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k Paper IF Citations

276 venomicHandHfunctionalHconservationHofHlncR psiHlessonsHfromHfliesVVHMammaliandGenomeTH2022THY 3.2 2

275 pnnotationHofHuullU‘engthH‘ongH oncodingHR psHwithHraptureH‘ongUReadHSequencingHPr‘SQVH
MethodsdindMoleculardBiologyTH2021THaadcTHYbbUYdh 1.4 1

274 ’ultivariateHpnalysisHandH’odellingHofHmultipleHqrainHend·phenotypesiH‘etOsH’p’q·IVH
ComputationaldanddStructuraldBiotechnologydJournalTH2021THYhTHdgXXUdgYX 6.8 0

273 sayUnightHandHseasonalHvariationHofHhumanHgeneHexpressionHacrossHtissuesH2021TH 2

272 ronservedHlongUrangeHbaseHpairingsHareHassociatedHwithHpreUmR pHprocessingHofHhumanHgenesVH
NaturedCommunicationsTH2021THYaTHabXX 17.4 6

271 TheHgenomicHbasisHofHevolutionaryHdifferentiationHamongHhoneyHbeesVHGenomedResearchTH2021TH 9.7 1

270 veneticHxnfluencesHonHwippocampalHSubfieldsiHpnHtmergingHpreaHofH euroscienceHResearchVH
Neurology:dGeneticsTH2021THfTHedhY 3.8 1

269 veneticHεredispositionHtoHplzheimerOsHsiseaseHxsHpssociatedHwithHtnlargementHofHεerivascularH
SpacesHinHrentrumHSemiovaleHRegionVHGenesTH2021THYaTH 4.2 1

268 εopulationUscaleHtissueHtranscriptomicsHmapsHlongHnonUcodingHR psHtoHcomplexHdiseaseVHCellTH2021TH
YgcTHaebbUaecgVeYh 56.2 20

267 siscoveryHofHwidespreadHtranscriptionHinitiationHatHmicrosatellitesHpredictableHbyHsequenceUbasedH
deepHneuralHnetworkVHNaturedCommunicationsTH2021THYaTHbahf 17.4 3

266 tnhancersHwithHtissueUspecificHactivityHareHenrichedHinHintronicHregionsVHGenomedResearchTH2021THbYTHYbadUYbbe9.7 1

265 vt r·stHaXaYVHNucleicdAcidsdResearchTH2021THchTHshYeUshab 20.1 82

264 xdentificationHandHanalysisHofHsplicingHquantitativeHtraitHlociHacrossHmultipleHtissuesHinHtheHhumanH
genomeVHNaturedCommunicationsTH2021THYaTHfaf 17.4 13

263 εerivascularHspacesHareHassociatedHwithHtauHpathophysiologyHandHsynapticHdysfunctionHinHearlyH
plzheimerOsHcontinuumVHAlzheimerlsdResearchdanddTherapyTH2021THYbTHYbd 9 0

262 TheHrateHandHspectrumHofHmosaicHmutationsHduringHembryogenesisHrevealedHbyHR pHsequencingHofH
chHtissuesVHGenomedMedicineTH2020THYaTHch 14.4 10

261  tpTYH‘ongHxsoformHxsHwighlyHtxpressedHinHrhronicH‘ymphocyticH‘eukemiaHxrrespectivelyHofH
rytogeneticHvroupsHorHrlinicalH·utcomeVHNonscodingdRNATH2020THeTH 7.1 4

260 veneHduplicationsTHdivergenceHandHrecombinationHshapeHadaptiveHevolutionHofHtheHfishHectoparasiteH
vyrodactylusHbullatarudisVHMoleculardEcologyTH2020THahTHYchcUYdXf 5.7 6
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259 tntericHinfectionHinducesH‘arkUmediatedHintronHretentionHatHtheHdOHendHofHsrosophilaHgenesVHGenomed
BiologyTH2020THaYTHc 18.3 2

258 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageVHPLoSdGeneticsTH2020THYeTHeYXXhacd 6 3

257 synamicHchangesHinHintronHretentionHareHtightlyHassociatedHwithHregulationHofHsplicingHfactorsHandH
proliferativeHactivityHduringHqUcellHdevelopmentVHNucleicdAcidsdResearchTH2020THcgTHYbafUYbcX 20.1 19

256 TheHabundanceHofHtheHlongHintergenicHnonUcodingHR pHXYXgfHdifferentiatesHbetweenHluminalHandH
tripleUnegativeHbreastHcancersHandHpredictsHpatientHoutcomeVHPharmacologicaldResearchTH2020THYeYTHYXdach10.2 8

255 εywxSTiHpHwistologicalHxmageHSegmentationHToolVHPLoSdComputationaldBiologyTH2020THYeTHeYXXgbch 5 8

254 TheHgenomeHsequenceHofHtheHgrapeHphylloxeraHprovidesHinsightsHintoHtheHevolutionTHadaptationTHandH
invasionHroutesHofHanHiconicHpestVHBMCdBiologyTH2020THYgTHhX 7.3 19

253 εerspectivesHonHt r·stVHNatureTH2020THdgbTHehbUehg 50.4 61

252 txpandedHencyclopaediasHofHs pHelementsHinHtheHhumanHandHmouseHgenomesVHNatureTH2020THdgbTHehhUfYX50.4 360

251 pHlimitedHsetHofHtranscriptionalHprogramsHdefineHmajorHcellHtypesVHGenomedResearchTH2020THbXTHYXcfUYXdh9.7 15

250 TheHtuataraHgenomeHrevealsHancientHfeaturesHofHamnioteHevolutionVHNatureTH2020THdgcTHcXbUcXh 50.4 49

249 uunctionalHannotationHofHhumanHlongHnoncodingHR psHviaHmolecularHphenotypingVHGenomed
ResearchTH2020THbXTHYXeXUYXfa 9.7 41

248 pHQuantitativeHεroteomeH’apHofHtheHwumanHqodyVHCellTH2020THYgbTHaehUagbVeYh 56.2 73

247 TheHvTtxHronsortiumHatlasHofHgeneticHregulatoryHeffectsHacrossHhumanHtissuesVHScienceTH2020THbehTHYbYgUYbbX33.3 589

246 rellHtypeUspecificHgeneticHregulationHofHgeneHexpressionHacrossHhumanHtissuesVHScienceTH2020THbehTH 33.3 68

245 TheHimpactHofHsexHonHgeneHexpressionHacrossHhumanHtissuesVHScienceTH2020THbehTH 33.3 100

244 pHvastHresourceHofHallelicHexpressionHdataHspanningHhumanHtissuesVHGenomedBiologyTH2020THaYTHabc 18.3 18

243
tffectHofHqs uHValee’etHonHhippocampalHsubfieldsHvolumesHandHcompensatoryHinteractionHwithH
pε·tU˛µcHinHmiddleUageHcognitivelyHunimpairedHindividualsHfromHtheHp‘upHstudyVHBraindStructuredandd
FunctionTH2020THaadTHabbYUabcd

4 3

242 εywxSTiHpHwistologicalHxmageHSegmentationHToolH2020THYeTHeYXXgbch

(2020-2020)
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241 εywxSTiHpHwistologicalHxmageHSegmentationHToolH2020THYeTHeYXXgbch

240 εywxSTiHpHwistologicalHxmageHSegmentationHToolH2020THYeTHeYXXgbch

239 εywxSTiHpHwistologicalHxmageHSegmentationHToolH2020THYeTHeYXXgbch

238 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

237 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

236 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

235 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

234 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

233 bspSTHanHantisenseHlongHnonUcodingHR pTHessentialHforHcorrectHwingHdevelopmentHthroughH
regulationHofHblisteredWsSRuHisoformHusageH2020THYeTHeYXXhacd

232 synamicsHofHmicroR pHexpressionHduringHmouseHprenatalHdevelopmentVHGenomedResearchTH2019TH
ahTHYhXXUYhXh 9.7 9

231 εrocessiveHRecodingHandH’etazoan´ tvolutionHofHSelenoprotein´ εiHUpHtoHYbaHUvpsHinH’olluscsVH
JournaldofdMoleculardBiologyTH2019THcbYTHcbgYUccXf 6.5 12

230 TheH·riginsHandHtheHqiologicalHronsequencesHofHtheHεurWεyrHs p´•R pHpsymmetryVHCheMTH2019THdTHYeYhUYebY16.2 6

229 xntegrativeHtranscriptomicHanalysisHsuggestsHnewHautoregulatoryHsplicingHeventsHcoupledHwithH
nonsenseUmediatedHmR pHdecayVHNucleicdAcidsdResearchTH2019THcfTHdahbUdbXe 20.1 22

228 ReUannotationHofHYhYHdevelopmentalHandHepilepticHencephalopathyUassociatedHgenesHunmasksHdeH
novoHvariantsHinVHNpjdGenomicdMedicineTH2019THcTHbY 6.2 12

227 vt r·stHreferenceHannotationHforHtheHhumanHandHmouseHgenomesVHNucleicdAcidsdResearchTH2019TH
cfTHsfeeUsffb 20.1 1140

226
txpressionHofHtheHtranscribedHultraconservedHregionHfXHandHtheHrelatedHlongHnonUcodingHR pH
prXhaedaVaUaXaHhasHprognosticHvalueHinHrhronicH‘ymphocyticH‘eukaemiaVHBritishdJournaldofd
HaematologyTH2019THYgcTHYXcdUYXdX

4.5 7

225 romparativeHtranscriptomicsHacrossHYcHsrosophilaHspeciesHrevealsHsignaturesHofHlongevityVHAgingd
CellTH2018THYfTHeYafcX 9.9 19

224 TheHeffectsHofHdeathHandHpostUmortemHcoldHischemiaHonHhumanHtissueHtranscriptomesVHNatured
CommunicationsTH2018THhTHchX 17.4 108
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223 TheHdiscoveryHpotentialHofHR pHprocessingHprofilesVHNucleicdAcidsdResearchTH2018THceTHeYd 20.1 7

222 SelenoprofilesiHpHromputationalHεipelineHforHpnnotationHofHSelenoproteinsVHMethodsdindMoleculard
BiologyTH2018THYeeYTHYfUag 1.4 5

221 ggsashimiiHSashimiHplotHrevisedHforHbrowserUHandHannotationUindependentHsplicingHvisualizationVH
PLoSdComputationaldBiologyTH2018THYcTHeYXXebeX 5 59

220 ’odifiedHpenetranceHofHcodingHvariantsHbyHcisUregulatoryHvariationHcontributesHtoHdiseaseHriskVH
NaturedGeneticsTH2018THdXTHYbafUYbbc 36.3 98

219 RecentHadvancesHinHfunctionalHgenomeHanalysisVHFwvvvResearchTH2018THfTH 3.6 10

218 samageUresponsiveHelementsHinHregenerationVHGenomedResearchTH2018THagTHYgdaUYgee 9.7 24

217 UsingHgeneidHtoHxdentifyHvenesVHCurrentdProtocolsdindBioinformaticsTH2018THecTHede 24.2 33

216 TheHreferenceHepigenomeHandHregulatoryHchromatinHlandscapeHofHchronicHlymphocyticHleukemiaVH
NaturedMedicineTH2018THacTHgegUggX 50.5 103

215 TowardsHaHcompleteHmapHofHtheHhumanHlongHnonUcodingHR pHtranscriptomeVHNaturedReviewsd
GeneticsTH2018THYhTHdbdUdcg 30.1 248

214 sataHResourcesHforHwumanHuunctionalHvenomicsVHCurrentdOpiniondindSystemsdBiologyTH2017THYTHfdUfh 3.2 2

213 siscoveryHofHrancerHsriverH‘ongH oncodingHR psHacrossHYYYaHTumourHvenomesiH ewHrandidatesH
andHsistinguishingHueaturesVHScientificdReportsTH2017THfTHcYdcc 4.9 58

212 romparativeHtranscriptomicsHinHhumanHandHmouseVHNaturedReviewsdGeneticsTH2017THYgTHcadUccX 30.1 99

211 ‘ncpT‘pSHdatabaseHforHsubcellularHlocalizationHofHlongHnoncodingHR psVHRnaTH2017THabTHYXgXUYXgf 5.8 140

210 veneticHeffectsHonHgeneHexpressionHacrossHhumanHtissuesVHNatureTH2017THddXTHaXcUaYb 50.4 2086

209 ScalableHsesignHofHεairedHrRxSεRHvuideHR psHforHvenomicHseletionVHPLoSdComputationaldBiologyTH
2017THYbTHeYXXdbcY 5 44

208 wighUthroughputHannotationHofHfullUlengthHlongHnoncodingHR psHwithHcaptureHlongUreadH
sequencingVHNaturedGeneticsTH2017THchTHYfbYUYfcX 36.3 140

207 rhimεipeiHaccurateHdetectionHofHfusionHgenesHandHtranscriptionUinducedHchimerasHfromHR pUseqH
dataVHBMCdGenomicsTH2017THYgTHf 4.5 19

206 venomicHhistoryHofHtheHoriginHandHdomesticationHofHcommonHbeanHunveilsHitsHclosestHsisterHspeciesVH
GenomedBiologyTH2017THYgTHeX 18.3 79

(2017-2018)
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205 qrainHTranscriptomeHSequencingHofHaH aturalH’odelHofHplzheimerOsHsiseaseVHFrontiersdindAgingd
NeuroscienceTH2017THhTHec 5.3 8

204 romputationalHidentificationHofHtheHselenocysteineHtR pHPtR pSecQHinHgenomesVHPLoSd
ComputationaldBiologyTH2017THYbTHeYXXdbgb 5 34

203 ‘okiarchaeotaH’arksHtheHTransitionHbetweenHtheHprchaealHandHtukaryoticHSelenocysteineHtncodingH
SystemsVHMoleculardBiologydanddEvolutionTH2016THbbTHaccYUdb 8.3 31

202 txtensionHofHhumanHlncR pHtranscriptsHbyHRprtHcoupledHwithHlongUreadHhighUthroughputH
sequencingHPRprtUSeqQVHNaturedCommunicationsTH2016THfTHYabbh 17.4 47

201 SelenoproteinHveneH omenclatureVHJournaldofdBiologicaldChemistryTH2016THahYTHacXbeUacXcX 5.4 147

200 TheHpllelicH‘andscapeHofHwumanHqloodHrellHTraitHVariationHandH‘inksHtoHrommonHromplexHsiseaseVH
CellTH2016THYefTHYcYdUYcahVeYh 56.2 637

199 TheHxnternationalHwumanHtpigenomeHronsortiumiHpHqlueprintHforHScientificHrollaborationHandH
siscoveryVHCellTH2016THYefTHYYcdUYYch 56.2 232

198 veneticHsriversHofHtpigeneticHandHTranscriptionalHVariationHinHwumanHxmmuneHrellsVHCellTH2016THYefTHYbhgUYcYcVeac56.2 339

197 SequenceHvariationHbetweenHceaHhumanHindividualsHfineUtunesHfunctionalHsitesHofHR pHprocessingVH
ScientificdReportsTH2016THeTHbacXe 4.9 21

196 WholeHgenomeHsequencingHofHturbotHPScophthalmusHmaximusjHεleuronectiformesQiHaHfishHadaptedH
toHdemersalHlifeVHDNAdResearchTH2016THabTHYgYUha 4.5 103

195 SpatiotemporalHrontrolHofHuorkheadHqindingHtoHs pHRegulatesHtheH’eioticHveneHtxpressionH
εrogramVHCelldReportsTH2016THYcTHggdUghd 10.6 8

194 xdentificationHofHaHseleniumUdependentHglutathioneHperoxidaseHinHtheHbloodUsuckingHinsectH
RhodniusHprolixusVHInsectdBiochemistrydanddMoleculardBiologyTH2016THehTHYXdUYc 4.5 7

193 tvolutionHofHSelenophosphateHSynthetaseH2016THgdUhh

192 veneUspecificHpatternsHofHexpressionHvariationHacrossHorgansHandHspeciesVHGenomedBiologyTH2016THYfTHYdY18.3 44

191 wumanHselenoproteinHεHandHSHvariantHmR psHwithHdifferentHnumbersHofHStrxSHelementsHandH
inferencesHfromHmutantHmiceHofHtheHrolesHofHmultipleHStrxSHelementsVHOpendBiologyTH2016THeTH 7 10

190 txtremeHgenomicHerosionHafterHrecurrentHdemographicHbottlenecksHinHtheHhighlyHendangeredH
xberianHlynxVHGenomedBiologyTH2016THYfTHadY 18.3 85

189 venomeHandHtranscriptomeHanalysisHofHtheH’esoamericanHcommonHbeanHandHtheHroleHofHgeneH
duplicationsHinHestablishingHtissueHandHtemporalHspecializationHofHgenesVHGenomedBiologyTH2016THYfTHba 18.3 124

188 rytoplasmicHlongHnoncodingHR psHareHfrequentlyHboundHtoHandHdegradedHatHribosomesHinHhumanH
cellsVHRnaTH2016THaaTHgefUga 5.8 132
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187 RoleHofHsixHsingleHnucleotideHpolymorphismsTHriskHfactorsHinHcoronaryHdiseaseTHinH·‘RYHalternativeH
splicingVHRnaTH2015THaYTHYYgfUaXa 5.8 12

186 TheHgenomesHofHtwoHkeyHbumblebeeHspeciesHwithHprimitiveHeusocialHorganizationVHGenomedBiologyTH
2015THYeTHfe 18.3 229

185 wumanHgenomicsVHTheHhumanHtranscriptomeHacrossHtissuesHandHindividualsVHScienceTH2015THbcgTHeeXUd 33.3 833

184 wumanHgenomicsVHTheHvenotypeUTissueHtxpressionHPvTtxQHpilotHanalysisiHmultitissueHgeneH
regulationHinHhumansVHScienceTH2015THbcgTHecgUeX 33.3 3242

183 wumanHgenomicsVHtffectHofHpredictedHproteinUtruncatingHgeneticHvariantsHonHtheHhumanH
transcriptomeVHScienceTH2015THbcgTHeeeUh 33.3 170

182 ’olecularHsignaturesHofHplasticHphenotypesHinHtwoHeusocialHinsectHspeciesHwithHsimpleHsocietiesVH
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2015THYYaTHYbhfXUd 11.5 127

181
rpR’t THaHhumanHsuperHenhancerUassociatedHlongHnoncodingHR pHcontrollingHcardiacH
specificationTHdifferentiationHandHhomeostasisVHJournaldofdMoleculardanddCellulardCardiologyTH2015TH
ghTHhgUYYa

5.8 173

180 pbsenceHofHcanonicalHmarksHofHactiveHchromatinHinHdevelopmentallyHregulatedHgenesVHNatured
GeneticsTH2015THcfTHYYdgUYYef 36.3 58

179 tvolutionHofHselenophosphateHsynthetasesiHemergenceHandHrelocationHofHfunctionHthroughH
independentHduplicationsHandHrecurrentHsubfunctionalizationVHGenomedResearchTH2015THadTHYadeUef 9.7 39

178 venomeUwideHprofilingHofHtheHcardiacHtranscriptomeHafterHmyocardialHinfarctionHidentifiesHnovelH
heartUspecificHlongHnonUcodingHR psVHEuropeandHeartdJournalTH2015THbeTHbdbUega 9.5 199

177 strz·iHSingleUoligoTHdualUrRxSεRHdeletionHofHgenomicHelementsHincludingHlongHnonUcodingHR psVH
BMCdGenomicsTH2015THYeTHgce 4.5 63

176 εromoterUlikeHepigeneticHsignaturesHinHexonsHdisplayingHcellHtypeUspecificHsplicingVHGenomedBiologyTH
2015THYeTHabe 18.3 23

175 romparisonHofHvt r·stHandHRefSeqHgeneHannotationHandHtheHimpactHofHreferenceHgenesetHonH
variantHeffectHpredictionVHBMCdGenomicsTH2015THYeHSupplHgTHSa 4.5 53

174 venomicHanalysisHofHaHmigratoryHdivideHrevealsHcandidateHgenesHforHmigrationHandHimplicatesH
selectiveHsweepsHinHgeneratingHislandsHofHdifferentiationVHMoleculardEcologyTH2015THacTHYgfbUgg 5.7 77

173
venomeHofHRhodniusHprolixusTHanHinsectHvectorHofHrhagasHdiseaseTHrevealsHuniqueHadaptationsHtoH
hematophagyHandHparasiteHinfectionVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaTH2015THYYaTHYchbeUcY

11.5 220

172 R pVHεrescribingHsplicingVHScienceTH2015THbcfTHYacUd 33.3 8

171 tnhancedHtranscriptomeHmapsHfromHmultipleHmouseHtissuesHrevealHevolutionaryHconstraintHinHgeneH
expressionVHNaturedCommunicationsTH2015THeTHdhXb 17.4 56

170 uindingHtheHmissingHhoneyHbeeHgenesiHlessonsHlearnedHfromHaHgenomeHupgradeVHBMCdGenomicsTH
2014THYdTHge 4.5 284

(2014-2015)
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169 somainsHofHgenomeUwideHgeneHexpressionHdysregulationHinHsownOsHsyndromeVHNatureTH2014THdXgTHbcdUdX50.4 195

168 TranscriptomeHcharacterizationHbyHR pHsequencingHidentifiesHaHmajorHmolecularHandHclinicalH
subdivisionHinHchronicHlymphocyticHleukemiaVHGenomedResearchTH2014THacTHaYaUae 9.7 143

167 pHcomparativeHencyclopediaHofHs pHelementsHinHtheHmouseHgenomeVHNatureTH2014THdYdTHbddUec 50.4 1026

166 TranscriptionalHSignaturesHofHViralHrontrolHinHwxVUYHxnfectedHSouthHpfricanHWomenVHAIDSdResearchd
anddHumandRetrovirusesTH2014THbXTHpecUpec 1.6 1

165 TheHRxs‘HhypothesisiHtransposableHelementsHasHfunctionalHdomainsHofHlongHnoncodingHR psVHRnaTH
2014THaXTHhdhUfe 5.8 183

164 romparativeHanalysisHofHtheHtranscriptomeHacrossHdistantHspeciesVHNatureTH2014THdYaTHccdUg 50.4 207

163
ReplyHtoHqrunetHandHsoolittleiHqothHselectedHeffectHandHcausalHroleHelementsHcanHinfluenceHhumanH
biologyHandHdiseaseVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmerica
TH2014THYYYTHtbbee

11.5 22

162 TranscriptionalHdiversityHduringHlineageHcommitmentHofHhumanHbloodHprogenitorsVHScienceTH2014TH
bcdTHYadYXbb 33.3 187

161 sefiningHfunctionalHs pHelementsHinHtheHhumanHgenomeVHProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaTH2014THYYYTHeYbYUg 11.5 490

160 TheHfirstHmyriapodHgenomeHsequenceHrevealsHconservativeHarthropodHgeneHcontentHandHgenomeH
organisationHinHtheHcentipedeHStrigamiaHmaritimaVHPLoSdBiologyTH2014THYaTHeYXXaXXd 9.7 182

159 xdentificationHofHgeneticHvariantsHassociatedHwithHalternativeHsplicingHusingHsQT‘seekeRVHNatured
CommunicationsTH2014THdTHcehg 17.4 77

158 SelenosqHaVXiHannotationHofHselenoproteinHgenesHinHanimalsHandHtheirHgeneticHdiversityHinHhumansVH
NucleicdAcidsdResearchTH2014THcaTHscbfUcb 20.1 30

157 TranscriptomeHanalysesHofHprimitivelyHeusocialHwaspsHrevealHnovelHinsightsHintoHtheHevolutionHofH
socialityHandHtheHoriginHofHalternativeHphenotypesVHGenomedBiologyTH2013THYcTHRaX 18.3 114

156 pssessmentHofHtranscriptHreconstructionHmethodsHforHR pUseqVHNaturedMethodsTH2013THYXTHYYffUgc 21.6 477

155 SystematicHevaluationHofHsplicedHalignmentHprogramsHforHR pUseqHdataVHNaturedMethodsTH2013THYXTHYYgdUhY21.6 371

154 ReproducibilityHofHhighUthroughputHmR pHandHsmallHR pHsequencingHacrossHlaboratoriesVHNatured
BiotechnologyTH2013THbYTHYXYdUaa 44.5 187

153 TranscriptomeHandHgenomeHsequencingHuncoversHfunctionalHvariationHinHhumansVHNatureTH2013THdXYTHdXeUYY50.4 1323

152 TheHrodingHandHtheH onUcodingHTranscriptomeH2013THafUcY 2
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151 rεtqYHcoordinatesHalternativeHbOUUTRHformationHwithHtranslationalHregulationVHNatureTH2013THchdTHYaYUd 50.4 113

150 StrxSearchbHandHSeblastianiHnewHtoolsHforHpredictionHofHStrxSHelementsHandHselenoproteinsVHNucleicd
AcidsdResearchTH2013THcYTHeYch 20.1 66

149 pSεicUvenexsiHaHlightweightHpipelineHforHgeneHpredictionHandHalternativeHisoformsHdetectionVH
BioMeddResearchdInternationalTH2013THaXYbTHdXagaf 3 6

148 vrapeHR pUSeqHanalysisHpipelineHenvironmentVHBioinformaticsTH2013THahTHeYcUaY 7.2 23

147 UnravellingHtheHhiddenHs pHstructuralWphysicalHcodeHprovidesHnovelHinsightsHonHpromoterHlocationVH
NucleicdAcidsdResearchTH2013THcYTHfaaXUbX 20.1 11

146 TopoisomeraseHxxHregulatesHyeastHgenesHwithHsingularHchromatinHarchitecturesVHNucleicdAcidsd
ResearchTH2013THcYTHhacbUde 20.1 10

145 xntronUcentricHestimationHofHalternativeHsplicingHfromHR pUseqHdataVHBioinformaticsTH2013THahTHafbUc 7.2 56

144 TheHvenotypeUTissueHtxpressionHPvTtxQHprojectVHNaturedGeneticsTH2013THcdTHdgXUd 36.3 4179

143 pnalysisHofHR pHTranscriptsHbyHwighUThroughputHR pHSequencingH2012THdccUddc 1

142 pnHintegratedHencyclopediaHofHs pHelementsHinHtheHhumanHgenomeVHNatureTH2012THcghTHdfUfc 50.4 11449

141 vt r·stiHtheHreferenceHhumanHgenomeHannotationHforHTheHt r·stHεrojectVHGenomedResearchTH
2012THaaTHYfeXUfc 9.7 3142

140 seepHsequencingHofHsubcellularHR pHfractionsHshowsHsplicingHtoHbeHpredominantlyH
coUtranscriptionalHinHtheHhumanHgenomeHbutHinefficientHforHlncR psVHGenomedResearchTH2012THaaTHYeYeUad9.7 317

139 rhimerasHtakingHshapeiHpotentialHfunctionsHofHproteinsHencodedHbyHchimericHR pHtranscriptsVH
GenomedResearchTH2012THaaTHYabYUca 9.7 101

138 TheHvt r·stHvfHcatalogHofHhumanHlongHnoncodingHR psiHanalysisHofHtheirHgeneHstructureTH
evolutionTHandHexpressionVHGenomedResearchTH2012THaaTHYffdUgh 9.7 3408

137 ’odelingHgeneHexpressionHusingHchromatinHfeaturesHinHvariousHcellularHcontextsVHGenomedBiologyTH
2012THYbTHRdb 18.3 182

136 TheHvt’HmapperiHfastTHaccurateHandHversatileHalignmentHbyHfiltrationVHNaturedMethodsTH2012THhTHYYgdUg 21.6 382

135 rompositionHandHevolutionHofHtheHvertebrateHandHmammalianHselenoproteomesVHPLoSdONETH2012THfTHebbXee3.7 172

134 UnderstandingHtranscriptionalHregulationHbyHintegrativeHanalysisHofHtranscriptionHfactorHbindingH
dataVHGenomedResearchTH2012THaaTHYedgUef 9.7 133

(2012-2013)
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133 TheHtomatoHgenomeHsequenceHprovidesHinsightsHintoHfleshyHfruitHevolutionVHNatureTH2012THcgdTHebdUcY 50.4 2138

132 ‘andscapeHofHtranscriptionHinHhumanHcellsVHNatureTH2012THcghTHYXYUg 50.4 3544

131 tvidenceHforHtranscriptHnetworksHcomposedHofHchimericHR psHinHhumanHcellsVHPLoSdONETH2012THfTHeagaYb3.7 51

130 q‘UtεRx THtoHdecodeHtheHepigeneticHsignatureHwrittenHinHbloodVHNaturedBiotechnologyTH2012THbXTHaacUe 44.5 261

129 TheHgenomeHofHmelonHPrucumisHmeloH‘VQVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthed
UniteddStatesdofdAmericaTH2012THYXhTHYYgfaUf 11.5 462

128 tstimationHofHalternativeHsplicingHvariabilityHinHhumanHpopulationsVHGenomedResearchTH2012THaaTHdagUbg 9.7 49

127 SεxniHmodelHselectionHforHphylogeneticHmixturesHviaHlinearHinvariantsVHMoleculardBiologydandd
EvolutionTH2012THahTHhahUbf 8.3 11

126 rombiningHRTUεrRUseqHandHR pUseqHtoHcatalogHallHgenicHelementsHencodedHinHtheHhumanHgenomeVH
GenomedResearchTH2012THaaTHYehgUfYX 9.7 44

125 ’odellingHandHsimulatingHgenericHR pUSeqHexperimentsHwithHtheHfluxHsimulatorVHNucleicdAcidsd
ResearchTH2012THcXTHYXXfbUgb 20.1 200

124 pnHencyclopediaHofHmouseHs pHelementsHP’ouseHt r·stQVHGenomedBiologyTH2012THYbTHcYg 18.3 340

123 uastHcomputationHandHapplicationsHofHgenomeHmappabilityVHPLoSdONETH2012THfTHebXbff 3.7 357

122 TheH‘ongH onUrodingHR psiHpH ewHPεQlayerHinHtheHJsarkH’atterJVHFrontiersdindGeneticsTH2011THaTHYXf 4.5 88

121 pHromparisonHofHRandomHSequenceHReadsHVersusHYeSHrs pHSequencesHforHtstimatingHtheH
qiodiversityHofHaH’etagenomicHSampleH2011THYebUYeh

120 venomeUwideHrTruHdistributionHinHvertebratesHdefinesHequivalentHsitesHthatHaidHtheHidentificationHofH
diseaseUassociatedHgenesVHNaturedStructuraldanddMoleculardBiologyTH2011THYgTHfXgUYc 17.6 77

119 ReviewHofHâ��rapUanalysisHgeneHexpressionâ��VHBioEssaysTH2011THbbTHabbUabc 4.1

118 WholeUgenomeHsequencingHidentifiesHrecurrentHmutationsHinHchronicHlymphocyticHleukaemiaVHNature
TH2011THcfdTHYXYUd 50.4 1206

117 TheHoriginsTHevolutionTHandHfunctionalHpotentialHofHalternativeHsplicingHinHvertebratesVHMoleculard
BiologydanddEvolutionTH2011THagTHahchUdh 8.3 55

116 TranscriptomeHgeneticsHusingHsecondHgenerationHsequencingHinHaHraucasianHpopulationVHNatureTH
2010THcecTHffbUf 50.4 678

RoderictGuigo
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115 xnternationalHnetworkHofHcancerHgenomeHprojectsVHNatureTH2010THcecTHhhbUg 50.4 1613

114 ReshapingHtheHgutHmicrobiomeHwithHbacterialHtransplantationHandHantibioticHintakeVHGenomed
ResearchTH2010THaXTHYcYYUh 9.7 235

113 venomeHsequenceHofHtheHpeaHaphidHpcyrthosiphonHpisumVHPLoSdBiologyTH2010THgTHeYXXXbYb 9.7 732

112 uromHchromatinHtoHsplicingiHR pUprocessingHasHaHtotalHartworkVHEpigeneticsTH2010THdTHYgXUc 5.7 22

111
xnsightsHintoHevolutionHofHmulticellularHfungiHfromHtheHassembledHchromosomesHofHtheHmushroomH
roprinopsisHcinereaHProprinusHcinereusQVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthed
UniteddStatesdofdAmericaTH2010THYXfTHYYgghUhc

11.5 322

110 ‘ongHnoncodingHR psHwithHenhancerUlikeHfunctionHinHhumanHcellsVHCellTH2010THYcbTHceUdg 56.2 1422

109 ‘ongHnoncodingHR psHasHenhancersHofHgeneHexpressionVHColddSpringdHarbordSymposiadond
QuantitativedBiologyTH2010THfdTHbadUbY 3.9 44

108 SequencingHofHrulexHquinquefasciatusHestablishesHaHplatformHforHmosquitoHcomparativeHgenomicsVH
ScienceTH2010THbbXTHgeUg 33.3 352

107 StructuralHconstraintsHrevealedHinHconsistentHnucleosomeHpositionsHinHtheHgenomeHofHSVHcerevisiaeVH
EpigeneticsdanddChromatinTH2010THbTHaX 5.8 14

106 uunctionalHtargetsHofHtheHmonogenicHdiabetesHtranscriptionHfactorsHw uUYalphaHandHw uUcalphaHareH
highlyHconservedHbetweenHmiceHandHhumansVHDiabetesTH2009THdgTHYacdUdb 0.9 20

105 wnfYalphaHP’·sYbQHcontrolsHtissueUspecificHtranscriptionalHprogramsHandHexertsHopposedHeffectsH
onHcellHgrowthHinHpancreaticHisletsHandHliverVHMoleculardanddCellulardBiologyTH2009THahTHahcdUdh 4.8 92

104 StrxSalnTHaHwebUbasedHtoolHforHtheHcreationHofHstructureUbasedHalignmentsHofHeukaryoticHStrxSH
elementsVHBioinformaticsTH2009THadTHefcUd 7.2 32

103 ‘owHexchangeabilityHofHselenocysteineTHtheHaYstHaminoHacidTHinHvertebrateHproteinsVHMoleculard
BiologydanddEvolutionTH2009THaeTHaXbYUcX 8.3 33

102 pHshortHmotifHinHsrosophilaHStrxSHqindingHεroteinHaHprovidesHdifferentialHbindingHaffinityHtoHStrxSH
R pHhairpinsVHNucleicdAcidsdResearchTH2009THbfTHaYaeUcY 20.1 39

101 rR·riHfindingHchromosomalHclustersHinHeukaryoticHgenomesVHBioinformaticsTH2009THadTHYddaUb 7.2 19

100 VariationHinHnovelHexonsHPRprtfragsQHofHtheH’trεaHgeneHinHRettHsyndromeHpatientsHandHcontrolsVH
HumandMutationTH2009THbXTHtgeeUfh 4.7 1

99  ucleosomeHpositioningHasHaHdeterminantHofHexonHrecognitionVHNaturedStructuraldanddMoleculard
BiologyTH2009THYeTHhheUYXXY 17.6 337

98 TheHhistoneHvariantHmacrowapHisHanHepigeneticHregulatorHofHkeyHdevelopmentalHgenesVHNatured
StructuraldanddMoleculardBiologyTH2009THYeTHYXfcUh 17.6 148

(2009-2010)
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97 TheHgenomeHsequenceHofHtaurineHcattleiHaHwindowHtoHruminantHbiologyHandHevolutionVHScienceTH2009TH
bacTHdaaUg 33.3 863

96 pSTsiHTheHplternativeHSplicingHandHTranscriptHsiversityHdatabaseVHGenomicsTH2009THhbTHaYbUaX 4.3 80

95 TheHhumanHrseHgeneHisHtranscriptionallyHregulatedHbyHRU XHandHttsHtranscriptionHfactorsHinHTHcellsVH
MoleculardImmunologyTH2009THceTHaaaeUbd 4.3 14

94 xdentifyingHproteinUcodingHgenesHinHgenomicHsequencesVHGenomedBiologyTH2009THYXTHaXY 18.3 58

93 pHSnapshotHofHtheHtmergingHTomatoHvenomeHSequenceVHPlantdGenomeTH2009THaTH 4.4 62

92 S εHandHhaplotypeHmappingHforHgeneticHanalysisHinHtheHratVHNaturedGeneticsTH2008THcXTHdeXUe 36.3 150

91 tfficientHtargetedHtranscriptHdiscoveryHviaHarrayUbasedHnormalizationHofHRprtHlibrariesVHNatured
MethodsTH2008THdTHeahUbd 21.6 35

90 pHcombinatorialHcodeHforHrεtUmediatedHtranslationalHcontrolVHCellTH2008THYbaTHcbcUcg 56.2 279

89 ronservedHchromosomalHclusteringHofHgenesHgovernedHbyHchromatinHregulatorsHinHsrosophilaVH
GenomedBiologyTH2008THhTHRYbc 18.3 15

88 pHcomparisonHofHrandomHsequenceHreadsHversusHYeSHrs pHsequencesHforHestimatingHtheH
biodiversityHofHaHmetagenomicHlibraryVHNucleicdAcidsdResearchTH2008THbeTHdYgXUg 20.1 60

87 pHgeneralHdefinitionHandHnomenclatureHforHalternativeHsplicingHeventsVHPLoSdComputationaldBiologyTH
2008THcTHeYXXXYcf 5 165

86 SelenosqHYVXHiHaHdatabaseHofHselenoproteinHgenesTHproteinsHandHStrxSHelementsVHNucleicdAcidsd
ResearchTH2008THbeTHsbbaUg 20.1 50

85 xnteroperabilityHwithH’obyHYVXUUitOsHbetterHthanHsharingHyourHtoothbrushIVHBriefingsdindBioinformaticsTH
2008THhTHaaXUbY 13.4 73

84 RelaxationHofHselectiveHconstraintsHcausesHindependentHselenoproteinHextinctionHinHinsectHgenomesVH
PLoSdONETH2008THbTHeaheg 3.7 56

83 qubblesiHplternativeHSplicingHtventsHofHprbitraryHsimensionHinHSplicingHvraphsH2008THbfaUbhd 5

82 txactHTranscriptomeHReconstructionHfromHShortHSequenceHReadsVHLecturedNotesdindComputerdScience
TH2008THdXUeb 0.9 34

81 xdentificationHandHanalysisHofHfunctionalHelementsHinHYMHofHtheHhumanHgenomeHbyHtheHt r·stHpilotH
projectVHNatureTH2007THccfTHfhhUgYe 50.4 4121

80 tvolutionHofHgenesHandHgenomesHonHtheHsrosophilaHphylogenyVHNatureTH2007THcdXTHaXbUYg 50.4 1586
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79 ’ultipleHnonUcollinearHTuUmapHalignmentsHofHpromoterHregionsVHBMCdBioinformaticsTH2007THgTHYbg 3.6 6

78 xslandsHofHeuchromatinUlikeHsequenceHandHexpressedHpolymorphicHsequencesHwithinHtheHshortHarmH
ofHhumanHchromosomeHaYVHGenomedResearchTH2007THYfTHYehXUe 9.7 21

77 εrominentHuseHofHdistalHdOHtranscriptionHstartHsitesHandHdiscoveryHofHaHlargeHnumberHofHadditionalH
exonsHinHt r·stHregionsVHGenomedResearchTH2007THYfTHfceUdh 9.7 156

76 TheHspRTHclassificationHofHunannotatedHtranscriptionHwithinHtheHt r·stHregionsiHassociatingH
transcriptionHwithHknownHandHnovelHlociVHGenomedResearchTH2007THYfTHfbaUcd 9.7 21

75 StructuredHR psHinHtheHt r·stHselectedHregionsHofHtheHhumanHgenomeVHGenomedResearchTH2007TH
YfTHgdaUec 9.7 131

74 εseudogenesHinHtheHt r·stHregionsiHconsensusHannotationTHanalysisHofHtranscriptionTHandH
evolutionVHGenomedResearchTH2007THYfTHgbhUdY 9.7 158

73 xmprovingHgeneHannotationHusingHpeptideHmassHspectrometryVHGenomedResearchTH2007THYfTHabYUh 9.7 144

72 TheHimplicationsHofHalternativeHsplicingHinHtheHt r·stHproteinHcomplementVHProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2007THYXcTHdchdUdXX 11.5 177

71 UsingHgeneidHtoHidentifyHgenesVHCurrentdProtocolsdindBioinformaticsTH2007THrhapterHcTHUnitHcVb 24.2 133

70 qio’obyHwebHservicesHtoHsupportHclusteringHofHcoUregulatedHgenesHbasedHonHsimilarityHofHpromoterH
configurationsVHBioinformaticsTH2007THabTHYgbYUb 7.2 12

69 pqSiHaHdatabaseHofHpnnotatedHregulatoryHqindingHSitesHfromHorthologousHpromotersVHNucleicdAcidsd
ResearchTH2006THbcTHsebUf 20.1 51

68 TranscriptionHfactorHmapHalignmentHofHpromoterHregionsVHPLoSdComputationaldBiologyTH2006THaTHech 5 46

67 tvpSεiHxntroductionVHGenomedBiologyTH2006THfHSupplHYTHSYVYUb 18.3 15

66 vt r·stiHproducingHaHreferenceHannotationHforHt r·stVHGenomedBiologyTH2006THfHSupplHYTHScVYUh 18.3 434

65 tvpSεiHtheHhumanHt r·stHvenomeHpnnotationHpssessmentHεrojectVHGenomedBiologyTH2006THfH
SupplHYTHSaVYUbY 18.3 187

64 ’utationHpatternsHofHaminoHacidHtandemHrepeatsHinHtheHhumanHproteomeVHGenomedBiologyTH2006THfTHRbb 18.3 20

63 UnweavingHtheHmeaningsHofHmessengerHR pHsequencesVHMoleculardCellTH2006THabTHYdXUY 17.6 4

62 vlobalHtrendsHofHwholeUgenomeHduplicationsHrevealedHbyHtheHciliateHεarameciumHtetraureliaVHNature
TH2006THcccTHYfYUg 50.4 633

(2006-2007)
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61 TandemHchimerismHasHaHmeansHtoHincreaseHproteinHcomplexityHinHtheHhumanHgenomeVHGenomed
ResearchTH2006THYeTHbfUcc 9.7 157

60  ematodeHselenoproteomeiHtheHuseHofHtheHselenocysteineHinsertionHsystemHtoHdecodeHoneHcodonHinH
anHanimalHgenomenVHNucleicdAcidsdResearchTH2005THbbTHaaafUbg 20.1 70

59 romparativeHgeneHfindingHinHchickenHindicatesHthatHweHareHclosingHinHonHtheHsetHofHmultiUexonicH
widelyHexpressedHhumanHgenesVHNucleicdAcidsdResearchTH2005THbbTHYhbdUh 20.1 10

58 RegulationHofHuasHalternativeHsplicingHbyHantagonisticHeffectsHofHTxpUYHandHεTqHonHexonHdefinitionVH
MoleculardCellTH2005THYhTHcfdUgc 17.6 272

57 preHsplicingHmutationsHtheHmostHfrequentHcauseHofHhereditaryHdiseasenVHFEBSdLettersTH2005THdfhTHYhXXUb 3.8 260

56 tvpSεiHcollaborationHthroughHcompetitionHtoHfindHhumanHgenesVHNaturedMethodsTH2005THaTHdfdUf 21.6 26

55 veneHfindingHinHtheHchickenHgenomeVHBMCdBioinformaticsTH2005THeTHYbY 3.6 26

54 veneHorganizationHfeaturesHinHpWTUrichHorganismsVHJournaldofdMoleculardEvolutionTH2005THeXTHhXUg 3.1 22

53 trrqWyqxHaXXdVHBioinformaticsTH2005THaYTHiiYUiia 7.2 3

52
siversityHandHfunctionalHplasticityHofHeukaryoticHselenoproteinsiHidentificationHandHcharacterizationH
ofHtheHSelyHfamilyVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH
2005THYXaTHYeYggUhb

11.5 85

51 romparisonHofHspliceHsitesHinHmammalsHandHchickenVHGenomedResearchTH2005THYdTHYYYUh 9.7 64

50 romparativeHanalysisHofHaminoHacidHrepeatsHinHrodentsHandHhumansVHGenomedResearchTH2004THYcTHdchUdc 9.7 121

49 SpliceHsiteHidentificationHbyHidlq sVHBioinformaticsTH2004THaXHSupplHYTHiehUfe 7.2 34

48 ReconsideringHtheHevolutionHofHeukaryoticHselenoproteinsiHaHnovelHnonmammalianHfamilyHwithH
scatteredHphylogeneticHdistributionVHEMBOdReportsTH2004THdTHfYUf 6.5 94

47 venomeHsequenceHofHtheHqrownH orwayHratHyieldsHinsightsHintoHmammalianHevolutionVHNatureTH2004
THcagTHchbUdaY 50.4 1689

46 venomeHduplicationHinHtheHteleostHfishHTetraodonHnigroviridisHrevealsHtheHearlyHvertebrateH
protoUkaryotypeVHNatureTH2004THcbYTHhceUdf 50.4 1543

45 SequenceHandHcomparativeHanalysisHofHtheHchickenHgenomeHprovideHuniqueHperspectivesHonH
vertebrateHevolutionVHNatureTH2004THcbaTHehdUfYe 50.4 2143

44 RecentHadvancesHinHgeneHstructureHpredictionVHCurrentdOpiniondindStructuraldBiologyTH2004THYcTHaecUfa 8.1 97
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43 rlusteringHofHgenesHcodingHforHs pHbindingHproteinsHinHaHregionHofHatypicalHevolutionHofHtheHhumanH
genomeVHJournaldofdMoleculardEvolutionTH2004THdhTHfaUh 3.1 11

42 RecentHadvancesHinHgeneHstructureHpredictionVHCurrentdOpiniondindStructuraldBiologyTH2004THYcTHaecUaec 8.1

41
romparisonHofHmouseHandHhumanHgenomesHfollowedHbyHexperimentalHverificationHyieldsHanH
estimatedHYTXYhHadditionalHgenesVHProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaTH2003THYXXTHYYcXUd

11.5 95

40 TranscriptionalHnetworkHcontrolledHbyHtheHtrithoraxUgroupHgeneHashaHinHsrosophilaHmelanogasterVH
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaTH2003THYXXTHbahbUg 11.5 19

39 romparativeHgeneHpredictionHinHhumanHandHmouseVHGenomedResearchTH2003THYbTHYXgUYf 9.7 144

38 UsingHgeneidHtoHxdentifyHvenesVHCurrentdProtocolsdindBioinformaticsTH2003THXXTHcVbVY 24.2 31

37 rharacterizationHofHmammalianHselenoproteomesVHScienceTH2003THbXXTHYcbhUcb 33.3 1741

36 gffaaplotiHεlottingHsequenceHcomparisonsVHBioinformaticsTH2003THYhTHacffUh 7.2 7

35 SequenceHandHanalysisHofHchromosomeHaHofHsictyosteliumHdiscoideumVHNatureTH2002THcYgTHfhUgd 50.4 158

34 xnitialHsequencingHandHcomparativeHanalysisHofHtheHmouseHgenomeVHNatureTH2002THcaXTHdaXUea 50.4 5376

33 TheHgenomeHsequenceHofHtheHmalariaHmosquitoHpnophelesHgambiaeVHScienceTH2002THahgTHYahUch 33.3 1622

32 TheHsequenceHofHtheHhumanHgenomeVHScienceTH2001THahYTHYbXcUdY 33.3 10609

31 xnHsilicoHidentificationHofHnovelHselenoproteinsHinHtheHsrosophilaHmelanogasterHgenomeVHEMBOd
ReportsTH2001THaTHehfUfXa 6.5 102

30 txonHstructureHconservationHdespiteHlowHsequenceHsimilarityiHaHrelicHofHdramaticHeventsHinH
evolutionnVHEMBOdJournalTH2001THaXTHdbdcUeX 13 74

29 SvεUYiHpredictionHandHvalidationHofHhomologousHgenesHbasedHonHsequenceHalignmentsVHGenomed
ResearchTH2001THYYTHYdfcUgb 9.7 69

28 SequenceHSimilarityHqasedHveneHεredictionH2000THhdUYXe 1

27 pnHassessmentHofHgeneHpredictionHaccuracyHinHlargeHs pHsequencesVHGenomedResearchTH2000THYXTHYebYUca9.7 140

26 uusionHofHtheHhumanHgeneHforHtheHpolyubiquitinationHcoeffectorHUtVYHwithHzuaTHaHnewlyHidentifiedH
geneVHGenomedResearchTH2000THYXTHYfcbUde 9.7 73

(2000-2004)
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25 venexsHinHsrosophilaVHGenomedResearchTH2000THYXTHdYYUd 9.7 256

24 pssemblingHgenesHfromHpredictedHexonsHinHlinearHtimeHwithHdynamicHprogrammingVHJournaldofd
ComputationaldBiologyTH1998THdTHegYUfXa 1.7 63

23 romputationalHgeneHidentificationiHanHopenHproblemVHComputersdjdChemistryTH1997THaYTHaYdUaa 33

22 s pHrompositionTHrodonHUsageHandHtxonHεredictionH1997THdbUgX 11

21 tvaluationHofHgeneHstructureHpredictionHprogramsVHGenomicsTH1996THbcTHbdbUef 4.3 563

20 ReconstructionHofHancientHmolecularHphylogenyVHMoleculardPhylogeneticsdanddEvolutionTH1996THeTHYghUaYb4.1 178

19 sistinctiveHsequenceHfeaturesHinHproteinHcodingHgenicHnonUcodingTHandHintergenicHhumanHs pVH
JournaldofdMoleculardBiologyTH1995THadbTHdYUeX 6.5 41

18 tstimationHofHproteinHcodingHdensityHinHaHcorpusHofHs pHsequenceHdataVHNucleicdAcidsdResearchTH
1993THaYTHagbfUcc 20.1 9

17 εredictionHofHgeneHstructureVHJournaldofdMoleculardBiologyTH1992THaaeTHYcYUdf 6.5 258

16 putoimmuneHresponseHinHpxsSVHNatureTH1990THbcdTHae 50.4 53

15 pnHinteractiveHsupportHsoftwareHforHdesignHandHuseHofHsimulationHpackagesVHMathematicaldandd
ComputerdModellingTH1988THYYTHYaXdUYaXf

14 ronservedHlongUrangeHbaseHpairingsHareHassociatedHwithHpreUmR pHprocessingHofHhumanHgenes 1

13 siscoveryHofHrancerHsriverH‘ongH oncodingHR psHacrossHYYYaHTumourHvenomesiH ewHrandidatesH
andHsistinguishingHueatures 2

12 wighUthroughputHannotationHofHfullUlengthHlongHnoncodingHR psHwithHraptureH‘ongUReadHSequencing 3

11 ’odifiedHpenetranceHofHcodingHvariantsHbyHcisUregulatoryHvariationHshapesHhumanHtraits 4

10 xntronicHenhancersHregulateHtheHexpressionHofHgenesHinvolvedHinHtissueUspecificHfunctionsHandHhomeostasis 3

9 pHsystematicHsurveyHofHhumanHtissueUspecificHgeneHexpressionHandHsplicingHrevealsHnewH
opportunitiesHforHtherapeuticHtargetHidentificationHandHevaluation 12

8  earlyHallHnewHproteinUcodingHpredictionsHinHtheHrwtSSHdatabaseHareHnotHproteinUcoding 8
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7  ovelHautoregulatoryHcasesHofHalternativeHsplicingHcoupledHwithHnonsenseUmediatedHmR pHdecay 1

6 uunctionalHpnnotationHofHwumanH‘ongH onUrodingHR psHviaH’olecularHεhenotyping 6

5 ptlasHofHtranscriptionallyHactiveHtransposableHelementsHinHhumanHadultHtissues 3

4 TheHvTtxHronsortiumHatlasHofHgeneticHregulatoryHeffectsHacrossHhumanHtissues 81

3 rellHtypeHspecificHgeneticHregulationHofHgeneHexpressionHacrossHhumanHtissues 7

2 pHlimitedHsetHofHtranscriptionalHprogramsHdefineHmajorHcellHtypes 3

1 ‘ncpT‘pSHdatabaseHforHsubcellularHlocalisationHofHlongHnoncodingHR ps 1
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