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274 waplotypeImappingIuncoversIunexploredIvariationIinIwildIandIdomesticatedIsoybeanIatItheImajorI
proteinIlocusIcqërotW[[bYYITheoreticaldanddApplieddGeneticsVI2022VI]bdVI]ccb 6 1

273 venomeIpnalysisIofItheIqroadIwostIRangeI´ecrotrophIwighlightsIvenesIpssociatedIWithI
VirulenceYYIFrontiersdindPlantdScienceVI2022VI]bVIg]]]da 6.2

272 txpandingIveneWtditingIëotentialIinIrropIxmprovementIwithIëangenomesYYIInternationaldJournaldofd
MoleculardSciencesVI2022VIabVI 6.3 1

271 qrassicaInapusIgenesIRlmcIandIRlmfVIconferringIresistanceItoI–eptosphaeriaImaculansVIareIallelesI
ofItheIRlmhIwallWassociatedIkinaseWlikeIresistanceIlocusYYIPlantdBiotechnologydJournalVI2022VI 11.6 2

270 MachineIlearningImodelsIoutperformIdeepIlearningImodelsVIprovideIinterpretationIandIfacilitateI
featureIselectionIforIsoybeanItraitIpredictionYYIBMCdPlantdBiologyVI2022VIaaVI]g[ 5.3 0

269 pdvancingIdesignerIcropsIforIclimateIresilienceIthroughIanIintegratedIgenomicsIapproachYYICurrentd
OpiniondindPlantdBiologyVI2022VIefVI][aaa[ 9.9 0

268 MiningIofIrlonedIsiseaseIResistanceIveneIwomologsIRrsRwsSIinIqrassicaISpeciesIandIprabidopsisI
thalianaYIBiologyVI2022VI]]VIga] 4.9 0

267 ëroducingIwighWQualityISingleI´ucleotideIëolymorphismIsataIforIvenomeWWideIpssociationI
StudiesYIMethodsdindMoleculardBiologyVI2022VI]dbW]dh 1.4 1

266 pnISvSvenelossWqasedIMethodIforIronstructingIaIveneIëresenceâ��pbsenceITableIUsingIMosdepthYI
MethodsdindMoleculardBiologyVI2022VIfbWg[ 1.4 0

265 SearchingIforIwomologousIvenesIUsingIsaisychainYIMethodsdindMoleculardBiologyVI2022VIhdW][] 1.4

264
QuantitativeITraitI–ocusIMappingIofIResistanceItoITurnipIYellowsIVirusIinIandIandIxntrogressionIofI
TheseIResistancesIbyIResynthesisIxntoIpllotetraploidIëlantsIforIseploymentIinIYYIFrontiersdindPlantd
ScienceVI2021VI]aVIfg]bgd

6.2 2

263 TowardIhaplotypeIstudiesIinIpolyploidIplantsItoIassistIbreedingYIMoleculardPlantVI2021VI]cVI]hehW]hfa 14.4 0

262 pIchickpeaIgeneticIvariationImapIbasedIonItheIsequencingIofIbVbeeIgenomesYINatureVI2021VIdhhVIeaaWeaf50.4 15

261 venomicIpredictionIofIpreliminaryIyieldItrialsIinIchickpeaiItffectIofIfunctionalIannotationIofIS´ësI
andIenvironmentYIPlantdGenomeVI2021VIea[]ee 4.4 0

260 MaizeIYieldIëredictionIatIanItarlyIsevelopmentalIStageIUsingIMultispectralIxmagesIandIvenotypeI
sataIforIëreliminaryIwybridISelectionYIRemotedSensingVI2021VI]bVIbhfe 5 8

259 wighWThroughputIvenotypingITechnologiesIinIëlantITaxonomyYIMethodsdindMoleculardBiologyVI2021VI
aaaaVI]chW]ee 1.4 0

258
randidateIRlmeIresistanceIgenesIagainstI–eptosphaeriaYImaculansIidentifiedIthroughIaI
genomeWwideIassociationIstudyIinIqrassicaIjunceaIR–YSIrzernYITheoreticaldanddApplieddGeneticsVI2021VI
]bcVIa[bdWa[d[
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257 rropIbreedingIforIaIchangingIclimateiIintegratingIphenomicsIandIgenomicsIwithIbioinformaticsYI
TheoreticaldanddApplieddGeneticsVI2021VI]bcVI]effW]eh[ 6 10

256 StudyingItheIveneticIsiversityIofIYamIqeanIUsingIaI´ewIsraftIvenomeIpssemblyYIAgronomyVI2021VI
]]VIhdb 3.6 1

255 venomeIstructuralIevolutionIinIqrassicaIcropsYINaturedPlantsVI2021VIfVIfdfWfed 11.5 3

254 SequencingItheIUSspIcoreIsoybeanIcollectionIrevealsIgeneIlossIduringIdomesticationIandI
breedingYIPlantdGenomeVI2021VIea[][h 4.4 11

253 venotypeWtnvironmentImismatchIofIkelpIforestsIunderIclimateIchangeYIMoleculardEcologyVI2021VI
b[VIbfb[Wbfce 5.7 7

252 ResourcesIforIimageWbasedIhighWthroughputIphenotypingIinIcropsIandIdataIsharingIchallengesYI
PlantdPhysiologyVI2021VI]gfVIehhWf]d 6.6 3

251 StatusIandIadvancesIinIminingIforIblacklegIR–eptosphaeriaImaculansSIquantitativeIresistanceIRQRSI
inIoilseedIrapeIRqrassicaInapusSYITheoreticaldanddApplieddGeneticsVI2021VI]bcVIb]abWb]cd 6 1

250 SorghumIëanWvenomeItxploresItheIuunctionalIUtilityIforIvenomicWpssistedIqreedingItoIpccelerateI
theIveneticIvainYIFrontiersdindPlantdScienceVI2021VI]aVIeeebca 6.2 7

249 seI´ovoIS´ëIsiscoveryIandIvenotypingIofIxranianIëimpinellaISpeciesIUsingIddRpsISequencingYI
AgronomyVI2021VI]]VI]bca 3.6 1

248 TheIpangenomeIofIbananaIhighlightsIdifferencesIbetweenIgeneraIandIgenomesYIPlantdGenomeVI
2021VIea[][[ 4.4 10

247 TheIapplicationIofIpangenomicsIandImachineIlearningIinIgenomicIselectionIinIplantsYIPlantdGenomeVI
2021VI]cVIea[]]a 4.4 4

246 TheIrhickenIëanWvenomeIRevealsIveneIrontentIVariationIandIaIëromoterIRegionIseletionIinI
xvuaqë]IpffectingIqodyISizeYIMoleculardBiologydanddEvolutionVI2021VIbgVId[eeWd[g] 8.3 10

245 MachineIlearningIinIagricultureiIfromIsilosItoImarketplacesYIPlantdBiotechnologydJournalVI2021VI]hVIecgWed[11.6 8

244 pssemblyIofItheInonWheadingIpakIchoiIgenomeIandIcomparisonIwithItheIgenomesIofIheadingI
rhineseIcabbageIandItheIoilseedIyellowIsarsonYIPlantdBiotechnologydJournalVI2021VI]hVIheeWhfe 11.6 9

243 romparisonIandIevolutionaryIanalysisIofIqrassicaInucleotideIbindingIsiteIleucineIrichIrepeatIR´–RSI
genesIandIimportanceIforIdiseaseIresistanceIbreedingYIPlantdGenomeVI2021VI]cVIea[[e[ 4.4 2

242 MolecularIcharacterizationIofIdiseaseIresistanceIinIqrassicaIjunceaIâ��ITheIcurrentIstatusIandItheIwayI
forwardYIPlantdPathologyVI2021VIf[VI]bWbc 2.8 10

241 veneticIvariationIamongIcg]IdiverseIsoybeanIaccessionsVIinferredIfromIgenomicIreWsequencingYI
ScientificdDataVI2021VIgVId[ 8.2 13

240 venomicsIprmedIWithIsiversityI–eadsItheIWayIinIxmprovementIinIaIrhangingIvlobalItnvironmentYI
FrontiersdindGeneticsVI2021VI]aVIe[[fgh 4.5 8

(2021-2021)
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239 rurrentIstatusIofIstructuralIvariationIstudiesIinIplantsYIPlantdBiotechnologydJournalVI2021VI]hVIa]dbWa]eb11.6 7

238 sraftIvenomeIpssemblyIandITranscriptomeIsatasetIforIturopeanITurnipIRI–YIsspYISVItrscIrarryingI
rlubrootIResistanceYIFrontiersdindGeneticsVI2021VI]aVIed]ahg 4.5 2

237 pmborellaIgeneIpresenceZabsenceIvariationIisIassociatedIwithIabioticIstressIresponsesIthatImayI
contributeItoIenvironmentalIadaptationYINewdPhytologistVI2021VI 9.8 3

236 QT–IveneticIMappingIStudyIforITraitsIpffectingIMealIQualityIinIWinterI×ilseedIRapeIRI–YSYIGenesVI
2021VI]aVI 4.2 4

235 venomeWWideIxdentificationVItxpressionIandIuunctionalIpnalysisIRevealItheIxnvolvementIofI
urSW–ikeIZincIuingerIveneIuamilyIinISubmergenceIResponseIinIRiceYIRiceVI2021VI]cVIfe 5.8 2

234 ModellingIofIgeneIlossIpropensityIinItheIpangenomesIofIthreeIqrassicaIspeciesIsuggestsIdifferentI
mechanismsIbetweenIpolyploidsIandIdiploidsYIPlantdBiotechnologydJournalVI2021VI]hVIacggWad[[ 11.6 7

233 setectionIofItpistasisIforISeedIandISomeIëhytochemicalITraitsIinIrorianderIunderIsifferentI
xrrigationIRegimesYIAgronomyVI2021VI]]VI]gh] 3.6 0

232 RapidIdeliveryIsystemsIforIfutureIfoodIsecurityYINaturedBiotechnologyVI2021VIbhVI]]fhW]]g] 44.5 4

231 uastWforwardIbreedingIforIaIfoodWsecureIworldYITrendsdindGeneticsVI2021VIbfVI]]acW]]be 8.5 15

230 MarineIheatwavesIhaveIminimalIinfluenceIonItheIqualityIofIadultISydneyIrockIoysterIfleshYIScienced
ofdthedTotaldEnvironmentVI2021VIfhdVI]cggce 10.2 1

229 MappingIofIpartialIresistanceItoIëhytophthoraIsojaeIinIsoybeanIëxsIusingIwholeWgenomeI
sequencingIrevealsIaImajorIQT–YYIPlantdGenomeVI2021VIea[]gc 4.4 1

228 ëangenomicsIinIcropIimprovementWfromIcodingIstructuralIvariationsItoIfindingIregulatoryIvariantsI
withIpangenomeIgraphsYYIPlantdGenomeVI2021VIea[]ff 4.4 2

227 saisychainiISearchIandIxnteractiveIVisualisationIofIwomologsIinIvenomeIpssembliesYIAgronomyVI
2021VI]]VIadgf 3.6

226 RiceIbsIchromatinIstructureIcorrelatesIwithIsequenceIvariationIandImeioticIrecombinationIrateYI
CommunicationsdBiologyVI2020VIbVIabd 6.7 9

225
VirulenceZavirulenceIpatternsIamongI–eptosphaeriaImaculansIisolatesIdeterminesIexpressionIofI
resistanceVIsenescenceIandIyellowingIinIcotyledonsIofIqrassicaInapusYIEuropeandJournaldofdPlantd
PathologyVI2020VI]deVI][ffW][gh

2.1 0

224 TraitIassociationsIinItheIpangenomeIofIpigeonIpeaIRrajanusIcajanSYIPlantdBiotechnologydJournalVI
2020VI]gVI]hceW]hdc 11.6 36

223 rlimateIchangeIandItheIneedIforIagriculturalIadaptationYICurrentdOpiniondindPlantdBiologyVI2020VIdeVI]hfWa[a9.9 64

222 ëlantIpangenomicsiIapproachesVIapplicationsIandIadvancementsYICurrentdOpiniondindPlantdBiologyVI
2020VIdcVI]gWad 9.9 41
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221 venomeWWideIxdentificationIandItvolutionIofIReceptorW–ikeIzinasesIRR–zsSIandIReceptorIlikeI
ëroteinsIRR–ësSIinYIBiologyVI2020VI][VI 4.9 9

220 quildingIaIsuccessfulIinternationalIresearchIcommunityIthroughIdataIsharingiITheIcaseIofItheI
WheatIxnformationISystemIRWheatxSSYIFwvvvResearchVI2020VIhVIdbe 3.6 1

219 MethodIforIvenomeWWideIpssociationIStudyiIpISoybeanItxampleYIMethodsdindMoleculardBiologyVI
2020VIa][fVI]cfW]dg 1.4 0

218 RecentIuindingsIUnravelIvenesIandIveneticIuactorsIUnderlyingIResistanceIinIandIxtsIRelativesYI
InternationaldJournaldofdMoleculardSciencesVI2020VIaaVI 6.3 2

217 TheIimportanceIofIplantIpanWgenomesIinIbreedingYI2020VIafWba 4

216 xdentificationIandIQT–ImappingIofIresistanceItoITurnipIyellowsIvirusIRTuYVSIinIoilseedIrapeVI
qrassicaInapusYITheoreticaldanddApplieddGeneticsVI2020VI]bbVIbgbWbhb 6 11

215 TheIimprovedIassemblyIofIfs–IchromosomeIprovidesIinsightIintoItheIstructureIandIevolutionIofI
breadIwheatYIPlantdBiotechnologydJournalVI2020VI]gVIfbaWfca 11.6 3

214 rharacterizationIofIdiseaseIresistanceIgenesIinItheIqrassicaInapusIpangenomeIrevealsIsignificantI
structuralIvariationYIPlantdBiotechnologydJournalVI2020VI]gVIhehWhga 11.6 41

213 ëangenomicsIromesIofIpgeiIuromIqacteriaItoIëlantIandIpnimalIppplicationsYITrendsdindGeneticsVI
2020VIbeVI]baW]cd 8.5 57

212 SuperWëangenomeIbyIxntegratingItheIWildISideIofIaISpeciesIforIpcceleratedIrropIxmprovementYI
TrendsdindPlantdScienceVI2020VIadVI]cgW]dg 13.1 87

211 veneticIandIsignallingIpathwaysIofIdryIfruitIsizeiItargetsIforIgenomeIeditingWbasedIcropI
improvementYIPlantdBiotechnologydJournalVI2020VI]gVI]]acW]]c[ 11.6 21

210 pIwighWëerformanceISpectralWSpatialIResidualI´etworkIforIwyperspectralIxmageIrlassificationIwithI
SmallITrainingIsataYIRemotedSensingVI2020VI]aVIb]bf 5 6

209 xnducedIMethylationIinIëlantsIasIaIrropIxmprovementITooliIërogressIandIëerspectivesYIAgronomyVI
2020VI][VI]cgc 3.6 11

208 ëlantIpanWgenomesIareItheInewIreferenceYINaturedPlantsVI2020VIeVIh]cWha[ 11.5 129

207 urontiersIinIsissectingIandIManagingIsiseasesiIuromIReferenceWqasedIRvpIrandidateI
xdentificationItoIquildingIëanWRvpomesYIInternationaldJournaldofdMoleculardSciencesVI2020VIa]VI 6.3 6

206 venomeWwideIidentificationIandIcomparativeIanalysisIofIresistanceIgenesIinIqrassicaIjunceaYI
MoleculardBreedingVI2020VIc[VI] 3.4 10

205 ResistanceIveneIpnalogsIinItheIqrassicaceaeiIxdentificationVIrharacterizationVIsistributionVIandI
tvolutionYIPlantdPhysiologyVI2020VI]gcVIh[hWhaa 6.6 15

204 UnderstandingIwostWëathogenIxnteractionsIinIinItheI×micsItraYIPlantsVI2020VIhVI 4.5 12

(2020-2020)

5



203 tffectIofI–eptosphaeriaImaculansIxnfectionIonIëromoterIs´pIMethylationIofIsefenceIvenesIinI
qrassicaInapusYIAgronomyVI2020VI][VI][fa 3.6 4

202 –inkageImappingIandIQT–IanalysisIofIfloweringItimeIusingIddRpsIsequencingIwithIgenotypeIerrorI
correctionIinIqrassicaInapusYIBMCdPlantdBiologyVI2020VIa[VIdce 5.3 3

201 –egumeIëangenomeIronstructionIUsingIanIxterativeIMappingIandIpssemblyIppproachYIMethodsdind
MoleculardBiologyVI2020VIa][fVIbdWcf 1.4 3

200 pIreferenceIgenomeIforIpeaIprovidesIinsightIintoIlegumeIgenomeIevolutionYINaturedGeneticsVI2019VI
d]VI]c]]W]caa 36.3 157

199 UsingIvenomicsItoIpdaptIrropsItoIrlimateIrhangeI2019VIh]W][h 2

198 ëredictionIofIpathogenicityIgenesIinvolvedIinIadaptationItoIaIlupinIhostIinItheIfungalIpathogensI
qotrytisIcinereaIandISclerotiniaIsclerotiorumIviaIcomparativeIgenomicsYIBMCdGenomicsVI2019VIa[VIbgd 4.5 5

197 ResequencingIofIcahIchickpeaIaccessionsIfromIcdIcountriesIprovidesIinsightsIintoIgenomeI
diversityVIdomesticationIandIagronomicItraitsYINaturedGeneticsVI2019VId]VIgdfWgec 36.3 116

196 WildI×riginsIofIMacadamiaIsomesticationIxdentifiedIThroughIxntraspecificIrhloroplastIvenomeI
SequencingYIFrontiersdindPlantdScienceVI2019VI][VIbbc 6.2 31

195 ronstructionIandIcomparisonIofIthreeIreferenceWqualityIgenomeIassembliesIforIsoybeanYIPlantd
JournalVI2019VI][[VI][eeW][ga 6.9 32

194 VariationIinIabundanceIofIpredictedIresistanceIgenesIinItheIqrassicaIoleraceaIpangenomeYIPlantd
BiotechnologydJournalVI2019VI]fVIfghWg[[ 11.6 60

193 xnsightIintoItheIevolutionIandIfunctionalIcharacteristicsIofItheIpanWgenomeIassemblyIfromIsesameI
landracesIandImodernIcultivarsYIPlantdBiotechnologydJournalVI2019VI]fVIgg]Wgha 11.6 43

192 rropS´ëdbiIaIdatabaseIofIS´ëIarrayIdataIforIqrassicaIcropsIandIhexaploidIbreadIwheatYIPlantd
JournalVI2019VIhgVI]caW]da 6.9 16

191 pIdifferentialIkWmerIanalysisIpipelineIforIcomparingIR´pWSeqItranscriptomeIandI
metaWtranscriptomeIdatasetsIwithoutIaIreferenceYIFunctionaldanddIntegrativedGenomicsVI2019VI]hVIbebWbf]3.8 1

190 wighIintraspecificIdiversityIofIRestorerWofWfertilityWlikeIgenesIinIbarleyYIPlantdJournalVI2019VIhfVIag]Wahd 6.9 17

189 tstablishingIaIdistributedInationalIresearchIinfrastructureIprovidingIbioinformaticsIsupportItoIlifeI
scienceIresearchersIinIpustraliaYIBriefingsdindBioinformaticsVI2019VIa[VIbgcWbgh 13.4 8

188 xntegratedIphysicalImapIofIbreadIwheatIchromosomeIarmIfsSItoIfacilitateIgeneIcloningIandI
comparativeIstudiesYINewdBiotechnologyVI2019VIcgVI]aW]h 6.4 6

187 pdaptingIlegumeIcropsItoIclimateIchangeIusingIgenomicIapproachesYIPlantrdCelldanddEnvironmentVI
2019VIcaVIeW]h 8.4 43

186
x´st–IvariationIinItheIregulatoryIregionIofItheImajorIfloweringItimeIgeneI–anuTc]IisIassociatedI
withIvernalizationIresponseIandIfloweringItimeIinInarrowWleafedIlupinIR–upinusIangustifoliusI–YSYI
PlantrdCelldanddEnvironmentVI2019VIcaVI]fcW]gf

8.4 35
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185 ërogressIinIsingleWaccessIinformationIsystemsIforIwheatIandIriceIcropIimprovementYIBriefingsdind
BioinformaticsVI2019VIa[VIdedWdf] 13.4 4

184 venomeWwideIidentificationIandIcomparativeIanalysisIofI´qSW–RRIresistanceIgenesIinIqrassicaI
napusYICropdanddPasturedScienceVI2018VIehVIfa 2.2 37

183 RevolutionIinIvenotypingIëlatformsIforIrropIxmprovementYIAdvancesdindBiochemicald
EngineeringuBiotechnologyVI2018VI]ecVIbfWda 1.7 8

182 SpeedIbreedingIisIaIpowerfulItoolItoIaccelerateIcropIresearchIandIbreedingYINaturedPlantsVI2018VIcVIabWah11.5 448

181 venomicIcomparisonIofItwoIindependentIseagrassIlineagesIrevealsIhabitatWdrivenIconvergentI
evolutionYIJournaldofdExperimentaldBotanyVI2018VIehVIbeghWbf[a 7 9

180 sifferentialIRegulationIofIvenesIxnvolvedIinIRootIMorphogenesisIandIrellIWallIModificationIisI
pssociatedIwithISalinityIToleranceIinIrhickpeaYIScientificdReportsVI2018VIgVIcgdd 4.9 36

179 xnvestigatingIsroughtIToleranceIinIrhickpeaIUsingIvenomeWWideIpssociationIMappingIandI
venomicISelectionIqasedIonIWholeWvenomeIResequencingIsataYIFrontiersdindPlantdScienceVI2018VIhVI]h[ 6.2 69

178 pdvancesIinIxntegratingIvenomicsIandIqioinformaticsIinItheIëlantIqreedingIëipelineYIAgricultured
nSwitzerlandoVI2018VIgVIfd 3 43

177 SingleWrellIvenomicIpnalysisIinIëlantsYIGenesVI2018VIhVI 4.2 21

176 txploringItheIgeneticIandIadaptiveIdiversityIofIaIpanWMediterraneanIcropIwildIrelativeiI
narrowWleafedIlupinYITheoreticaldanddApplieddGeneticsVI2018VI]b]VIggfWh[] 6 34

175 TowardsIaImoreIpredictableIplantIbreedingIpipelineIwithIrRxSëRZrasWinducedIallelicIseriesItoI
optimizeIquantitativeIandIqualitativeItraitsYICurrentdOpiniondindPlantdBiologyVI2018VIcdVIa]gWaad 9.9 29

174 ShiftingItheIlimitsIinIwheatIresearchIandIbreedingIusingIaIfullyIannotatedIreferenceIgenomeYI
ScienceVI2018VIbe]VI 33.3 1296

173 womoeologousIexchangeIisIaImajorIcauseIofIgeneIpresenceZabsenceIvariationIinItheIamphidiploidI
qrassicaInapusYIPlantdBiotechnologydJournalVI2018VI]eVI]aedW]afc 11.6 130

172 qiasIinIresistanceIgeneIpredictionIdueItoIrepeatImaskingYINaturedPlantsVI2018VIcVIfeaWfed 11.5 30

171 qottlenecksIforIgenomeWeditedIcropsIonItheIroadIfromIlabItoIfarmYIGenomedBiologyVI2018VI]hVI]fg 18.3 34

170 TheIwesternIMediterraneanIregionIprovidedItheIfounderIpopulationIofIdomesticatedI
narrowWleafedIlupinYITheoreticaldanddApplieddGeneticsVI2018VI]b]VIadcbWaddc 6 20

169 –argeWScaleIStructuralIVariationIsetectionIinISubterraneanIrloverISubtypesIUsingI×pticalIMappingYI
FrontiersdindPlantdScienceVI2018VIhVIhf] 6.2 6

168 TheIpangenomeIofIhexaploidIbreadIwheatYIPlantdJournalVI2017VIh[VI][[fW][]b 6.9 206

(2017-2019)
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167 pnIadvancedIreferenceIgenomeIofITrifoliumIsubterraneumI–YIrevealsIgenesIrelatedItoIagronomicI
performanceYIPlantdBiotechnologydJournalVI2017VI]dVI][bcW][ce 11.6 17

166 xmprovementsIinIvenomicITechnologiesiIppplicationItoIrropIvenomicsYITrendsdindBiotechnologyVI
2017VIbdVIdcfWddg 15.1 50

165 pssemblyIandIcomparisonIofItwoIcloselyIrelatedIqrassicaInapusIgenomesYIPlantdBiotechnologyd
JournalVI2017VI]dVI]e[aW]e][ 11.6 103

164 R´pWSeqIandImetabolicIfluxIanalysisIofITetraselmisIspYIMgIduringInitrogenIstarvationIrevealsIaI
twoWstageIlipidIaccumulationImechanismYIBioresourcedTechnologyVI2017VIaccVI]ag]W]ahb 11 22

163 runq´viIaIsoftwareIpackageIforIqio´anoIgenomicIanalysisIonItheIcommandIlineYIBioinformaticsVI
2017VIbbVIb][fWb][h 7.2 7

162 venomeIeditorsItakeIonIcropsYIScienceVI2017VIbddVI]]aaW]]ab 33.3 47

161 ropyInumberIvariationIandIdiseaseIresistanceIinIplantsYITheoreticaldanddApplieddGeneticsVI2017VI]b[VIacfhWach[6 33

160 S´ëIsiscoveryIUsingIaIëangenomeiIwasItheISingleIReferenceIppproachIqecomeI×bsoletenYIBiologyVI
2017VIeVI 4.9 47

159 satabasesIforIWheatIvenomicsIandIrropIxmprovementYIMethodsdindMoleculardBiologyVI2017VI]efhVIaffWah]1.4 4

158 TowardsIrRxSëRZrasIcropsIWIbringingItogetherIgenomicsIandIgenomeIeditingYINewdPhytologistVI
2017VIa]eVIegaWehg 9.8 165

157 qio´anopnalystiIaIvisualisationItoolItoIassessIgenomeIassemblyIqualityIusingIqio´anoIdataYIBMCd
BioinformaticsVI2017VI]gVIbab 3.6 6

156 venotypingWbyWsequencingIapproachesItoIcharacterizeIcropIgenomesiIchoosingItheIrightItoolIforI
theIrightIapplicationYIPlantdBiotechnologydJournalVI2017VI]dVI]chW]e] 11.6 159

155
pIcomprehensiveIdraftIgenomeIsequenceIforIlupinIR–upinusIangustifoliusSVIanIemergingIhealthI
foodiIinsightsIintoIplantWmicrobeIinteractionsIandIlegumeIevolutionYIPlantdBiotechnologydJournalVI
2017VI]dVIb]gWbb[

11.6 123

154 SequencingItheIrhickpeaIvenomeYICompendiumdofdPlantdGenomesVI2017VI]]fW]ab 0.8

153 venomeIpnalysisIxdentifiedI´ovelIrandidateIvenesIforIpscochytaIqlightIResistanceIinIrhickpeaI
UsingIWholeIvenomeIReWsequencingIsataYIFrontiersdindPlantdScienceVI2017VIgVIbdh 6.2 29

152
rlimateIrleverIrloversiI´ewIëaradigmItoIReduceItheItnvironmentalIuootprintIofIRuminantsIbyI
qreedingI–owIMethanogenicIuoragesIUtilizingIwaplotypeIVariationYIFrontiersdindPlantdScienceVI2017VI
gVI]ceb

6.2 7

151 pssessingIandItxploitingIuunctionalIsiversityIinIvermplasmIëoolsItoItnhanceIpbioticIStressI
pdaptationIandIYieldIinIrerealsIandIuoodI–egumesYIFrontiersdindPlantdScienceVI2017VIgVI]ce] 6.2 46

150 TheIvenomeIofIaISouthernIwemisphereISeagrassISpeciesIRZosteraImuelleriSYIPlantdPhysiologyVI2016VI
]faVIafaWgb 6.6 41
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149 TheIemergenceIofImolecularIprofilingIandIomicsItechniquesIinIseagrassIbiologyjIfurtheringIourI
understandingIofIseagrassesYIFunctionaldanddIntegrativedGenomicsVI2016VI]eVIcedWg[ 3.8 24

148 TheIpangenomeIofIanIagronomicallyIimportantIcropIplantIqrassicaIoleraceaYINatured
CommunicationsVI2016VIfVI]bbh[ 17.4 240

147 pnIefficientIapproachItoIqprIbasedIassemblyIofIcomplexIgenomesYIPlantdMethodsVI2016VI]aVIa 5.8 10

146 pnalyticalIandIsecisionISupportIToolsIforIvenomicsWpssistedIqreedingYITrendsdindPlantdScienceVI
2016VIa]VIbdcWbeb 13.1 46

145 TowardsIplantIpangenomicsYIPlantdBiotechnologydJournalVI2016VI]cVI][hhW][d 11.6 130

144 venomeWWideIpssociationIStudyIofIveneticIrontrolIofISeedIuattyIpcidIqiosynthesisIinYIFrontiersdind
PlantdScienceVI2016VIfVIa[ea 6.2 38

143 venomeWwideIpssociationIStudyIxdentifiesI´ewI–ociIforIResistanceItoIinIranolaYIFrontiersdindPlantd
ScienceVI2016VIfVI]d]b 6.2 41

142
pIhighWdensityIS´ëIgenotypingIarrayIforIqrassicaInapusIandIitsIancestralIdiploidIspeciesIbasedIonI
optimisedIselectionIofIsingleWlocusImarkersIinItheIallotetraploidIgenomeYITheoreticaldanddAppliedd
GeneticsVI2016VI]ahVI]ggfWhh

6 138

141 S´ëIanalysisIofMacadamiaIintegrifoliachloroplastIgenomesItoIdetermineItheIgeneticIstructureIofI
wildIpopulationsYIActadHorticulturaeVI2016VI]fdW]g[ 0.3 1

140 rhloroplastIgenomicsiItxpandingIresourcesIforIanIevolutionaryIconservedIminiatureImoleculeIwithI
enigmaticIapplicationsYICurrentdPlantdBiologyVI2016VIfWgVIbcWbg 3.3 5

139 sevelopmentIandIValidationIofIThinopyrumIelongatumâ��txpressedIMolecularIMarkersISpecificIforI
theI–ongIprmIofIrhromosomeIftYICropdScienceVI2016VIdeVIbdcWbec 2.4 14

138 TheIxmpactIofIvenomicsITechnologyIonIpdaptingIëlantsItoIrlimateIrhangeI2016VI]fbW]fg 7

137 qio´anoIgenomeImappingIofIindividualIchromosomesIsupportsIphysicalImappingIandIsequenceI
assemblyIinIcomplexIplantIgenomesYIPlantdBiotechnologydJournalVI2016VI]cVI]dabWb] 11.6 82

136 ëlantIvenomicsIandIrlimateIrhangeI2016VI 2

135 TheIapplicationIofIgenomicsIandIbioinformaticsItoIaccelerateIcropIimprovementIinIaIchangingI
climateYICurrentdOpiniondindPlantdBiologyVI2016VIb[VIfgWg] 9.9 40

134 vlobalIagriculturalIintensificationIduringIclimateIchangeiIaIroleIforIgenomicsYIPlantdBiotechnologyd
JournalVI2016VI]cVI][hdWg 11.6 138

133 pdvancesIinIgenomicsIforIadaptingIcropsItoIclimateIchangeYICurrentdPlantdBiologyVI2016VIeVIaW][ 3.3 50

132 veneIlossIinItheIfungalIcanolaIpathogenI–eptosphaeriaImaculansYIFunctionaldanddIntegratived
GenomicsVI2015VI]dVI]ghWhe 3.8 30

(2015-2016)
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131 rhromosomalIgenomicsIfacilitatesIfineImappingIofIaIRussianIwheatIaphidIresistanceIgeneYI
TheoreticaldanddApplieddGeneticsVI2015VI]agVI]bfbWgb 6 4

130 wighWresolutionIskimIgenotypingIbyIsequencingIrevealsItheIdistributionIofIcrossoversIandIgeneI
conversionsIinIricerIarietinumIandIqrassicaInapusYITheoreticaldanddApplieddGeneticsVI2015VI]agVI][bhWcf 6 52

129 MappingIQT–sIofIresistanceItoIheadIsplittingIinIcabbageIRqrassicaIoleraceaI–YvarYIcapitataI–YSYI
MoleculardBreedingVI2015VIbdVI] 3.4 9

128
pIbiWfilteringImethodIforIprocessingIsingleInucleotideIpolymorphismIarrayIdataIimprovesItheI
qualityIofIgeneticImapIandIaccuracyIofIquantitativeItraitIlocusImappingIinIdoubledIhaploidI
populationsIofIpolyploidIqrassicaInapusYIBMCdGenomicsVI2015VI]eVIc[h

4.5 14

127 UnfoldingItheIsecretsIofIcoralWalgalIsymbiosisYIISMEdJournalVI2015VIhVIgccWde 11.9 64

126 xdentificationIandIcharacterizationIofImoreIthanIcImillionIintervarietalIS´ësIacrossItheIgroupIfI
chromosomesIofIbreadIwheatYIPlantdBiotechnologydJournalVI2015VI]bVIhfW][c 11.6 32

125 ërioritizationIofIcandidateIgenesIinILQT–WhotspotLIregionIforIdroughtItoleranceIinIchickpeaIRricerI
arietinumI–YSYIScientificdReportsVI2015VIdVI]dahe 4.9 96

124 ricprVarsqiIS´ëIandIxnselIdatabaseIforIadvancingIgeneticsIresearchIandIbreedingIapplicationsIinI
chickpeaYIDatabase:dthedJournaldofdBiologicaldDatabasesdanddCurationVI2015VIa[]dVI 5 16

123 ëopulationIsiversityIofI–eptosphaeriaImaculansIinIpustraliaYIInternationaldJournaldofdBiologyVI2015VI
fVI 1.1 3

122 ppplicationIofIgenomicsWassistedIbreedingIforIgenerationIofIclimateIresilientIcropsiIprogressIandI
prospectsYIFrontiersdindPlantdScienceVI2015VIeVIdeb 6.2 161

121 ScanningItheIeffectsIofIethylImethanesulfonateIonItheIwholeIgenomeIofI–otusIjaponicusIusingI
secondWgenerationIsequencingIanalysisYIGy:dGenesrdGenomesrdGeneticsVI2015VIdVIddhWef 3.2 10

120 venomeWwideIsurveyIofItheIseagrassIZosteraImuelleriIsuggestsImodificationIofItheIethyleneI
signallingInetworkYIJournaldofdExperimentaldBotanyVI2015VIeeVI]cghWhg 7 31

119 wighWthroughputIgenotypingIforIspeciesIidentificationIandIdiversityIassessmentIinIgermplasmI
collectionsYIMoleculardEcologydResourcesVI2015VI]dVI][h]W][] 8.4 36

118 TranscriptomicIrhangesIinIroralIwolobiontsIërovideIxnsightsIintoIëhysiologicalIrhallengesIofI
uutureIrlimateIandI×ceanIrhangeYIPLoSdONEVI2015VI][VIe[]bhaab 3.7 47

117 SkimWbasedIgenotypingIbyIsequencingYIMethodsdindMoleculardBiologyVI2015VI]acdVIadfWf[ 1.4 20

116 qioinformaticsiIidentificationIofImarkersIfromInextWgenerationIsequenceIdataYIMethodsdind
MoleculardBiologyVI2015VI]acdVIahWcf 1.4 7

115 MolecularImarkerIdatabasesYIMethodsdindMoleculardBiologyVI2015VI]acdVIchWea 1.4 1

114 romputationalIxdentificationIandIromparativeIpnalysisIofImiR´psIinIWheatIvroupIfI
rhromosomesYIPlantdMoleculardBiologydReporterVI2014VIbaVIcgfWd[[ 1.7 8

DavidwEdwards

10



113 ´ewItechnologiesIforIultrahighWthroughputIgenotypingIinIplantItaxonomyYIMethodsdindMoleculard
BiologyVI2014VI]]]dVI]d]Wfd 1.4 2

112 pIhighWthroughputIS´ëIarrayIinItheIamphidiploidIspeciesIqrassicaInapusIshowsIdiversityIinI
resistanceIgenesYIFunctionaldanddIntegrativedGenomicsVI2014VI]cVIecbWdd 3.8 36

111 S´ëImarkersWbasedImapIconstructionIandIgenomeWwideIlinkageIanalysisIinIqrassicaInapusYIPlantd
BiotechnologydJournalVI2014VI]aVIgd]We[ 11.6 55

110 pIchromosomeWbasedIdraftIsequenceIofItheIhexaploidIbreadIwheatIRTriticumIaestivumSIgenomeYI
ScienceVI2014VIbcdVI]ad]fgg 33.3 1129

109 pncientIhybridizationsIamongItheIancestralIgenomesIofIbreadIwheatYIScienceVI2014VIbcdVI]ad[[ha 33.3 419

108 pIchromosomalIgenomicsIapproachItoIassessIandIvalidateItheIdesiIandIkabuliIdraftIchickpeaI
genomeIassembliesYIPlantdBiotechnologydJournalVI2014VI]aVIffgWge 11.6 48

107 ëlantIgeneticsYItarlyIallopolyploidIevolutionIinItheIpostW´eolithicIqrassicaInapusIoilseedIgenomeYI
ScienceVI2014VIbcdVIhd[Wb 33.3 1348

106 TheIqrassicaIoleraceaIgenomeIrevealsItheIasymmetricalIevolutionIofIpolyploidIgenomesYINatured
CommunicationsVI2014VIdVIbhb[ 17.4 676

105 TranscriptomeIandImethylomeIprofilingIrevealsIrelicsIofIgenomeIdominanceIinItheImesopolyploidI
qrassicaIoleraceaYIGenomedBiologyVI2014VI]dVIRff 18.3 306

104 pIcomplexIrecombinationIpatternIinItheIgenomeIofIallotetraploidIqrassicaInapusIasIrevealedIbyIaI
highWdensityIgeneticImapYIPLoSdONEVI2014VIhVIe][hh][ 3.7 36

103 StructuralIvariationsIinIplantIgenomesYIBriefingsdindFunctionaldGenomicsVI2014VI]bVIaheWb[f 4.9 128

102 TheIgenomeIsequenceIofItheIpntarcticIbullheadInotothenIrevealsIevolutionaryIadaptationsItoIaI
coldIenvironmentYIGenomedBiologyVI2014VI]dVIceg 18.3 56

101 tarlyItranscriptionalIchangesIinItheIreefWbuildingIcoralIpcroporaIasperaIinIresponseItoIthermalIandI
nutrientIstressYIBMCdGenomicsVI2014VI]dVI][da 4.5 54

100 ´extIvenerationISequencingIandIvermplasmIResourcesI2014VIbehWbh[

99
romparativeIanalysisIofIStowawayWlikeIminiatureIinvertedIrepeatItransposableIelementsIinIwheatI
groupIfIchromosomesiIpbundanceVIcompositionVIandIevolutionYIJournaldofdSystematicsdandd
EvolutionVI2014VIdaVIfcbWfch

2.9 0

98 venomeWwideIdelineationIofInaturalIvariationIforIpodIshatterIresistanceIinIqrassicaInapusYIPLoSd
ONEVI2014VIhVIe][]efb 3.7 133

97 pIconsensusImapIofIrapeseedIRqrassicaInapusI–YSIbasedIonIdiversityIarrayItechnologyImarkersiI
applicationsIinIgeneticIdissectionIofIqualitativeIandIquantitativeItraitsYIBMCdGenomicsVI2013VI]cVIaff 4.5 49

96 sraftIgenomeIsequenceIofIchickpeaIRricerIarietinumSIprovidesIaIresourceIforItraitIimprovementYI
NaturedBiotechnologyVI2013VIb]VIac[We 44.5 781

(2013-2014)
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95 VegetablesIcontainingIphytochemicalsIwithIpotentialIantiWobesityIpropertiesiIpIreviewYIFoodd
ResearchdInternationalVI2013VIdaVIbabWbbb 7 112

94 sispersionIandIdomesticationIshapedItheIgenomeIofIbreadIwheatYIPlantdBiotechnologydJournalVI
2013VI]]VIdecWf] 11.6 55

93 pccessingIcomplexIcropIgenomesIwithInextWgenerationIsequencingYITheoreticaldanddAppliedd
GeneticsVI2013VI]aeVI]W]] 6 210

92 veneticIandIphysicalImappingIofIfloweringItimeIlociIinIcanolaIRqrassicaInapusI–YSYITheoreticaldandd
ApplieddGeneticsVI2013VI]aeVI]]hWba 6 80

91 ëredictingIpolymorphicItSTWSSRsIinIsilicoYIMoleculardEcologydResourcesVI2013VI]bVIdbgWcd 8.4 17

90 SequenceIqasedIs´pIMarkersIandIvenotypingIforIrerealIvenomicsIandIqreedingI2013VIdfWfe 3

89 xdentifyingIgeneticIdiversityIofIavirulenceIgenesIinI–eptosphaeriaImaculansIusingIwholeIgenomeI
sequencingYIFunctionaldanddIntegrativedGenomicsVI2013VI]bVIahdWb[g 3.8 14

88 uunctionalIgenomicsItoIstudyIstressIresponsesIinIcropIlegumesiIprogressIandIprospectsYIFunctionald
PlantdBiologyVI2013VIc[VI]aa]W]abb 2.7 37

87 ´extIgenerationIcharacterisationIofIcerealIgenomesIforImarkerIdiscoveryYIBiologyVI2013VIaVI]bdfWff 4.9 11

86 veneticVIqiochemicalVIandIMorphologicalIsiversityIofItheI–egumeIqiofuelITreeIëongamiaIpinnataYI
JournaldofdPlantdGenomedSciencesVI2013VI]VIdcWef 13

85 qioinformaticsIToolsItoIpssistIqreedingIforIrlimateIrhangeI2013VIbh]Wc]c 2

84
xdentificationIofIsystemicIresponsesIinIsoybeanInodulationIbyIxylemIsapIfeedingIandIcompleteI
transcriptomeIsequencingIrevealIaInovelIcomponentIofItheIautoregulationIpathwayYIPlantd
BiotechnologydJournalVI2012VI][VIeg[Wh

11.6 22

83 xdentificationIandIcharacterizationIofIcandidateIRlmcIblacklegIresistanceIgenesIinIqrassicaInapusI
usingInextWgenerationIsequencingYIPlantdBiotechnologydJournalVI2012VI][VIf[hW]d 11.6 32

82 qreadImattersiIaInationalIinitiativeItoIprofileItheIgeneticIdiversityIofIpustralianIwheatYIPlantd
BiotechnologydJournalVI2012VI][VIf[bWg 11.6 39

81 SingleInucleotideIpolymorphismIdiscoveryIfromIwheatInextWgenerationIsequenceIdataYIPlantd
BiotechnologydJournalVI2012VI][VIfcbWh 11.6 80

80 SecondWgenerationIsequencingIforIgeneIdiscoveryIinItheIqrassicaceaeYIPlantdBiotechnologydJournalVI
2012VI][VIfd[Wh 11.6 13

79 venomicIadvancesIwillIheraldInewIinsightsIintoItheIqrassicaiI–eptosphaeriaImaculansIpathosystemYI
PlantdBiologyVI2012VI]cISupplI]VI]W][ 3.7 25

78 SequencingIwheatIchromosomeIarmIfqSIdelimitsItheIfqSZcp–ItranslocationIandIrevealsI
homoeologousIgeneIconservationYITheoreticaldanddApplieddGeneticsVI2012VI]acVIcabWba 6 79
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77
roverageWbasedIconsensusIcallingIRrbrrSIofIshortIsequenceIreadsIandIcomparisonIofIrbrrIresultsI
toIidentifyIS´ësIinIchickpeaIRricerIarietinumjIuabaceaeSVIaIcropIspeciesIwithoutIaIreferenceI
genomeYIAmericandJournaldofdBotanyVI2012VIhhVI]geWha

2.7 29

76 TransientI´odIfactorWdependentIgeneIexpressionIinItheInodulationWcompetentIzoneIofIsoybeanI
RvlycineImaxI[–Y]IMerrYSIrootsYIPlantdBiotechnologydJournalVI2012VI][VIhhdW][][ 11.6 65

75 qioinformaticsItoolsIandIdatabasesIforIanalysisIofInextWgenerationIsequenceIdataYIBriefingsdind
FunctionaldGenomicsVI2012VI]]VI]aWac 4.9 59

74 WheatvenomeYinfoiIanIintegratedIdatabaseIandIportalIforIwheatIgenomeIinformationYIPlantdandd
CelldPhysiologyVI2012VIdbVIea 4.9 39

73 venomicIsatabasesIforIrropIxmprovementYIAgronomyVI2012VIaVIeaWfb 3.6 35

72 siscoveryIofISingleI´ucleotideIëolymorphismsIinIromplexIvenomesIUsingISvSautoS´ëYIBiologyVI
2012VI]VIbf[Wga 4.9 53

71 MolecularImappingIofIqualitativeIandIquantitativeIlociIforIresistanceItoI–eptosphaeriaImaculansI
causingIblacklegIdiseaseIinIcanolaIRqrassicaInapusI–YSYITheoreticaldanddApplieddGeneticsVI2012VI]adVIc[dW]g6 75

70 ´extWgenerationIsequencingIapplicationsIforIwheatIcropIimprovementYIAmericandJournaldofdBotanyVI
2012VIhhVIbedWf] 2.7 80

69 sevelopmentIofIchromosomeWarmWspecificImicrosatelliteImarkersIinITriticumIaestivumIRëoaceaeSI
usingI´vSItechnologyYIAmericandJournaldofdBotanyVI2012VIhhVIebehWf] 2.7 21

68 rapturingItheIbiofuelIwellheadIandIpowerhouseiItheIchloroplastIandImitochondrialIgenomesIofI
theIleguminousIfeedstockItreeIëongamiaIpinnataYIPLoSdONEVI2012VIfVIed]egf 3.7 52

67 S´ëIdiscoveryIandIapplicationsIinIqrassicaInapusYIJournaldofdPlantdBiotechnologyVI2012VIbhVIchWe] 0.6 31

66 RapidIdivergenceIofIrepetitiveIs´psIinIqrassicaIrelativesYIGenomicsVI2011VIhfVI]fbWgd 4.3 38

65 SequencingIandIassemblyIofIlowIcopyIandIgenicIregionsIofIisolatedITriticumIaestivumIchromosomeI
armIfsSYIPlantdBiotechnologydJournalVI2011VIhVIfegWfd 11.6 91

64 TheIgenomeIofItheImesopolyploidIcropIspeciesIqrassicaIrapaYINaturedGeneticsVI2011VIcbVI][bdWh 36.3 1490

63 ëlantIgenomeIsequencingiIapplicationsIforIcropIimprovementYIPlantdBiotechnologydJournalVI2010VIgVIaWh 11.6 218

62 rMapbsiIaIbsIvisualizationItoolIforIcomparativeIgeneticImapsYIBioinformaticsVI2010VIaeVIafbWc 7.2 17

61 TargetedIidentificationIofIgenomicIregionsIusingITpvdbYIPlantdMethodsVI2010VIeVI]h 5.8 29

60 SequenceIandIstructureIofIqrassicaIrapaIchromosomeIpbYIGenomedBiologyVI2010VI]]VIRhc 18.3 53

(2010-2012)
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59 uutureItoolsIforIassociationImappingIinIcropIplantsYIGenomeVI2010VIdbVI][]fWab 2.4 42

58 MolecularIveneticIMarkersiIsiscoveryVIppplicationsVIsataIStorageIandIVisualisationYICurrentd
BioinformaticsVI2009VIcVI]eWaf 4.7 95

57 seInovoIsequencingIofIplantIgenomesIusingIsecondWgenerationItechnologiesYIBriefingsdind
BioinformaticsVI2009VI][VIe[hW]g 13.4 90

56 putoS´ëdbiIanIannotatedIsingleInucleotideIpolymorphismIdatabaseIforIcropIplantsYINucleicdAcidsd
ResearchVI2009VIbfVIshd]Wb 20.1 73

55
veneticImapIconstructionIandIQT–ImappingIofIresistanceItoIblacklegIR–eptosphaeriaImaculansSI
diseaseIinIpustralianIcanolaIRqrassicaInapusI–YSIcultivarsYITheoreticaldanddApplieddGeneticsVI2009VI
]a[VIf]Wgb

6 60

54 siscoveringIgeneticIpolymorphismsIinInextWgenerationIsequencingIdataYIPlantdBiotechnologyd
JournalVI2009VIfVIb]aWf 11.6 107

53 SingleInucleotideIpolymorphismIdiscoveryIinIbarleyIusingIautoS´ëdbYIPlantdBiotechnologydJournalVI
2009VIfVIbaeWbb 11.6 48

52 ´ewItechnologiesIforIultraWhighIthroughputIgenotypingIinIplantsYIMethodsdindMoleculardBiologyVI
2009VId]bVI]hWbh 1.4 89

51 veneticImapsIandItheIuseIofIsyntenyYIMethodsdindMoleculardBiologyVI2009VId]bVIc]Wdd 1.4 29

50 MiningIforIS´ësIandISSRsIusingIS´ëServerVIdbS´ëIandISSRItaxonomyItreeYIMethodsdindMoleculard
BiologyVI2009VIdbfVIb[bWa] 1.4 19

49 venomeIsequencingIapproachesIandIsuccessesYIMethodsdindMoleculardBiologyVI2009VId]bVIbcdWdg 1.4 22

48 venomeIsequenceIdataiImanagementVIstorageVIandIvisualizationYIBioTechniquesVI2009VIceVIbbbWcVIbbe 2.5 65

47 MolecularIMarkerIsiscoveryIandIveneticIMapIVisualisationI2009VI]edW]gh 6

46 s´pISequenceIsatabasesI2009VI]W]] 3

45 ModificationIofInitrogenIremobilizationVIgrainIfillIandIleafIsenescenceIinImaizeIRZeaImaysSIbyI
transposonIinsertionalImutagenesisIinIaIproteaseIgeneYINewdPhytologistVI2007VI]fbVIcg]Wchc 9.8 37

44
rharacterizationIofIsimpleIsequenceIrepeatImarkersIderivedIinIsilicoIfromIqrassicaIrapaIbacterialI
artificialIchromosomeIsequencesIandItheirIapplicationIinIqrassicaInapusYIMoleculardEcologydNotesVI
2007VIfVIafbWaff

20

43 SixteenInewIsimpleIsequenceIrepeatImarkersIfromIqrassicaIjunceaIexpressedIsequencesIandItheirI
crossWspeciesIamplificationYIMoleculardEcologydNotesVI2007VIfVIehfWf[[ 27

42 xdentificationIandIcharacterizationIofIsimpleIsequenceIrepeatImarkersIfromIqrassicaInapusI
expressedIsequencesYIMoleculardEcologydNotesVI2007VIfVIggeWggh 26
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41 pIcomparativeImapIviewerIintegratingIgeneticImapsIforIqrassicaIandIprabidopsisYIBMCdPlantd
BiologyVI2007VIfVIc[ 5.3 20

40 putomatedIdiscoveryIofIsingleInucleotideIpolymorphismIandIsimpleIsequenceIrepeatImolecularI
geneticImarkersYIMethodsdindMoleculardBiologyVI2007VIc[eVIcfbWhc 1.4 9

39 TheIreferenceIgeneticIlinkageImapIforItheImultinationalIqrassicaIrapaIgenomeIsequencingIprojectYI
TheoreticaldanddApplieddGeneticsVI2007VI]]dVIfffWha 6 144

38 qpSriIanIintegratedIbioinformaticsIsystemIforIqrassicaIresearchYINucleicdAcidsdResearchVI2007VIbdVIsgf[Wb20.1 17

37 WhatIpreIS´ësnI2007VIc]Wda 27

36 SingleI´ucleotideIëolymorphismIsiscoveryI2007VIdbWfe 27

35 SingleI´ucleotideIëolymorphismIvenotypingIinIëlantsI2007VIffWhc 27

34 S´ëIppplicationsIinIëlantsI2007VIhdW][a 39

33 venomicIdistributionIofIsimpleIsequenceIrepeatsIinIqrassicaIrapaYIMoleculesdanddCellsVI2007VIabVIbchWde 3.5 50

32 SSRërimerIandISSRITaxonomyITreeiIqiomeISSRIdiscoveryYINucleicdAcidsdResearchVI2006VIbcVIWedeWh 20.1 53

31 TranscriptomeIanalysisIofI´eotyphodiumIandItpichloˆ«IgrassIendophytesYIFungaldGeneticsdandd
BiologyVI2006VIcbVIcedWfd 3.9 29

30 xdentificationIandIcharacterizationIofIsimpleIsequenceIrepeatIRSSRSImarkersIfromI
uragariaˆ�ananassaIexpressedIsequencesYIMoleculardEcologydNotesVI2006VIeVIb]hWbaa 29

29 xdentificationIandIcharacterizationIofIsimpleIsequenceIrepeatIRSSRSImarkersIderivedIinIsilicoIfromI
qrassicaIoleraceaIgenomeIshotgunIsequencesYIMoleculardEcologydNotesVI2006VIeVI]]h]W]]hc 27

28 romparisonIofItranscriptionIofImultipleIgenesIatIthreeIdevelopmentalIstagesIofItheIplantI
pathogenISclerotiniaIsclerotiorumYIFEMSdMicrobiologydLettersVI2006VIadgVI]d[We[ 2.9 37

27 TheIauxinWinducedIzRUSIchannelIgeneIZmk]IinImaizeIfunctionsIinIcoleoptileIgrowthIandIisIrequiredI
forIembryoIdevelopmentYIPlantdMoleculardBiologyVI2006VIe]VIfdfWeg 4.6 22

26 x´TtvRpTx´vIp´sIx´TtRR×vpTx´vIsxVtRStIqRpSSxrpIspTpIWxTwx´Ip´It´StMq–ISTRUrTURtsI
spTpqpStYIActadHorticulturaeVI2006VIffWga 0.3 5

25 p´p–YSxSI×uITwtIqRpSSxrpI´·p´·Ip´sI´·r´·Ivt´×MtSIp´sIr×MëpRxS×´IWxTwITwtIvt´×MtI×uI
pRpqxs×ëSxSITwp–xp´pYIActadHorticulturaeVI2006VIhhW][c 0.3 3

24 pISurveyIofItheIqrassicaIrapaIgenomeIbyIqprWendIsequenceIanalysisIandIcomparisonIwithI
prabidopsisIthalianaYIMoleculesdanddCellsVI2006VIaaVIb[[Wf 3.5 31

(2006-2007)
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23 S´ëServeriIaIrealWtimeIS´ëIdiscoveryItoolYINucleicdAcidsdResearchVI2005VIbbVIWchbWd 20.1 46

22 qrassicaIpSTRpiIanIintegratedIdatabaseIforIqrassicaIgenomicIresearchYINucleicdAcidsdResearchVI2005
VIbbVIsedeWh 20.1 21

21 SimpleIsequenceIrepeatImarkerIlociIdiscoveryIusingISSRIprimerYIBioinformaticsVI2004VIa[VI]cfdWe 7.2 86

20 pItranscriptomicsIresourceIforIwheatIfunctionalIgenomicsYIPlantdBiotechnologydJournalVI2004VIaVIchdWd[e11.6 53

19 ëlantIbioinformaticsiIfromIgenomeItoIphenomeYITrendsdindBiotechnologyVI2004VIaaVIabaWf 15.1 85

18 ´ewIcomputationalItoolsIforIbrassicaIgenomeIresearchYIComparativedanddFunctionaldGenomicsVI
2004VIdVIafeWg[ 20

17 RedundancyIbasedIdetectionIofIsequenceIpolymorphismsIinIexpressedIsequenceItagIdataIusingI
autoS´ëYIBioinformaticsVI2003VI]hVIca]Wa 7.2 142

16 MiningIforIsingleInucleotideIpolymorphismsIandIinsertionsZdeletionsIinImaizeIexpressedIsequenceI
tagIdataYIPlantdPhysiologyVI2003VI]baVIgcWh] 6.6 230

15 pIhighWthroughputIS´uëtIassayIforIgenotypingIS´ësIinItheIflankingIregionsIofIZeaImaysIsequenceI
taggedIsimpleIsequenceIrepeatsYIMoleculardBreedingVI2003VI]]VI]]]W]a[ 3.4 34

14 ´ewIapproachesItoIbrainIinjuryIinIpretermIinfantsYIDevelopmentaldNeuroscienceVI2002VIacVIbdaWc 2.2 4

13 rharacterizationIofItheIflankingIregionsIofIZeaImaysImicrosatellitesIrevealsIaIlargeInumberIofI
usefulIsequenceIpolymorphismsYITheoreticaldanddApplieddGeneticsVI2002VI][dVIdbaWdcb 6 46

12 xdentificationIofITransposonWTaggedIMaizeIvenesIsisplayingIwomologyItoIprrayedIcs´pIrlonesI
withItheIUseIofIMutatorIxnsertionIsisplayYIJournaldofdGenomedSciencedanddTechnologyVI2002VI]VIcgWdd 3

11 xdentificationIofItransposonWtaggedIgenesIbyItheIrandomIsequencingIofIMutatorWtaggedIs´pI
fragmentsIfromIZeaImaysYIPlantdJournalVI2000VIabVIddfWee 6.9 55

10 MultipleIgenesIencodingItheIconservedIrrppTWboxItranscriptionIfactorIcomplexIareIexpressedIinI
prabidopsisYIPlantdPhysiologyVI1998VI]]fVI][]dWaa 6.6 136

9 ronstructionIandIcharacterisationIofIaIyeastIartificialIchromosomeIlibraryIcontainingIthreeIhaploidI
maizeIgenomeIequivalentsYIPlantdMoleculardBiologyVI1992VI]hVIahhWb[g 4.6 63
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