMMSeMSMdataMforMelucidatingMmetaboliteM
accumulationMpatternsMinMplantsdMPlantmandmCellmPhysiologybM2009bMkfbMimcjm 4.9 205
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36 TheMwtGen–xpressMhormoneMandMchemicalMtreatmentMdataMsetpMexperimentalMdesignbMdataM
evaluationbMmodelMdataManalysisMandMdataMaccessdMPlantmJournalbM2008bMkkbMkhlckjh 6.9 383

35 LargecscaleMcollectionMandMannotationMofMfullclengthMenrichedMczNwsMfromMaMmodelMhalophytebM
ThellungiellaMhalophiladMBMCmPlantmBiologybM2008bMnbMggk 5.3 52

34 TriM–zxpMaMdatabaseMtoMintegrateMtranscribedMmarkersMandMfacilitateMgeneticMstudiesMofMtheMtribeM
TriticeaedMBMCmPlantmBiologybM2008bMnbMmh 5.3 16

33 SequencingMandManalysisMofMapproximatelyMjfbfffMsoybeanMczNwMclonesMfromMaMfullclengthcenrichedM
czNwMlibrarydMDNAmResearchbM2008bMgkbMiiicjl 4.5 86

32 TheMwtGen–xpressMhormoneMandMchemicalMtreatmentMdataMsetpMexperimentalMdesignbMdataM
evaluationbMmodelMdataManalysisMandMdataMaccessdMPlantmJournalbM2008bMkkbMkhlcjh 6.9 238

31 PRIMepMaMWebMsiteMthatMassemblesMtoolsMforMmetabolomicsMandMtranscriptomicsdMInmSilicomBiologybM
2008bMnbMiiocjk 2 141

30 SequencingManalysisMofMhfbfffMfullclengthMczNwMclonesMfromMcassavaMrevealsMlineageMspecificM
expansionsMinMgeneMfamiliesMrelatedMtoMstressMresponsedMBMCmPlantmBiologybM2007bMmbMll 5.3 78

29 IdentificationMofMplantMpromoterMconstituentsMbyManalysisMofMlocalMdistributionMofMshortMsequencesdM
BMCmGenomicsbM2007bMnbMlm 4.5 117

28 yuratedMgenomeMannotationMofMOryzaMsativaMsspdMjaponicaMandMcomparativeMgenomeManalysisMwithM
wrabidopsisMthalianadMGenomemResearchbM2007bMgmbMgmkcni 9.7 200

27 ¶unctionalMannotationMofMgobnjgMPopulusMnigraMfullclengthMenrichedMczNwMclonesdMBMCmGenomicsbM
2007bMnbMjjn 4.5 31

26 wMflexibleMrepresentationMofMomicMknowledgeMforMthoroughManalysisMofMmicroarrayMdatadMPlantm
MethodsbM2006bMhbMk 5.8 8

25 wMtrialMofMphenomeManalysisMusingMjfffMzscinsertionalMmutantsMinMgeneccodingMregionsMofM
wrabidopsisdMPlantmJournalbM2006bMjmbMljfckg 6.9 96

24 MonitoringMexpressionMprofilesMofMwrabidopsisMgenesMduringMcoldMacclimationMandMdeacclimationM
usingMzNwMmicroarraysdMFunctionalmandmIntegrativemGenomicsbM2006bMlbMhghcij 3.8 118

23 RwRG–pMaMlargecscaleMdatabaseMofMRIK–NMwrabidopsisMresourcesMrangingMfromMtranscriptomeMtoM
phenomedMNucleicmAcidsmResearchbM2005bMiibMzljmckf 20.1 66

22 wMresourceMofMkbngjMdissociationMtransposonctaggedMandMsequencecindexedMlinesMofMwrabidopsisM
transposedMfromMstartMlociMonMchromosomeMkdMPlantmandmCellmPhysiologybM2005bMjlbMggjocki 4.9 52

21 RwRT¶pMdatabaseMandMtoolsMforMcompleteMsetsMofMwrabidopsisMtranscriptionMfactorsdMDNAmResearchbM
2005bMghbMhjmckl 4.5 115

20 wMcollectionMofMggMnffMsingleccopyMzsMtransposonMinsertionMlinesMinMwrabidopsisdMPlantmJournalbM2004bM
imbMnomcofk 6.9 183

19
MonitoringMtheMexpressionMprofilesMofMgenesMinducedMbyMhyperosmoticbMhighMsalinitybMandMoxidativeM
stressMandMabscisicMacidMtreatmentMinMwrabidopsisMcellMcultureMusingMaMfullclengthMczNwMmicroarraydM
PlantmMolecularmBiologybM2004bMklbMhockk

4.6 115

(2004-2008)
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18 yomparativeMgenomicsMinMsaltMtoleranceMbetweenMwrabidopsisMandMaRabidopsiscrelatedMhalophyteM
saltMcressMusingMwrabidopsisMmicroarraydMPlantmPhysiologybM2004bMgikbMglomcmfo 6.6 497

17 GenomecwideManalysisMofMalternativeMprecmRNwMsplicingMinMwrabidopsisMthalianaMbasedMonMfullclengthM
czNwMsequencesdMNucleicmAcidsmResearchbM2004bMihbMkfolcgfi 20.1 195

16 RIK–NMwrabidopsisMfullclengthMVRw¶LWMczNwMandMitsMapplicationsMforMexpressionMprofilingMunderM
abioticMstressMconditionsdMJournalmofmExperimentalmBotanybM2004bMkkbMhgichi 7 72

15 RyHgbMaMlocusMinMwrabidopsisMthatMconfersMresistanceMtoMtheMhemibiotrophicMfungalMpathogenM
yolletotrichumMhigginsianumdMMolecularmPlant-MicrobemInteractionsbM2004bMgmbMmjoclh 3.6 93

14 –xpressionMprofilesMofMwrabidopsisMphospholipaseMwMIIwMgeneMinMresponseMtoMbioticMandMabioticM
stressesdMPlantmandmCellmPhysiologybM2003bMjjbMghjlckh 4.9 47

13 IdentificationMofMwrabidopsisMgenesMregulatedMbyMhighMlightcstressMusingMczNwMmicroarraydM
PhotochemistrymandmPhotobiologybM2003bMmmbMhhlcii 3.6 166

12 IdentificationMofMwrabidopsisMGenesMRegulatedMbyMHighMLightâ��StressMUsingMczNwMMicroarray´¶dM
PhotochemistrymandmPhotobiologybM2003bMmmbMhhlchii 3.6 23

11 MonitoringMexpressionMprofilesMofMwrabidopsisMgeneMexpressionMduringMrehydrationMprocessMafterM
dehydrationMusingMcaMmfffMfullclengthMczNwMmicroarraydMPlantmJournalbM2003bMijbMnlncnm 6.9 223

10 –mpiricalManalysisMofMtranscriptionalMactivityMinMtheMwrabidopsisMgenomedMSciencebM2003bMifhbMnjhcl 33.3 782

9 TheMczNwMmicroarrayManalysisMusingManMwrabidopsisMpadiMmutantMrevealsMtheMexpressionMprofilesMandM
classificationMofMgenesMinducedMbyMwlternariaMbrassicicolaMattackdMPlantmandmCellmPhysiologybM2003bMjjbMimmcnm4.9 76

8 MonitoringMtheMexpressionMpatternMofMaroundMmbfffMwrabidopsisMgenesMunderMwxwMtreatmentsMusingM
aMfullclengthMczNwMmicroarraydMFunctionalmandmIntegrativemGenomicsbM2002bMhbMhnhcog 3.8 353

7 MonitoringMtheMexpressionMprofilesMofMmfffMwrabidopsisMgenesMunderMdroughtbMcoldMandMhighcsalinityM
stressesMusingMaMfullclengthMczNwMmicroarraydMPlantmJournalbM2002bMigbMhmocoh 6.9 1501

6 wMnewMresourceMofMlocallyMtransposedMzissociationMelementsMforMscreeningMgenecknockoutMlinesMinM
silicoMonMtheMwrabidopsisMgenomedMPlantmPhysiologybM2002bMghobMglokco 6.6 91

5 xipolarMlocalizationMofMputativeMphotoreceptorMproteinMforMphototaxisMinMthermophilicM
cyanobacteriumMSynechococcusMelongatusdMPlantmandmCellmPhysiologybM2002bMjibMgknkcn 4.9 10

4 ¶unctionalMannotationMofMaMfullclengthMwrabidopsisMczNwMcollectiondMSciencebM2002bMholbMgjgck 33.3 588

3 RIK–NMwrabidopsisMfullclengthMczNwMdatabasedMTrendsminmPlantmSciencebM2002bMmbMklhckli 13.1 3

2 GenomicMwnalysisMofMStressMRespnsehjnchlk 2

1 TheMSetariaMviridisMgenomeMandMdiversityMpanelMenablesMdiscoveryMofMaMnovelMdomesticationMgene 9
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