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n Paper IF Citations

412 pnHintegratedHencyclopediaHofHsNpHelementsHinHtheHhumanHgenomeVHNatureTH2012THcghTHdfUfc 50.4 11449

411 xnitialHsequencingHandHcomparativeHanalysisHofHtheHmouseHgenomeVHNatureTH2002THcaXTHdaXUea 50.4 5376

410 xdentificationHandHanalysisHofHfunctionalHelementsHinHYMHofHtheHhumanHgenomeHbyHtheHtNrïstHpilotH
projectVHNatureTH2007THccfTHfhhUgYe 50.4 4121

409 –andscapeHofHtranscriptionHinHhumanHcellsVHNatureTH2012THcghTHYXYUg 50.4 3544

408 TheHvtNrïstHvfHcatalogHofHhumanHlongHnoncodingHRNpsiHanalysisHofHtheirHgeneHstructureTH
evolutionTHandHexpressionVHGenomeeResearchTH2012THaaTHYffdUgh 9.7 3408

407 TheHtranscriptionalHlandscapeHofHtheHmammalianHgenomeVHScienceTH2005THbXhTHYddhUeb 33.3 2807

406 pnHatlasHofHactiveHenhancersHacrossHhumanHcellHtypesHandHtissuesVHNatureTH2014THdXfTHcddUceY 50.4 1595

405  onitoringHtheHexpressionHprofilesHofHfXXXHprabidopsisHgenesHunderHdroughtTHcoldHandHhighUsalinityH
stressesHusingHaHfullUlengthHcsNpHmicroarrayVHPlanteJournalTH2002THbYTHafhUha 6.9 1501

404 venerationHandHinitialHanalysisHofHmoreHthanHYdTXXXHfullUlengthHhumanHandHmouseHcsNpHsequencesVH
ProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2002THhhTHYeghhUhXb 11.5 1457

403 xnsightsHintoHsocialHinsectsHfromHtheHgenomeHofHtheHhoneybeeHppisHmelliferaVHNatureTH2006THccbTHhbYUch 50.4 1414

402 pntisenseHtranscriptionHinHtheHmammalianHtranscriptomeVHScienceTH2005THbXhTHYdecUe 33.3 1354

401 pnalysisHofHtheHmouseHtranscriptomeHbasedHonHfunctionalHannotationHofHeXTffXHfullUlengthHcsNpsVH
NatureTH2002THcaXTHdebUfb 50.4 1350

400 pHpromoterUlevelHmammalianHexpressionHatlasVHNatureTH2014THdXfTHceaUfX 50.4 1301

399 pHuserOsHguideHtoHtheHencyclopediaHofHsNpHelementsHPtNrïstQVHPLoSeBiologyTH2011THhTHeYXXYXce 9.7 1060

398 venomeUwideHanalysisHofHmammalianHpromoterHarchitectureHandHevolutionVHNatureeGeneticsTH2006TH
bgTHeaeUbd 36.3 1021

397 TheHwumanHrellHptlasVHELifeTH2017THeTH 8.9 937

396  onitoringHtheHexpressionHpatternHofHYbXXHprabidopsisHgenesHunderHdroughtHandHcoldHstressesHbyH
usingHaHfullUlengthHcsNpHmicroarrayVHPlanteCellTH2001THYbTHeYUfa 11.6 910
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395 sirectHgenerationHofHfunctionalHdopaminergicHneuronsHfromHmouseHandHhumanHfibroblastsVHNatureTH
2011THcfeTHaacUf 50.4 784

394 tmpiricalHanalysisHofHtranscriptionalHactivityHinHtheHprabidopsisHgenomeVHScienceTH2003THbXaTHgcaUe 33.3 782

393 rollectionTHmappingTHandHannotationHofHoverHagTXXXHcsNpHclonesHfromHjaponicaHriceVHScienceTH2003TH
bXYTHbfeUh 33.3 772

392 –ongHnonUcodingHantisenseHRNpHcontrolsHUchlYHtranslationHthroughHanHembeddedHSxNtqaHrepeatVH
NatureTH2012THchYTHcdcUf 50.4 684

391 romprehensiveHanalysisHofHNprHfamilyHgenesHinHïryzaHsativaHandHprabidopsisHthalianaVHDNAe
ResearchTH2003THYXTHabhUcf 4.5 684

390 TheHregulatedHretrotransposonHtranscriptomeHofHmammalianHcellsVHNatureeGeneticsTH2009THcYTHdebUfY 36.3 601

389 uunctionalHannotationHofHaHfullUlengthHprabidopsisHcsNpHcollectionVHScienceTH2002THaheTHYcYUd 33.3 588

388 pnHatlasHofHhumanHlongHnonUcodingHRNpsHwithHaccurateHdOHendsVHNatureTH2017THdcbTHYhhUaXc 50.4 581

387 uunctionalHannotationHofHaHfullUlengthHmouseHcsNpHcollectionVHNatureTH2001THcXhTHegdUhX 50.4 560

386 pnHatlasHofHcombinatorialHtranscriptionalHregulationHinHmouseHandHmanVHCellTH2010THYcXTHfccUda 56.2 555

385
rapHanalysisHgeneHexpressionHforHhighUthroughputHanalysisHofHtranscriptionalHstartingHpointHandH
identificationHofHpromoterHusageVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitede
StateseofeAmericaTH2003THYXXTHYdffeUgY

11.5 554

384 SomaticHretrotranspositionHaltersHtheHgeneticHlandscapeHofHtheHhumanHbrainVHNatureTH2011THcfhTHdbcUf 50.4 519

383 vatewaysHtoHtheHupNTï dHpromoterHlevelHmammalianHexpressionHatlasVHGenomeeBiologyTH2015THYeTHaa 18.3 443

382 siversityHandHdynamicsHofHtheHsrosophilaHtranscriptomeVHNatureTH2014THdYaTHbhbUh 50.4 418

381 TheHstatusTHqualityTHandHexpansionHofHtheHNxwHfullUlengthHcsNpHprojectiHtheH ammalianHveneH
rollectionHP vrQVHGenomeeResearchTH2004THYcTHaYaYUf 9.7 404

380  ammalianHRNpHpolymeraseHxxHcoreHpromotersiHinsightsHfromHgenomeUwideHstudiesVHNatureeReviewse
GeneticsTH2007THgTHcacUbe 30.1 394

379 pHdraftHnetworkHofHligandUreceptorUmediatedHmulticellularHsignallingHinHhumanVHNaturee
CommunicationsTH2015THeTHfgee 17.4 393

378 TranscribedHenhancersHleadHwavesHofHcoordinatedHtranscriptionHinHtransitioningHmammalianHcellsVH
ScienceTH2015THbcfTHYXYXUc 33.3 384

(2015-2011)
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377 SiteUspecificHsxrtRHandHsRïSwpHRNpHproductsHcontrolHtheHsNpUdamageHresponseVHNatureTH2012TH
cggTHabYUd 50.4 380

376 TheHtranscriptionalHnetworkHthatHcontrolsHgrowthHarrestHandHdifferentiationHinHaHhumanHmyeloidH
leukemiaHcellHlineVHNatureeGeneticsTH2009THcYTHddbUea 36.3 356

375  onitoringHtheHexpressionHpatternHofHaroundHfTXXXHprabidopsisHgenesHunderHpqpHtreatmentsHusingH
aHfullUlengthHcsNpHmicroarrayVHFunctionaleandeIntegrativeeGenomicsTH2002THaTHagaUhY 3.8 353

374  etazoanHpromotersiHemergingHcharacteristicsHandHinsightsHintoHtranscriptionalHregulationVHNaturee
ReviewseGeneticsTH2012THYbTHabbUcd 30.1 347

373 rpvtiHcapHanalysisHofHgeneHexpressionVHNatureeMethodsTH2006THbTHaYYUaa 21.6 328

372 TheHrealityHofHpervasiveHtranscriptionVHPLoSeBiologyTH2011THhTHeYXXXeadjHdiscussionHeYXXYYXa 9.7 325

371 SmallHRNpsHderivedHfromHsnoRNpsVHRnaTH2009THYdTHYabbUcX 5.8 325

370 TinyHRNpsHassociatedHwithHtranscriptionHstartHsitesHinHanimalsVHNatureeGeneticsTH2009THcYTHdfaUg 36.3 302

369
romparativeHgenomicsHofHPhyscomitrellaHpatensHgametophyticHtranscriptomeHandHprabidopsisH
thalianaiHimplicationHforHlandHplantHevolutionVHProceedingseofetheeNationaleAcademyeofeScienceseofethee
UnitedeStateseofeAmericaTH2003THYXXTHgXXfUYa

11.5 301

368 tndogenousHretrotranspositionHactivatesHoncogenicHpathwaysHinHhepatocellularHcarcinomaVHCellTH
2013THYdbTHYXYUYY 56.2 291

367 pnHintegratedHexpressionHatlasHofHmiRNpsHandHtheirHpromotersHinHhumanHandHmouseVHNaturee
BiotechnologyTH2017THbdTHgfaUgfg 44.5 282

366 wighUefficiencyHfullUlengthHcsNpHcloningHbyHbiotinylatedHrpPHtrapperVHGenomicsTH1996THbfTHbafUbe 4.3 266

365 xntegrativeHannotationHofHaYTXbfHhumanHgenesHvalidatedHbyHfullUlengthHcsNpHclonesVHPLoSeBiologyTH
2004THaTHeYea 9.7 255

364 venomeUwideHanalysisHofHcancerWtestisHgeneHexpressionVHProceedingseofetheeNationaleAcademyeofe
ScienceseofetheeUnitedeStateseofeAmericaTH2008THYXdTHaXcaaUf 11.5 254

363 romplexH–ociHinHhumanHandHmouseHgenomesVHPLoSeGeneticsTH2006THaTHecf 6 246

362 wierarchicalHfoldingHandHreorganizationHofHchromosomesHareHlinkedHtoHtranscriptionalHchangesHinH
cellularHdifferentiationVHMoleculareSystemseBiologyTH2015THYYTHgda 12.2 229

361 widdenHlayersHofHhumanHsmallHRNpsVHBMCeGenomicsTH2008THhTHYdf 4.5 226

360 NormalizationHandHsubtractionHofHcapUtrapperUselectedHcsNpsHtoHprepareHfullUlengthHcsNpHlibrariesH
forHrapidHdiscoveryHofHnewHgenesVHGenomeeResearchTH2000THYXTHYeYfUbX 9.7 221
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359
ronservationHandHdivergenceHinHTollUlikeHreceptorHcUregulatedHgeneHexpressionHinHprimaryHhumanH
versusHmouseHmacrophagesVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofe
AmericaTH2012THYXhTHthccUdb

11.5 212

358
ThermostabilizationHandHthermoactivationHofHthermolabileHenzymesHbyHtrehaloseHandHitsHapplicationH
forHtheHsynthesisHofHfullHlengthHcsNpVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitede
StateseofeAmericaTH1998THhdTHdaXUc

11.5 205

357 seepHtranscriptomeHprofilingHofHmammalianHstemHcellsHsupportsHaHregulatoryHroleHforH
retrotransposonsHinHpluripotencyHmaintenanceVHNatureeGeneticsTH2014THceTHddgUee 36.3 203

356 UnexpectedHexpressionHofHalphaUHandHbetaUglobinHinHmesencephalicHdopaminergicHneuronsHandHglialH
cellsVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2009THYXeTHYdcdcUh11.5 193

355 pntisenseHtranscriptsHwithHupNTï aHcloneHsetHandHtheirHimplicationsHforHgeneHregulationVHGenomee
ResearchTH2003THYbTHYbacUbc 9.7 192

354 wighUefficiencyHcloningHofHprabidopsisHfullUlengthHcsNpHbyHbiotinylatedHrpPHtrapperVHPlanteJournalTH
1998THYdTHfXfUaX 6.9 189

353 dOHendUcenteredHexpressionHprofilingHusingHcapUanalysisHgeneHexpressionHandHnextUgenerationH
sequencingVHNatureeProtocolsTH2012THfTHdcaUeY 18.8 182

352
selineatingHdevelopmentalHandHmetabolicHpathwaysHinHvivoHbyHexpressionHprofilingHusingHtheHRxztNH
setHofHYgTgYeHfullUlengthHenrichedHmouseHcsNpHarraysVHProceedingseofetheeNationaleAcademyeofe
ScienceseofetheeUnitedeStateseofeAmericaTH2001THhgTHaYhhUaXc

11.5 182

351 rhromatinUassociatedHRNpHinterferenceHcomponentsHcontributeHtoHtranscriptionalHregulationHinH
srosophilaVHNatureTH2011THcgXTHbhYUd 50.4 180

350 pHcodeHforHtranscriptionHinitiationHinHmammalianHgenomesVHGenomeeResearchTH2008THYgTHYUYa 9.7 179

349 venomeUwideHanalysisHofHpromoterHarchitectureHinHsrosophilaHmelanogasterVHGenomeeResearchTH
2011THaYTHYgaUha 9.7 178

348
TranscriptomeHanalysisHofHtheHaphidHbacteriocyteTHtheHsymbioticHhostHcellHthatHharborsHanH
endocellularHmutualisticHbacteriumTHquchneraVHProceedingseofetheeNationaleAcademyeofeScienceseofe
theeUnitedeStateseofeAmericaTH2005THYXaTHdcffUga

11.5 168

347 TheHsrosophilaHgeneHcollectioniHidentificationHofHputativeHfullUlengthHcsNpsHforHfXMHofHsVH
melanogasterHgenesVHGenomeeResearchTH2002THYaTHYahcUbXX 9.7 167

346 rhromatinHsignaturesHandHretrotransposonHprofilingHinHmouseHembryosHrevealHregulationHofH–xNtUYH
byHRNpVHNatureeStructuraleandeMoleculareBiologyTH2013THaXTHbbaUg 17.6 160

345 TheHabundanceHofHshortHproteinsHinHtheHmammalianHproteomeVHPLoSeGeneticsTH2006THaTHeda 6 159

344
pHmolecularHneuroethologicalHapproachHforHidentifyingHandHcharacterizingHaHcascadeHofHbehaviorallyH
regulatedHgenesVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH
2006THYXbTHYdaYaUf

11.5 156

343 –ongHnonUcodingHRNpHmodifiesHchromatiniHepigeneticHsilencingHbyHlongHnonUcodingHRNpsVHBioEssaysTH
2011THbbTHgbXUh 4.1 148

342 xmpactHofHalternativeHinitiationTHsplicingTHandHterminationHonHtheHdiversityHofHtheHmRNpHtranscriptsH
encodedHbyHtheHmouseHtranscriptomeVHGenomeeResearchTH2003THYbTHYahXUbXX 9.7 148
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341 TagUbasedHapproachesHforHtranscriptomeHresearchHandHgenomeHannotationVHNatureeMethodsTH2005TH
aTHchdUdXa 21.6 148

340 wighUefficiencyHfullUlengthHcsNpHcloningVHMethodseineEnzymologyTH1999THbXbTHYhUcc 1.7 147

339 UnamplifiedHcapHanalysisHofHgeneHexpressionHonHaHsingleUmoleculeHsequencerVHGenomeeResearchTH
2011THaYTHYYdXUh 9.7 143

338 TargetingHaHcomplexHtranscriptomeiHtheHconstructionHofHtheHmouseHfullUlengthHcsNpHencyclopediaVH
GenomeeResearchTH2003THYbTHYafbUgh 9.7 141

337 siscoveryHandHfunctionalHanalysisHofHlncRNpsiH ethodologiesHtoHinvestigateHanHuncharacterizedH
transcriptomeVHBiochimicaeEteBiophysicaeActaeseGeneeRegulatoryeMechanismsTH2016THYgdhTHbUYd 6 138

336 TranscriptHannotationHinHupNTï biHmouseHgeneHcatalogHbasedHonHphysicalHcsNpsVHPLoSeGeneticsTH
2006THaTHeea 6 138

335 rlustersHofHinternallyHprimedHtranscriptsHrevealHnovelHlongHnoncodingHRNpsVHPLoSeGeneticsTH2006THaTHebf 6 135

334 wighUfidelityHpromoterHprofilingHrevealsHwidespreadHalternativeHpromoterHusageHandH
transposonUdrivenHdevelopmentalHgeneHexpressionVHGenomeeResearchTH2013THabTHYehUgX 9.7 133

333 UnderstandingHtranscriptionalHregulationHbyHintegrativeHanalysisHofHtranscriptionHfactorHbindingH
dataVHGenomeeResearchTH2012THaaTHYedgUef 9.7 133

332 N spHreceptorHregulationHpreventsHregressionHofHvisualHcorticalHfunctionHinHtheHabsenceHofH ecpaVH
NeuronTH2012THfeTHYXfgUhX 13.9 129

331 RedefinitionHofHtheHhumanHmastHcellHtranscriptomeHbyHdeepUrpvtHsequencingVHBloodTH2014THYabTHedgUef 2.2 126

330 –inkingHpromotersHtoHfunctionalHtranscriptsHinHsmallHsamplesHwithHnanorpvtHandHrpvtscanVHNaturee
MethodsTH2010THfTHdagUbc 21.6 123

329  olecularHmechanismsHofHpituitaryHorganogenesisiHxnHsearchHofHnovelHregulatoryHgenesVHMoleculare
andeCellulareEndocrinologyTH2010THbabTHcUYh 4.4 122

328 TwoHindependentHtranscriptionHinitiationHcodesHoverlapHonHvertebrateHcoreHpromotersVHNatureTH2014
THdXfTHbgYUbgd 50.4 121

327 pmphioxusHfunctionalHgenomicsHandHtheHoriginsHofHvertebrateHgeneHregulationVHNatureTH2018THdecTHecUfX 50.4 120

326 xdentificationHofHputativeHnoncodingHRNpsHamongHtheHRxztNHmouseHfullUlengthHcsNpHcollectionVH
GenomeeResearchTH2003THYbTHYbXYUe 9.7 119

325 rpvtriHpreciseHTSSHdataHretrievalHandHhighUresolutionHpromoteromeHminingHforHintegrativeHanalysesVH
NucleiceAcidseResearchTH2015THcbTHedY 20.1 117

324 venomeUwideHdetectionHandHanalysisHofHhippocampusHcoreHpromotersHusingHseeprpvtVHGenomee
ResearchTH2009THYhTHaddUed 9.7 116
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323 NoncodingHRNpHtranscriptionHbeyondHannotatedHgenesVHCurrenteOpinioneineGeneticseande
DevelopmentTH2007THYfTHYbhUcc 4.9 112

322 veneticHcontrolHofHtheHinnateHimmuneHresponseVHBMCeImmunologyTH2003THcTHd 3.7 109

321 PpPsdUmediatedHbOHadenylationHandHsubsequentHdegradationHofHmiRUaYHisHdisruptedHinHproliferativeH
diseaseVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2014THYYYTHYYcefUfa11.5 106

320 rrossUmappingHandHtheHidentificationHofHeditingHsitesHinHmatureHmicroRNpsHinHhighUthroughputH
sequencingHlibrariesVHGenomeeResearchTH2010THaXTHadfUec 9.7 105

319  ethodsHforHanalyzingHdeepHsequencingHexpressionHdataiHconstructingHtheHhumanHandHmouseH
promoteromeHwithHdeeprpvtHdataVHGenomeeBiologyTH2009THYXTHRfh 18.3 105

318 TranscriptionalHnetworkHdynamicsHinHmacrophageHactivationVHGenomicsTH2006THggTHYbbUca 4.3 104

317 TranscriptionHandHenhancerHprofilingHinHhumanHmonocyteHsubsetsVHBloodTH2014THYabTHehXUh 2.2 101

316 setectingHexpressedHgenesHusingHrpvtVHMethodseineMoleculareBiologyTH2014THYYecTHefUgd 1.4 100

315
txpressionHanalysisHofHtheHlongHnonUcodingHRNpHantisenseHtoHUchlYHPpSHUchlYQHduringHdopaminergicH
cellsOHdifferentiationHinHvitroHandHinHneurochemicalHmodelsHofHParkinsonOsHdiseaseVHFrontierseine
CellulareNeuroscienceTH2015THhTHYYc

6.1 99

314 pntisenseHtranscriptsHwithHriceHfullUlengthHcsNpsVHGenomeeBiologyTH2003THdTHRd 18.3 96

313 romparativeHvalidationHofHtheHsVHmelanogasterHmodtNrïstHtranscriptomeHannotationVHGenomee
ResearchTH2014THacTHYaXhUab 9.7 95

312 venomeHsequenceHandHanalysisHofHtheHyapaneseHmorningHgloryHxpomoeaHnilVHNatureeCommunications
TH2016THfTHYbahd 17.4 91

311 SingleUcellHtranscriptomicsHrevealsHexpansionHofHcytotoxicHrscHTHcellsHinHsupercentenariansVH
ProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2019THYYeTHacacaUacadY11.5 90

310 weterotachyHinHmammalianHpromoterHevolutionVHPLoSeGeneticsTH2006THaTHebX 6 90

309 siscriminationHofHnonUproteinUcodingHtranscriptsHfromHproteinUcodingHmRNpVHRNAeBiologyTH2006THbTHcXUg 4.8 90

308 upNTï dHrpvtHprofilesHofHhumanHandHmouseHsamplesVHScientificeDataTH2017THcTHYfXYYa 8.2 88

307 qiasedHallelicHexpressionHinHhumanHprimaryHfibroblastHsingleHcellsVHAmericaneJournaleofeHumane
GeneticsTH2015THheTHfXUgX 11 88

306 romparativeHanalysisHofHapoptosisHandHinflammationHgenesHofHmiceHandHhumansVHGenomeeResearchTH
2003THYbTHYbfeUgg 9.7 88

(2003-2007)
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305 siscoveryHofHimprintedHtranscriptsHinHtheHmouseHtranscriptomeHusingHlargeUscaleHexpressionH
profilingVHGenomeeResearchTH2003THYbTHYcXaUh 9.7 87

304 uullUlengthHcsNpsHfromHchickenHbursalHlymphocytesHtoHfacilitateHgeneHfunctionHanalysisVHGenomee
BiologyTH2005THeTHRe 18.3 86

303
sifferentialHrolesHofHepigeneticHchangesHandHuoxpbHexpressionHinHregulatoryHTHcellUspecificH
transcriptionalHregulationVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofe
AmericaTH2014THYYYTHdaghUhc

11.5 85

302 TranscriptionalHandHstructuralHimpactHofHTpTpUinitiationHsiteHspacingHinHmammalianHcoreHpromotersVH
GenomeeBiologyTH2006THfTHRfg 18.3 85

301 pHrescueHstrategyHforHmultimappingHshortHsequenceHtagsHrefinesHsurveysHofHtranscriptionalHactivityH
byHrpvtVHGenomicsTH2008THhYTHagYUg 4.3 82

300 TaggingHmammalianHtranscriptionHcomplexityVHTrendseineGeneticsTH2006THaaTHdXYUYX 8.5 81

299 TheHïRueomeHrollaborationiHaHgenomeUscaleHhumanHïRuUcloneHresourceVHNatureeMethodsTH2016TH
YbTHYhYUa 21.6 80

298 UpdateHofHtheHupNTï HwebHresourceiHhighHresolutionHtranscriptomeHofHdiverseHcellHtypesHinH
mammalsVHNucleiceAcidseResearchTH2017THcdTHsfbfUsfcb 20.1 80

297 UpdateHofHtheHupNTï HwebHresourceiHexpansionHtoHprovideHadditionalHtranscriptomeHatlasesVH
NucleiceAcidseResearchTH2019THcfTHsfdaUsfdg 20.1 80

296 wighHefficiencyHselectionHofHfullUlengthHcsNpHbyHimprovedHbiotinylatedHcapHtrapperVHDNAeResearchTH
1997THcTHeYUe 4.5 79

295 pHnovelHfeatureHofHmicrosatellitesHinHplantsiHaHdistributionHgradientHalongHtheHdirectionHofH
transcriptionVHFEBSeLettersTH2003THddcTHYfUaa 3.8 79

294 SystematicHcharacterizationHofHtheHzincUfingerUcontainingHproteinsHinHtheHmouseHtranscriptomeVH
GenomeeResearchTH2003THYbTHYcbXUca 9.7 79

293 RNpHsustiHWhereHareHtheHvenesnVHDNAeResearchTH2010THYfTHaXhUaXh 4.5 78

292 qeyondHtheHupNTï cH2010THYYTHïYY 78

291 synamicHregulationHofHtheHtranscriptionHinitiationHlandscapeHatHsingleHnucleotideHresolutionHduringH
vertebrateHembryogenesisVHGenomeeResearchTH2013THabTHYhbgUdX 9.7 77

290 TheHgenomeHsequenceHofHtheHspontaneouslyHhypertensiveHratiHpnalysisHandHfunctionalHsignificanceVH
GenomeeResearchTH2010THaXTHfhYUgXb 9.7 77

289 TheHcomplexityHofHtheHmammalianHtranscriptomeVHJournaleofePhysiologyTH2006THdfdTHbaYUba 3.9 77

288  iceHandHmeniHtheirHpromoterHpropertiesVHPLoSeGeneticsTH2006THaTHedc 6 75
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287  ouseHproteomeHanalysisVHGenomeeResearchTH2003THYbTHYbbdUcc 9.7 75

286 ParadigmHshiftsHinHgenomicsHthroughHtheHupNTï HprojectsVHMammalianeGenomeTH2015THaeTHbhYUcXa 3.2 73

285 TranscriptionalHprofilingHofHgenesHresponsiveHtoHabscisicHacidHandHgibberellinHinHriceiHphenotypingH
andHcomparativeHanalysisHbetweenHriceHandHprabidopsisVHPhysiologicaleGenomicsTH2004THYfTHgfUYXX 3.6 70

284
qalancedUsizeHandHlongUsizeHcloningHofHfullUlengthTHcapUtrappedHcsNpsHintoHvectorsHofHtheHnovelH
lambdaUu–rHfamilyHallowsHenhancedHgeneHdiscoveryHrateHandHfunctionalHanalysisVHGenomicsTH2001TH
ffTHfhUhX

4.3 70

283 rpvtHqasicWpnalysisHsatabasesiHtheHrpvtHresourceHforHcomprehensiveHpromoterHanalysisVHNucleice
AcidseResearchTH2006THbcTHsebaUe 20.1 69

282  ultifacetedHmammalianHtranscriptomeVHCurrenteOpinioneineCelleBiologyTH2008THaXTHafcUgX 9 68

281 PlacentalHexpressionHprofilingHinHpreeclampsiaiHlocalHoverproductionHofHhemoglobinHmayHdriveH
pathologicalHchangesVHFertilityeandeSterilityTH2008THhXTHYgbcUcb 4.8 67

280 romparisonHofHrpvtHandHRNpUseqHtranscriptomeHprofilingHusingHclonallyHamplifiedHandH
singleUmoleculeHnextUgenerationHsequencingVHGenomeeResearchTH2014THacTHfXgUYf 9.7 66

279 TheHupNTï HwebHresourceiHfromHmammalianHtranscriptionalHlandscapeHtoHitsHdynamicHregulationVH
GenomeeBiologyTH2009THYXTHRcX 18.3 65

278 –ïrpTtiHaHmouseHproteinHsubcellularHlocalizationHdatabaseVHNucleiceAcidseResearchTH2006THbcTHsaYbUf 20.1 65

277 TheHmouseHsecretomeiHfunctionalHclassificationHofHtheHproteinsHsecretedHintoHtheHextracellularH
environmentVHGenomeeResearchTH2003THYbTHYbdXUh 9.7 65

276
pnalysisHofHtheHhumanHmonocyteUderivedHmacrophageHtranscriptomeHandHresponseHtoH
lipopolysaccharideHprovidesHnewHinsightsHintoHgeneticHaetiologyHofHinflammatoryHbowelHdiseaseVH
PLoSeGeneticsTH2017THYbTHeYXXeecY

6 64

275 tvolutionaryHturnoverHofHmammalianHtranscriptionHstartHsitesVHGenomeeResearchTH2006THYeTHfYbUaa 9.7 64

274 synamicHusageHofHtranscriptionHstartHsitesHwithinHcoreHpromotersVHGenomeeBiologyTH2006THfTHRYYg 18.3 64

273 veneHdiscoveryHinHgeneticallyHlabeledHsingleHdopaminergicHneuronsHofHtheHretinaVHProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2004THYXYTHdXehUfc 11.5 64

272 plternateHtranscriptionHofHtheHTollUlikeHreceptorHsignalingHcascadeVHGenomeeBiologyTH2006THfTHRYX 18.3 63

271 SolutionHstructureHofHtheHStpHdomainHfromHtheHmurineHhomologueHofHovarianHcancerHantigenHrpYadH
P UrYeQVHJournaleofeBiologicaleChemistryTH2004THafhTHYbYfcUga 5.4 62

270 SystematicHexpressionHprofilingHofHtheHmouseHtranscriptomeHusingHRxztNHcsNpHmicroarraysVH
GenomeeResearchTH2003THYbTHYbYgUab 9.7 62

(2003-2003)
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269 romplementingHtissueHcharacterizationHbyHintegratingHtranscriptomeHprofilingHfromHtheHwumanH
ProteinHptlasHandHfromHtheHupNTï dHconsortiumVHNucleiceAcidseResearchTH2015THcbTHefgfUhg 20.1 61

268 rpvtHPcapHanalysisHofHgeneHexpressionQiHaHprotocolHforHtheHdetectionHofHpromoterHandH
transcriptionalHnetworksVHMethodseineMoleculareBiologyTH2012THfgeTHYgYUaXX 1.4 61

267 SxNtUPsHareHmodularHantisenseHlongHnonUcodingHRNpsHthatHincreaseHsynthesisHofHtargetHproteinsHinH
cellsVHFrontierseineCellulareNeuroscienceTH2015THhTHYfc 6.1 60

266 pnalysisHofHtheHsNpHmethylomeHandHtranscriptomeHinHgranulopoiesisHrevealsHtimedHchangesHandH
dynamicHenhancerHmethylationVHBloodTH2014THYabTHefhUgh 2.2 59

265 TheHenhancerHandHpromoterHlandscapeHofHhumanHregulatoryHandHconventionalHTUcellH
subpopulationsVHBloodTH2014THYabTHeegUfg 2.2 58

264 siscoveryHofHtranscriptionalHregulatorsHandHsignalingHpathwaysHinHtheHdevelopingHpituitaryHglandHbyH
bioinformaticHandHgenomicHapproachesVHGenomicsTH2009THhbTHcchUeX 4.3 58

263 pHsimpleHphysicalHmodelHpredictsHsmallHexonHlengthHvariationsVHPLoSeGeneticsTH2006THaTHecd 6 58

262 romparativeHanalysisHofHplantHandHanimalHcalciumHsignalHtransductionHelementHusingHplantH
fullUlengthHcsNpHdataVHMoleculareBiologyeandeEvolutionTH2004THaYTHYgddUfX 8.3 58

261 TranscriptomeHpnalysisHofHRecurrentlyHseregulatedHvenesHacrossH ultipleHrancersHxdentifiesHNewH
PanUrancerHqiomarkersVHCancereResearchTH2016THfeTHaYeUae 10.1 56

260 upNTï cHtdgetxpresssqiHanHintegratedHdatabaseHofHpromotersTHgenesTHmicroRNpsTHexpressionH
dynamicsHandHregulatoryHinteractionsVHGenomeeBiologyTH2009THYXTHRbh 18.3 56

259 SolutionHstructureHofHtheHRWsHdomainHofHtheHmouseHvrNaHproteinVHProteineScienceTH2004THYbTHaXghUYXX 6.3 56

258 RNpHdustiHwhereHareHtheHgenesnVHDNAeResearchTH2010THYfTHdYUh 4.5 55

257 pltruisticHfunctionsHforHselfishHsNpVHCelleCycleTH2009THgTHaghdUhXX 4.7 55

256 sNpHdamageHresponseHinhibitionHatHdysfunctionalHtelomeresHbyHmodulationHofHtelomericHsNpH
damageHresponseHRNpsVHNatureeCommunicationsTH2017THgTHYbhgX 17.4 53

255 pHdamagedHgenomeOsHtranscriptionalHlandscapeHthroughHmultilayeredHexpressionHprofilingHaroundH
inHsituUmappedHsNpHdoubleUstrandHbreaksVHNatureeCommunicationsTH2017THgTHYdede 17.4 53

254 ïnHbiasedHdistributionHofHintronsHinHvariousHeukaryotesVHGeneTH2002THbXXTHghUhd 3.8 53

253 venomicsHapproachHtoHabscisicHacidUHandHgibberellinUresponsiveHgenesHinHriceVHDNAeResearchTH2003TH
YXTHachUeY 4.5 52

252 SxNtUPsiHpHnewHclassHofHnaturalHandHsyntheticHantisenseHlongHnonUcodingHRNpsHthatHactivateH
translationVHRNAeBiologyTH2015THYaTHffYUh 4.8 51
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251 NanorpvtiHaHhighUresolutionHtechniqueHtoHdiscoverHandHinterrogateHcellHtranscriptomesVHColdeSpringe
HarboreProtocolsTH2011THaXYYTHpdbVprotdddh 1.2 51

250 PseudoUmessengerHRNpiHphantomsHofHtheHtranscriptomeVHPLoSeGeneticsTH2006THaTHeab 6 51

249  ultipleHtissueUspecificHpromotersHcontrolHexpressionHofHtheHmurineHtartrateUresistantHacidH
phosphataseHgeneVHGeneTH2003THbXfTHYYYUab 3.8 51

248
PreventionHofHhepatocellularHcarcinomaHbyHtargetingH YrNUpositiveHliverHcancerHstemHcellsHwithH
acyclicHretinoidVHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH
2018THYYdTHchehUchfc

11.5 50

247 veneHorganizationHinHriceHrevealedHbyHfullUlengthHcsNpHmappingHandHgeneHexpressionHanalysisH
throughHmicroarrayVHPLoSeONETH2007THaTHeYabd 3.7 50

246 venomicHorganizationHofHtranscriptomesHinHmammalsiHroregulationHandHcofunctionalityVHGenomicsTH
2007THghTHdgXUf 4.3 50

245  ïxRpxiHaHcompactHworkflowHsystemHforHrpvtHanalysisVHBMCeBioinformaticsTH2014THYdTHYcc 3.6 49

244 TrehaloseUenhancedHisolationHofHneuronalHsubUtypesHfromHadultHmouseHbrainVHBioTechniquesTH2012TH
daTHbgYUd 2.5 49

243 pHcomprehensiveHtranscriptHmapHofHtheHmouseHvnasHimprintedHcomplexVHGenomeeResearchTH2003TH
YbTHYcYXUd 9.7 49

242 Rpsxr–UseqHidentifiesHgeneralHandHcellHtypeUspecificHprinciplesHofHgenomeUwideHRNpUchromatinH
interactionsVHNatureeCommunicationsTH2020THYYTHYXYg 17.4 48

241 RxztNHintegratedHsequenceHanalysisHPRxSpQHsystemUUbgcUformatHsequencingHpipelineHwithHbgcH
multicapillaryHsequencerVHGenomeeResearchTH2000THYXTHYfdfUfY 9.7 48

240 zrimperHtnforcesHanHpntisenseHqiasHonHpiRNpHPoolsHbyHqindingHpvïbHinHtheHsrosophilaHvermlineVH
MoleculareCellTH2015THdhTHddbUeb 17.6 47

239 rloningHfullUlengthTHcapUtrapperUselectedHcsNpsHbyHusingHtheHsingleUstrandHlinkerHligationHmethodVH
BioTechniquesTH2001THbXTHYadXUc 2.5 47

238 SuppressionHofHartifactsHandHbarcodeHbiasHinHhighUthroughputHtranscriptomeHanalysesHutilizingH
templateHswitchingVHNucleiceAcidseResearchTH2013THcYTHecc 20.1 46

237 PromoterHarchitectureHofHmouseHolfactoryHreceptorHgenesVHGenomeeResearchTH2012THaaTHcgeUhf 9.7 46

236 rYHrpvtHdetectsHtranscriptionHstartHsitesHandHenhancerHactivityHatHsingleUcellHresolutionVHNaturee
CommunicationsTH2019THYXTHbeX 17.4 45

235 UpdateHofHtheHupNTï HwebHresourceiHfromHmammalianHtranscriptionalHlandscapeHtoHitsHdynamicH
regulationVHNucleiceAcidseResearchTH2011THbhTHsgdeUeX 20.1 45

234 rytoskeletalHrearrangementsHinHsynovialHfibroblastsHasHaHnovelHpathophysiologicalHdeterminantHofH
modeledHrheumatoidHarthritisVHPLoSeGeneticsTH2005THYTHecg 6 45

(2005-2011)
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233 uromHJrellularJHRNpHtoHJSmartJHRNpiH ultipleHRolesHofHRNpHinHvenomeHStabilityHandHqeyondVH
ChemicaleReviewsTH2018THYYgTHcbedUccXb 68.1 44

232 upNTï dHtranscriptomeHcatalogHofHcellularHstatesHbasedHonHSemanticH ediaWikiVHDatabase:ethee
JournaleofeBiologicaleDatabaseseandeCurationTH2016THaXYeTH 5 44

231
ronstructionHofHaHfullUlengthHcsNpHlibraryHfromHyoungHspikeletsHofHhexaploidHwheatHandHitsH
characterizationHbyHlargeUscaleHsequencingHofHexpressedHsequenceHtagsVHGeneseandeGeneticeSystemsTH
2004THfhTHaafUba

1.4 44

230 –ibrariesHenrichedHforHalternativelyHsplicedHexonsHrevealHsplicingHpatternsHinHmelanocytesHandH
melanomasVHNatureeMethodsTH2004THYTHabbUh 21.6 43

229 xdentificationHofHantisenseHlongHnoncodingHRNpsHthatHfunctionHasHSxNtUPsHinHhumanHcellsVHScientifice
ReportsTH2016THeTHbbeXd 4.9 42

228 WholeHgenomeHtranscriptomeHanalysisVHRNAeBiologyTH2009THeTHYXfUYa 4.8 42

227 TheHwumanHrellHptlasH2017TH 41

226 TranscriptionalHlandscapeHofH ycobacteriumHtuberculosisHinfectionHinHmacrophagesVHScientifice
ReportsTH2018THgTHefdg 4.9 41

225 venomeUwideHreviewHofHtranscriptionalHcomplexityHinHmouseHproteinHkinasesHandHphosphatasesVH
GenomeeBiologyTH2006THfTHRd 18.3 41

224 zinesinHsuperfamilyHproteinsHPzxusQHinHtheHmouseHtranscriptomeVHGenomeeResearchTH2003THYbTHYcddUed 9.7 41

223 SolutionHstructureHofHaHqolpUlikeHproteinHfromH usHmusculusVHProteineScienceTH2004THYbTHdcdUg 6.3 41

222 uunctionalHannotationHofHhumanHlongHnoncodingHRNpsHviaHmolecularHphenotypingVHGenomee
ResearchTH2020THbXTHYXeXUYXfa 9.7 41

221 rpvtHprofilingHofHncRNpsHinHhepatocellularHcarcinomaHrevealsHwidespreadHactivationHofHretroviralH
–TRHpromotersHinHvirusUinducedHtumorsVHGenomeeResearchTH2015THadTHYgYaUac 9.7 40

220 sigitalHexpressionHprofilingHofHtheHcompartmentalizedHtranslatomeHofHPurkinjeHneuronsVHGenomee
ResearchTH2014THacTHYbheUcYX 9.7 39

219 xdentificationHandHanalysisHofHchromodomainUcontainingHproteinsHencodedHinHtheHmouseH
transcriptomeVHGenomeeResearchTH2003THYbTHYcYeUah 9.7 39

218 PhosphoregulatorsiHproteinHkinasesHandHproteinHphosphatasesHofHmouseVHGenomeeResearchTH2003TH
YbTHYccbUdc 9.7 39

217 rharacterizationHofHgeneHexpressionHinHmouseHblastocystHusingHsingleUpassHsequencingHofHbhhdH
clonesVHGenomicsTH1998THchTHYefUfh 4.3 39

216 RedefiningHtheHtranscriptionalHregulatoryHdynamicsHofHclassicallyHandHalternativelyHactivatedH
macrophagesHbyHdeeprpvtHtranscriptomicsVHNucleiceAcidseResearchTH2015THcbTHehehUga 20.1 38
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215 vHalphaYcHisHaHcandidateHmediatorHofHsweetWumamiHsignalHtransductionHinHtheHposteriorHregionHofH
theHmouseHtongueVHBiochemicaleandeBiophysicaleResearcheCommunicationsTH2008THbfeTHdXcUg 3.4 38

214 ronstructingHtheHlandscapeHofHtheHmammalianHtranscriptomeVHJournaleofeExperimentaleBiologyTH2007
THaYXTHYchfUdXe 3 38

213 rontinuedHdiscoveryHofHtranscriptionalHunitsHexpressedHinHcellsHofHtheHmouseHmononuclearH
phagocyteHlineageVHGenomeeResearchTH2003THYbTHYbeXUd 9.7 38

212 Rtr–UiHaHpipelineHtoHdiscoverHreproducibleHtranscriptionalHstartHsitesHandHtheirHalternativeH
regulationHusingHcappedHanalysisHofHgeneHexpressionHPrpvtQVHBMCeGenomicsTH2014THYdTHaeh 4.5 37

211 NuclearHporeHcomplexHproteinHmediatedHnuclearHlocalizationHofHdicerHproteinHinHhumanHcellsVHPLoSe
ONETH2011THeTHeabbgd 3.7 37

210  esencephalicHdopaminergicHneuronsHexpressHaHrepertoireHofHolfactoryHreceptorsHandHrespondHtoH
odorantUlikeHmoleculesVHBMCeGenomicsTH2014THYdTHfah 4.5 36

209 romparativeHevaluationHofHdOUendUsequenceHqualityHofHclonesHinHrpPHtrapperHandHotherH
fullUlengthUcsNpHlibrariesVHGeneTH2001THaebTHhbUYXa 3.8 36

208 TranscriptionalHsequencingiHpHmethodHforHsNpHsequencingHusingHRNpHpolymeraseVHProceedingseofe
theeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH1998THhdTHbcddUeX 11.5 36

207 TheHupNTï dHcollectionTHaHdataHseriesHunderpinningHmammalianHtranscriptomeHatlasesHinHdiverseH
cellHtypesVHScientificeDataTH2017THcTHYfXYYb 8.2 35

206 TemporalHdynamicsHandHtranscriptionalHcontrolHusingHsingleUcellHgeneHexpressionHanalysisVHGenomee
BiologyTH2013THYcTHRYYg 18.3 34

205 sifferentialHexpressionHofHgenesHwithinHtheHcochleaHasHdefinedHbyHaHcustomHmouseHinnerHearH
microarrayVHJAROeseJournaleofetheeAssociationeforeResearcheineOtolaryngologyTH2005THeTHfdUgh 3.3 34

204 stxVpiHaHwebHapplicationHforHinteractiveHvisualHanalysisHofHdifferentialHgeneHexpressionHprofilesVH
BMCeGenomicsTH2017THYgTHcf 4.5 33

203 NtTUrpvtHcharacterizesHtheHdynamicsHandHtopologyHofHhumanHtranscribedHcisUregulatoryHelementsVH
NatureeGeneticsTH2019THdYTHYbehUYbfh 36.3 33

202 TheHfrequentHevolutionaryHbirthHandHdeathHofHfunctionalHpromotersHinHmouseHandHhumanVHGenomee
ResearchTH2015THadTHYdceUdf 9.7 33

201 tngineeringHmammalianHcellHfactoriesHwithHSxNtUPHnoncodingHRNpsHtoHimproveHtranslationHofH
secretedHproteinsVHGeneTH2015THdehTHagfUhb 3.8 31

200 TheHdevilHinHtheHdetailsHofHRNpUseqVHNatureeBiotechnologyTH2014THbaTHggaUc 44.5 30

199 wighUthroughputHverificationHofHtranscriptionalHstartingHsitesHbyHseepURprtVHBioTechniquesTH2009TH
ceTHYbXUa 2.5 30

198 prabidopsisHencyclopediaHusingHfullUlengthHcsNpsHandHitsHapplicationVHPlantePhysiologyeande
BiochemistryTH2001THbhTHaYYUaaX 5.4 30

(2001-2008)
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197 upNTï dHrpvtHprofilesHofHhumanHandHmouseHreprocessedHforHvRrhbgHandHvRrmbgHgenomeH
assembliesVHScientificeDataTH2017THcTHYfXYXf 8.2 29

196 NonUcodingHRNpHtranscriptioniHturningHonHneighboursVHNatureeCelleBiologyTH2008THYXTHYXabUc 23.4 29

195 TheHshortHnonUcodingHtranscriptomeHofHtheHprotozoanHparasiteHTrypanosomaHcruziVHPLoSeNeglectede
TropicaleDiseasesTH2011THdTHeYagb 4.8 29

194 vHproteinUcoupledHreceptorHgenesHinHtheHupNTï aHdatabaseVHGenomeeResearchTH2003THYbTHYceeUff 9.7 28

193 xncreasedHspecificityHofHreverseHtranscriptionHprimingHbyHtrehaloseHandHoligoUblockersHallowsH
highUefficiencyHwindowHseparationHofHmRNpHdisplayVHNucleiceAcidseResearchTH1999THafTHYbcdUh 20.1 28

192 txpressionHSpecificityHofHsiseaseUpssociatedHlncRNpsiHTowardHPersonalizedH edicineVHCurrente
TopicseineMicrobiologyeandeImmunologyTH2016THbhcTHabfUdg 3.3 27

191 WidespreadHgenomeHtranscriptioniHnewHpossibilitiesHforHRNpHtherapiesVHBiochemicaleandeBiophysicale
ResearcheCommunicationsTH2014THcdaTHahcUbXY 3.4 27

190 RemodelingHofHretrotransposonHelementsHduringHepigeneticHinductionHofHadultHvisualHcorticalH
plasticity´ byHwsprHinhibitorsVHEpigeneticseandeChromatinTH2015THgTHdd 5.8 27

189 ReductionHofHnonUinsertHsequenceHreadsHbyHdimerHeliminatorH–NpHoligonucleotideHforHsmallHRNpH
deepHsequencingVHBioTechniquesTH2010THchTHfdYUd 2.5 27

188 txtraUlongHfirstUstrandHcsNpHsynthesisVHBioTechniquesTH2002THbaTHhgcUd 2.5 27

187 TheHeffectHofHgeneticHvariationHonHpromoterHusageHandHenhancerHactivityVHNatureeCommunicationsTH
2017THgTHYbdg 17.4 26

186 pnalysisHofHtheHmouseHtranscriptomeHforHgenesHinvolvedHinHtheHfunctionHofHtheHnervousHsystemVH
GenomeeResearchTH2003THYbTHYbhdUcXY 9.7 26

185 xntegrationHofHgeneticsHandHmiRNpUtargetHgeneHnetworkHidentifiedHdiseaseHbiologyHimplicatedHinH
tissueHspecificityVHNucleiceAcidseResearchTH2018THceTHYYghgUYYhXh 20.1 26

184 SrPortaleniHhumanHandHmouseHsingleUcellHcentricHdatabaseVHNucleiceAcidseResearchTH2018THceTHsfgYUsfgf 20.1 25

183 rharacterizationHofHpiRNpsHacrossHpostnatalHdevelopmentHinHmouseHbrainVHScientificeReportsTH2016TH
eTHadXbh 4.9 25

182 seeprpvtHTranscriptomicsHRevealHanHxmportantHRoleHofHtheHTranscriptionHuactorH puqHinHtheH
–ymphaticHtndotheliumVHCelleReportsTH2015THYbTHYchbUYdXc 10.6 25

181 SimpleHandHrapidHpreparationHofHplasmidHtemplateHbyHaHfiltrationHmethodHusingHmicrotiterHfilterH
platesVHNucleiceAcidseResearchTH1997THadTHYbYdUe 20.1 25

180 sevelopmentHofHaHsNpHbarcodeHtaggingHmethodHforHmonitoringHdynamicHchangesHinHgeneH
expressionHbyHusingHanHultraHhighUthroughputHsequencerVHBioTechniquesTH2008THcdTHhdUf 2.5 25
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179 sifferentialHuseHofHsignalHpeptidesHandHmembraneHdomainsHisHaHcommonHoccurrenceHinHtheHproteinH
outputHofHtranscriptionalHunitsVHPLoSeGeneticsTH2006THaTHece 6 25

178 siversityHofHraaSUactivatedHzSHchannelHtranscriptsHinHinnerHearHhairHcellsVHGeneTH2007THbgeTHYYUab 3.8 25

177 romputerUbasedHmethodsHforHtheHmouseHfullUlengthHcsNpHencyclopediaiHrealUtimeHsequenceH
clusteringHforHconstructionHofHaHnonredundantHcsNpHlibraryVHGenomeeResearchTH2001THYYTHagYUh 9.7 25

176 TranscriptionalTHpostUtranscriptionalHandHchromatinUassociatedHregulationHofHpriUmiRNpsTH
preUmiRNpsHandHmoRNpsVHNucleiceAcidseResearchTH2016THccTHbXfXUgY 20.1 25

175 StructuralHdeterminantsHofHtheHSxNtHqaHelementHembeddedHinHtheHlongHnonUcodingHRNpHactivatorHofH
translationHpSHUchlYVHScientificeReportsTH2018THgTHbYgh 4.9 24

174 RegionalHdifferencesHinHgeneHexpressionHandHpromoterHusageHinHagedHhumanHbrainsVHNeurobiologyeofe
AgingTH2013THbcTHYgadUbe 5.6 24

173 PromoterUlevelHexpressionHclusteringHidentifiesHtimeHdevelopmentHofHtranscriptionalHregulatoryH
cascadesHinitiatedHbyHtrbqHreceptorsHinHbreastHcancerHcellsVHScientificeReportsTH2015THdTHYYhhh 4.9 24

172 xsHsequencingHenlightenmentHendingHtheHdarkHageHofHtheHtranscriptomenVHNatureeMethodsTH2009THeTHfYYUYb21.6 24

171 roreHpromoterHstructureHandHgenomicHcontextHreflectHhistoneHbHlysineHhHacetylationHpatternsVHBMCe
GenomicsTH2010THYYTHadf 4.5 24

170 pHframeworkHforHintegratingHtheHsongbirdHbrainVHJournaleofeComparativeePhysiologyeA:e
NeuroethologyreSensoryreNeuralreandeBehavioralePhysiologyTH2002THYggTHheYUgX 2.3 24

169 romputationalHanalysisHsuggestsHthatHalternativeHfirstHexonsHareHinvolvedHinHtissueUspecificH
transcriptionHinHriceHPïryzaHsativaQVHBioinformaticsTH2005THaYTHYfdgUeb 7.2 24

168 TheHsTcXHwebHsiteiHsamplingHandHconnectingHtheHgenesHofHaHqHcellHlineVHNucleiceAcidseResearchTH2002TH
bXTHabXUY 20.1 24

167 romprehensiveHanalysisHofHtheHmouseHmetabolomeHbasedHonHtheHtranscriptomeVHGenomeeResearchTH
2003THYbTHYbcdUh 9.7 23

166 pHcomputerUbasedHmethodHofHselectingHclonesHforHaHfullUlengthHcsNpHprojectiHsimultaneousH
collectionHofHnegligiblyHredundantHandHvariantHcsNpsVHGenomeeResearchTH2002THYaTHYYafUbc 9.7 23

165 rorrelationHbetweenHsequenceHconservationHofHtheHdOHuntranslatedHregionHandHcodonHusageHbiasHinH
 usHmusculusHgenesVHGeneTH2001THafeTHYXYUd 3.8 23

164 SystematicHanalysisHofHtranscriptionHstartHsitesHinHavianHdevelopmentVHPLoSeBiologyTH2017THYdTHeaXXaggf 9.7 22

163 TheHwumanHrellHptlasiHTechnicalHapproachesHandHchallengesVHBriefingseineFunctionaleGenomicsTH2018TH
YfTHagbUahc 4.9 22

162 romputationalHpromoterHanalysisHofHmouseTHratHandHhumanHantimicrobialHpeptideUcodingHgenesVH
BMCeBioinformaticsTH2006THfHSupplHdTHSg 3.6 22

(2006-2006)
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161 rTpqUureaHmethodHpurifiesHRNpHfromHmelaninHforHcsNpHmicroarrayHanalysisVHPigmenteCellele
MelanomaeResearchTH2004THYfTHbYaUd 22

160  ultiplicityHofHdOHcapHstructuresHpresentHonHshortHRNpsVHPLoSeONETH2014THhTHeYXaghd 3.7 22

159 uunctionalHannotationHofHtheHvlincHclassHofHnonUcodingHRNpsHusingHsystemsHbiologyHapproachVH
NucleiceAcidseResearchTH2016THccTHbabbUda 20.1 21

158 WholeHtranscriptomeHanalysisiHwhatHareHweHstillHmissingnVHWileyeInterdisciplinaryeReviews:eSystemse
BiologyeandeMedicineTH2011THbTHdafUcb 6.6 21

157 ronstructingHïRueomeHresourcesHwithHremovableHterminationHcodonsVHBioTechniquesTH2006THcYTHccTH
ceTHcgHpassim 2.5 21

156 xdentificationHofHuniqueHtranscriptsHfromHaHmouseHfullUlengthTHsubtractedHinnerHearHcsNpHlibraryVH
GenomicsTH2004THgbTHYXYaUab 4.3 21

155 refTSSiHpHReferenceHsataHSetHforHwumanHandH ouseHTranscriptionHStartHSitesVHJournaleofeMoleculare
BiologyTH2019THcbYTHacXfUacaa 6.5 20

154 xntegrativeHrpvtHandHsNpH ethylationHProfilingHxdentifyHtpigeneticallyHRegulatedHvenesHinHNSr–rVH
MoleculareCancereResearchTH2017THYdTHYbdcUYbed 6.6 20

153 putomatedHuiltrationUqasedHwighUThroughputHPlasmidHPreparationHSystemVHGenomeeResearchTH1999TH
hTHcebUcfX 9.7 20

152 SafetyHandHefficacyHofHtheHRussianHrïVxsUYhHvaccineiHmoreHinformationHneededVHLancetreTheTH2020TH
bheTHedb 40 20

151 SxNtUPHNonUcodingHRNpHTargetingHvsNuHRescuesH otorHseficitsHandHNeurodegenerationHinHaH
 ouseH odelHofHParkinsonOsHsiseaseVHMoleculareTherapyTH2020THagTHecaUeda 11.7 20

150 TranscriptionalHsynamicsHsuringHwumanHpdipogenesisHandHxtsH–inkHtoHpdiposeH orphologyHandH
sistributionVHDiabetesTH2017THeeTHaYgUabX 0.9 19

149 piRNpsHWarrantHxnvestigationHinHRettHSyndromeiHpnHïmicsHPerspectiveVHDiseaseeMarkersTH2012THbbTHaeYUafd3.2 19

148 upNTï HentersHaXthHyeariHexpansionHofHtranscriptomicHatlasesHandHfunctionalHannotationHofH
nonUcodingHRNpsVHNucleiceAcidseResearchTH2021THchTHsghaUsghg 20.1 19

147 SxNtUPHnonUcodingHRNpsHrescueHdefectiveHfrataxinHexpressionHandHactivityHinHaHcellularHmodelHofH
uriedreichOsHptaxiaVHNucleiceAcidseResearchTH2019THcfTHYXfagUYXfcb 20.1 18

146 putomatedHworkflowHforHpreparationHofHcsNpHforHcapHanalysisHofHgeneHexpressionHonHaHsingleH
moleculeHsequencerVHPLoSeONETH2012THfTHebXgXh 3.7 18

145 uromHbenchHtoHbedsideiHTheHlongHjourneyHofHlongHnonUcodingHRNpsVHCurrenteOpinioneineSystemse
BiologyTH2017THbTHYYhUYac 3.2 17

144 qroadHweterochromaticHsomainsHïpenHinHvonocyteHsevelopmentHPriorHtoHseHNovoHsNpH
 ethylationVHDevelopmentaleCellTH2019THdYTHaYUbcVed 10.2 17
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143 TechnicalHpdvanceiHTranscriptionHfactorTHpromoterTHandHenhancerHutilizationHinHhumanHmyeloidHcellsVH
JournaleofeLeukocyteeBiologyTH2015THhfTHhgdUhhd 6.5 17

142 romparisonHofHRNpUHorH–NpUhybridHoligonucleotidesHinHtemplateUswitchingHreactionsHforHhighUspeedH
sequencingHlibraryHpreparationVHBMCeGenomicsTH2013THYcTHeed 4.5 17

141
PopulationHtranscriptomicsHwithHsingleUcellHresolutioniHaHnewHfieldHmadeHpossibleHbyHmicrofluidicsiHaH
technologyHforHhighHthroughputHtranscriptHcountingHandHdataUdrivenHdefinitionHofHcellHtypesVH
BioEssaysTH2013THbdTHYbYUcX

4.1 17

140 TheHronstrainedH aximalHtxpressionH–evelHïwingHtoHwaploidyHShapesHveneHrontentHonHtheH
 ammalianHXHrhromosomeVHPLoSeBiologyTH2015THYbTHeYXXabYd 9.7 17

139 SubcellularHlocalizationHofHmammalianHtypeHxxHmembraneHproteinsVHTrafficTH2006THfTHeYbUad 5.7 17

138 pbsoluteHexpressionHvaluesHforHmouseHtranscriptsiHreUannotationHofHtheHRtpsHexpressionHdatabaseH
byHtheHuseHofHrpvtHandHtSTHsequenceHtagsVHFEBSeLettersTH2004THddhTHaaUe 3.8 17

137 sualUinitiationHpromotersHwithHintertwinedHcanonicalHandHTrTWTïPHtranscriptionHstartHsitesHdiversifyH
transcriptHprocessingVHNatureeCommunicationsTH2020THYYTHYeg 17.4 17

136 S–xrUrpvtiHhighUresolutionHtranscriptionHstartHsiteHmappingHusingHnanogramUlevelsHofHtotalHRNpVH
GenomeeResearchTH2018THagTHYhcbUYhde 9.7 17

135 YYYHbindingHassociationHwithHsexUbiasedHtranscriptionHrevealedHthroughHXUlinkedHtranscriptHlevelsH
andHallelicHbindingHanalysesVHScientificeReportsTH2016THeTHbfbac 4.9 16

134 xnferringHalternativeHsplicingHpatternsHinHmouseHfromHaHfullUlengthHcsNpHlibraryHandHmicroarrayHdataVH
GenomeeResearchTH2002THYaTHYageUhb 9.7 16

133 xdentificationHofHfunctionalHfeaturesHofHsyntheticHSxNtUPsTHantisenseHlncRNpsHthatHspecificallyH
enhanceHproteinHtranslationVHPLoSeONETH2018THYbTHeXYgbaah 3.7 16

132 TelomeraseHreverseHtranscriptaseHregulatesHmicroRNpsVHInternationaleJournaleofeMoleculareSciencesTH
2015THYeTHYYhaUaXg 6.3 15

131 TranscriptionalHdynamicsHrevealHcriticalHrolesHforHnonUcodingHRNpsHinHtheHimmediateUearlyHresponseVH
PLoSeComputationaleBiologyTH2015THYYTHeYXXcaYf 5 15

130 rhromatinHstatesHrevealHfunctionalHassociationsHforHgloballyHdefinedHtranscriptionHstartHsitesHinHfourH
humanHcellHlinesVHBMCeGenomicsTH2014THYdTHYaX 4.5 15

129 RapidlyHevolvingHhumanHpromoterHregionsVHNatureeGeneticsTH2008THcXTHYaeaUbjHauthorHreplyHYaebUc 36.3 15

128 romprehensiveHsequenceHanalysisHofHtranslationHterminationHsitesHinHvariousHeukaryotesVHGeneTH
2002THbXXTHfhUgf 3.8 15

127 pntisenseHTranscriptionHinH–ociHpssociatedHtoHwereditaryHNeurodegenerativeHsiseasesVHMoleculare
NeurobiologyTH2019THdeTHdbhaUdcYd 6.2 15

126 TheHRNpUbindingHproteinHx–ubHbindsHtoHtransposableHelementHsequencesHinHSxNtUPHlncRNpsVHFASEBe
JournalTH2019THbbTHYbdfaUYbdgh 0.9 14

(2019-2015)
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125 synamicsHofHcardiomyocyteHtranscriptomeHandHchromatinHlandscapeHdemarcatesHkeyHeventsHofH
heartHdevelopmentVHGenomeeResearchTH2019THahTHdXeUdYh 9.7 14

124 SpecificHmesothelialHsignatureHmarksHtheHheterogeneityHofHmesenchymalHstemHcellsHfromHhighUgradeH
serousHovarianHcancerVHStemeCellsTH2014THbaTHahhgUbXYY 5.8 14

123 pHsimpleHdiscontinuousHbufferHsystemHforHincreasedHresolutionHandHspeedHinHgelHelectrophoreticH
analysisHofHsNpHsequenceVHNucleiceAcidseResearchTH1990THYgTHaXc 20.1 14

122 TranscriptomeHanalysisHofHperiodontitisUassociatedHfibroblastsHbyHrpvtHsequencingHidentifiedHs–XdH
andHRUNXaHlongHvariantHasHnovelHregulatorsHinvolvedHinHperiodontitisVHScientificeReportsTH2016THeTHbbeee 4.9 14

121 SingleUNucleotideHResolutionH appingHofHwepatitisHqHVirusHPromotersHinHxnfectedHwumanH–iversHandH
wepatocellularHrarcinomaVHJournaleofeVirologyTH2016THhXTHYXgYYUYXgaa 6.6 14

120 TheHupNTï dHromputationHtcosystemiHvenomicHxnformationHwubHforHPromotersHandHpctiveH
tnhancersVHMethodseineMoleculareBiologyTH2017THYeYYTHYhhUaYf 1.4 13

119 TranscriptomeHpnalysisHUncoversHaHvrowthUPromotingHpctivityHofHïrosomucoidUYHonHwepatocytesVH
EBioMedicineTH2017THacTHadfUaee 8.8 13

118 RecountingHtheHupNTï HrpvtUpssociatedHTranscriptomeVHGenomeeResearchTH2020THbXTHYXfbUYXgY 9.7 13

117 seficiencyHofHmultidrugHresistanceHaHcontributesHtoHcellHtransformationHthroughHoxidativeHstressVH
CarcinogenesisTH2016THbfTHbhUcg 4.6 13

116 RemovalHofHpolypHtailsHfromHfullUlengthHcsNpHlibrariesHforHhighUefficiencyHsequencingVHBioTechniques
TH2001THbYTHYXcaTHYXccTHYXcgUh 2.5 13

115 –argeUscaleHcollectionHandHcharacterizationHofHpromotersHofHhumanHandHmouseHgenesVHIneSilicoe
BiologyTH2004THcTHcahUcc 2 13

114  icroRNpUafaWbUbpHandHPPpRvHregulateHSrp PbHthroughHaHfeedUforwardHloopHduringH
adipogenesisVHScientificeReportsTH2019THhTHYbghY 4.9 12

113 SimplifiedHontologiesHallowingHcomparisonHofHdevelopmentalHmammalianHgeneHexpressionVHGenomee
BiologyTH2007THgTHRaah 18.3 12

112 txplorationHofHtheHcellUcycleHgenesHfoundHwithinHtheHRxztNHupNTï aHdataHsetVHGenomeeResearchTH
2003THYbTHYbeeUfd 9.7 12

111  onitoringHtheHtxpressionHPatternHofHYbXXHprabidopsisHvenesHunderHsroughtHandHroldHStressesHbyH
UsingHaHuullU–engthHcsNpH icroarrayVHPlanteCellTH2001THYbTHeY 11.6 12

110 romparativeHtranscriptomicsHofHprimaryHcellsHinHvertebratesVHGenomeeResearchTH2020THbXTHhdYUheY 9.7 12

109 ïnUtheUflyHselectionHofHcellUspecificHenhancersTHgenesTHmiRNpsHandHproteinsHacrossHtheHhumanHbodyH
usingHSlideqaseVHDatabase:etheeJournaleofeBiologicaleDatabaseseandeCurationTH2016THaXYeTH 5 12

108  appingH ammalianHrellUtypeUspecificHTranscriptionalHRegulatoryHNetworksHUsingHzsUrpvtHandH
rhxPUseqHsataHinHtheHTrUYxzHrellH–ineVHFrontierseineGeneticsTH2015THeTHbbY 4.5 11

Piero Carninci

18



107 NuclearHtranscriptomeHprofilingHofHinducedHpluripotentHstemHcellsHandHembryonicHstemHcellsHidentifyH
nonUcodingHlociHresistantHtoHreprogrammingVHCelleCycleTH2015THYcTHYYcgUdd 4.7 11

106 NanorpvtHanalysisHofHtheHmouseHolfactoryHepitheliumHidentifiesHtheHexpressionHofHvomeronasalH
receptorsHandHofHproximalH–xNtHelementsVHFrontierseineCellulareNeuroscienceTH2014THgTHcY 6.1 11

105 quildingHpromoterHawareHtranscriptionalHregulatoryHnetworksHusingHsiRNpHperturbationHandH
deeprpvtVHNucleiceAcidseResearchTH2010THbgTHgYcYUg 20.1 11

104 pHresourceHforHtranscriptomicHanalysisHinHtheHmouseHbrainVHPLoSeONETH2008THbTHebXYa 3.7 11

103 ProteinUproteinHinteractionsHofHtheHhyperthermophilicHarchaeonHPyrococcusHhorikoshiiHïTbVHGenomee
BiologyTH2005THeTHRhg 18.3 11

102 SubtractionHofHcapUtrappedHfullUlengthHcsNpHlibrariesHtoHselectHrareHtranscriptsVHBioTechniquesTH2003
THbdTHdYXUeTHdYg 2.5 11

101 rytoplasmicHRNpHextractionHfromHfreshHandHfrozenHmammalianHtissuesVHBioTechniquesTH2002THbbTHbXeUh 2.5 11

100 pHdiscontinuousHbufferHsystemHincreasingHresolutionHandHreproducibilityHinHsNpHsequencingHonHhighH
voltageHhorizontalHultrathinUlayerHelectrophoresisVHElectrophoresisTH1995THYeTHYgbeUcd 3.6 11

99 piRNpsHwarrantHinvestigationHinHRettHSyndromeiHanHomicsHperspectiveVHDiseaseeMarkersTH2012THbbTHaeYUfd3.2 11

98 seeprpvtHtranscriptomicsHidentifyHwïXsYXHasHaHtranscriptionHfactorHregulatingHlymphaticH
endothelialHresponsesHtoHVtvuUrVHJournaleofeCelleScienceTH2016THYahTHadfbUgd 5.3 11

97 –inkingHupNTï dHrpvtHpeaksHtoHannotationsHwithHrpvtscanVHScientificeDataTH2017THcTHYfXYcf 8.2 10

96 NuclearHpvïYHRegulatesHveneHtxpressionHbyHpffectingHrhromatinHprchitectureHinHwumanHrellsVHCelle
SystemsTH2019THhTHcceUcdgVee 10.6 10

95 SystemicHidentificationHofHestrogenUregulatedHgenesHinHbreastHcancerHcellsHthroughHcapHanalysisHofH
geneHexpressionHmappingVHBiochemicaleandeBiophysicaleResearcheCommunicationsTH2014THccfTHdbYUe 3.4 10

94 venomicsiHmiceHinHtheHtNrïstHspotlightVHNatureTH2014THdYdTHbceUf 50.4 10

93 puthorHresponseiHTheHwumanHrellHptlasH2017TH 10

92 pHcomprehensiveHpromoterHlandscapeHidentifiesHaHnovelHpromoterHforHrsYbbHinHrestrictedHtissuesTH
cancersTHandHstemHcellsVHFrontierseineGeneticsTH2013THcTHaXh 4.5 9

91 uXYseTHaHNaTzUpTPaseHregulatorTHisHexpressedHinHtypeHxxHtasteHcellsVHBiosciencereBiotechnologyeande
BiochemistryTH2011THfdTHYXeYUe 2.1 9

90 veneticsTHgeneHexpressionHandHbioinformaticsHofHtheHpituitaryHglandVHHormoneeResearcheine
PaediatricsTH2009THfYHSupplHaTHYXYUYd 3.3 9
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89 TargetUenrichmentHsequencingHforHdetailedHcharacterizationHofHsmallHRNpsVHNatureeProtocolsTH2018TH
YbTHfegUfge 18.8 8

88 SharedHactivityHpatternsHarisingHatHgeneticHsusceptibilityHlociHrevealHunderlyingHgenomicHandHcellularH
architectureHofHhumanHdiseaseVHPLoSeComputationaleBiologyTH2018THYcTHeYXXdhbc 5 8

87 Rpsxr–UseqHidentifiesHgeneralHandHcellHtypeUspecificHprinciplesHofHgenomeUwideHRNpUchromatinHinteractions 8

86 pnHN RUbasedHapproachHrevealsHtheHcoreHstructureHofHtheHfunctionalHdomainHofHSxNtUPHlncRNpsVH
NucleiceAcidseResearchTH2020THcgTHhbceUhbeX 20.1 8

85 SxNtUPHlongHnonUcodingHRNpHactsHviaHPTqPYHandHwNRNPzHtoHpromoteHtranslationalHinitiationH
assembliesVHNucleiceAcidseResearchTH2020THcgTHYYeaeUYYecc 20.1 8

84 xsoformsHofHtheHtrythropoietinHreceptorHinHdopaminergicHneuronsHofHtheHSubstantiaHNigraVHJournale
ofeNeurochemistryTH2016THYbhTHdheUeXh 6 8

83 venomeUWideHTechnologiesHtoHStudyHRNpUrhromatinHxnteractionsVHNonscodingeRNATH2020THeTH 7.1 7

82 rpvtUdefinedHpromoterHregionsHofHtheHgenesHimplicatedHinHRettHSyndromeVHBMCeGenomicsTH2014TH
YdTHYYff 4.5 7

81 SyntheticHin´ vitroHtranscribedHlncRNpsHPSxNtUPsQHwithHchemicalHmodificationsHenhanceHtargetHmRNpH
translationVHFEBSeLettersTH2020THdhcTHcbdfUcbeh 3.8 7

80 rapHpnalysisHofHveneHtxpressionHPrpvtQiHpHβuantitativeHandHvenomeUWideHpssayHofHTranscriptionH
StartHSitesVHMethodseineMoleculareBiologyTH2020THaYaXTHaffUbXY 1.4 7

79 STpPHcellsHareHderivedHfromHtSHcellsVHNatureTH2015THdadTHtcUd 50.4 6

78 TheHSecretH–ifeHofHlncRNpsiHronservedTHyetHNotHronservedVHCellTH2020THYgYTHdYaUdYc 56.2 6

77 romprehensiveHrharacterizationHofHTranscriptionalHpctivityHduringHxnfluenzaHpHVirusHxnfectionH
RevealsHqiasesHinHrapUSnatchingHofHwostHRNpHSequencesVHJournaleofeVirologyTH2020THhcTH 6.6 6

76 wighHsensitivityHTSSHpredictioniHestimatesHofHlocationsHwhereHTSSHcannotHoccurVHPLoSeONETH2010THdTHeYbhbc3.7 6

75 –argeUscaleHclusteringHofHrpvtHtagHexpressionHdataVHBMCeBioinformaticsTH2007THgTHYeY 3.6 6

74 SplicingHbypassesHbOHendHformationHsignalsHtoHallowHcomplexHgeneHarchitecturesVHGeneTH2007THcXbTHYggUhb3.8 6

73 wumanHdiseaseHgenesHandHtheirHclonedHmouseHorthologsiHexplorationHofHtheHupNTï aHcsNpH
sequenceHdataHsetVHGenomeeResearchTH2003THYbTHYcheUdXX 9.7 6

72 uunctionalHpnnotationHofHwumanH–ongHNonUrodingHRNpsHviaH olecularHPhenotyping 6
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71 PromoterHUsageHandHsynamicsHinHVascularHSmoothH uscleHrellsHtxposedHtoHuibroblastHvrowthH
uactorUaHorHxnterleukinUY˛†VHScientificeReportsTH2018THgTHYbYec 4.9 6

70  ultiUyearHwholeUbloodHtranscriptomeHdataHforHtheHstudyHofHonsetHandHprogressionHofHParkinsonOsH
siseaseVHScientificeDataTH2019THeTHaX 8.2 5

69 rharacterizationHofHnovelHtranscriptsHofHhumanHpapillomavirusHtypeHYeHusingHcapHanalysisHgeneH
expressionHtechnologyVHJournaleofeVirologyTH2015THghTHaccgUda 6.6 5

68 wSpaYHSingleU indedHaHPSimaQHqindingHSitesHroU–ocalizeHwithHSuperUtnhancersHandHPioneerH
TranscriptionHuactorsHinHPluripotentH ouseHtSHrellsVHPLoSeONETH2015THYXTHeXYaecfd 3.7 5

67 pnnotatingHnonUcodingHtranscriptionHusingHfunctionalHgenomicsHstrategiesVHBriefingseineFunctionale
GenomicseleProteomicsTH2009THgTHcbfUcb 5

66 pHnovelHcontrolHsystemHforHpolymeraseHchainHreactionHusingHaHRxztNHvSbgcHthermalcyclerVHDNAe
ResearchTH1997THcTHbgfUhY 4.5 5

65 rellHqasedHpssaysHofHSxNtUPHNonUcodingHRNpsHThatHranHSpecificallyHtnhanceHmRNpHTranslationVH
JournaleofeVisualizedeExperimentsTH2019TH 1.6 4

64  onitoringHtranscriptionHinitiationHactivitiesHinHratHandHdogVHScientificeDataTH2017THcTHYfXYfb 8.2 4

63 TunableHfractionationHofHnucleicHacidsVHBioTechniquesTH2009THcfTHYXcYUb 2.5 4

62 romputerUqasedH ethodsHforHtheH ouseHuullU–engthHcsNpHtncyclopediaiHRealUTimeHSequenceH
rlusteringHforHronstructionHofHaHNonredundantHcsNpH–ibraryVHGenomeeResearchTH2001THYYTHagYUagh 9.7 4

61 TheHpiRNpHpathwayHsustainsHadultHneurogenesisHbyHreducingHproteinHsynthesisHandHcellularHsenescence 4

60 SingleUcellHtranscriptomesHofHfluorescentTHubiquitinationUbasedHcellHcycleHindicatorHcells 4

59 pHhumanHminisatelliteHhostsHanHalternativeHtranscriptionHstartHsiteHforHNPR–bHdrivingHitsHexpressionH
inHaHrepeatHnumberUdependentHmannerVHHumaneMutationTH2020THcYTHgXfUgac 4.7 4

58 secodingHNeuronalHsiversificationHbyH ultiplexedHSingleUcellHRNpUSeqVHStemeCelleReportsTH2021THYeTHgYXUgac8 4

57 –argeHexpertUcuratedHdatabaseHforHbenchmarkingHdocumentHsimilarityHdetectionHinHbiomedicalH
literatureHsearchVHDatabase:etheeJournaleofeBiologicaleDatabaseseandeCurationTH2019THaXYhTH 5 4

56 –tTRYHisHaHlymphaticHendothelialUspecificHlncRNpHgoverningHcellHproliferationHandHmigrationHthroughH
z–ucHandHSt pbrVHNatureeCommunicationsTH2021THYaTHhad 17.4 4

55 SystematicHassessmentHofHlongUreadHRNpUseqHmethodsHforHtranscriptHidentificationHandHquantification 4

54 xdentificationHofHnovelHcerebellarHdevelopmentalHtranscriptionalHregulatorsHwithHmotifHactivityH
analysisVHBMCeGenomicsTH2019THaXTHfYg 4.5 3

(2019-2018)
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53 pHTranscriptionalHSwitchHPointHsuringHwematopoieticHStemHandHProgenitorHrellHïntogenyVHSteme
CellseandeDevelopmentTH2017THaeTHbYcUbaf 4.4 3

52 StructureHbyHsequencingiHdiscoveryHofHhiddenHmessagesHinHtheHnoncodingHRNpHfractionVHMoleculare
CellTH2012THcgTHYdbUd 17.6 3

51 pnHptlasHofHrombinatorialHTranscriptionalHRegulationHinH ouseHandH anVHCellTH2010THYcYTHbeh 56.2 3

50 xnformaticHandHgenomicHanalysisHofHmelanocyteHcsNpHlibrariesHasHaHresourceHforHtheHstudyHofH
melanocyteHdevelopmentHandHfunctionVHPigmenteCelleleMelanomaeResearchTH2007THaXTHaXYUh 3

49 pHmethodHforHsimilarityHsearchHofHgenomicHpositionalHexpressionHusingHrpvtVHPLoSeGeneticsTH2006THaTHecc6 3

48 rpvtUTSSchipiHpromoterUbasedHexpressionHprofilingHusingHtheHdOUleadingHlabelHofHcappedHtranscriptsH
2007THgTHRca 3

47 uRtPiHaHdatabaseHofHfunctionalHrepeatsHinHmouseHcsNpsVHNucleiceAcidseResearchTH2004THbaTHscfYUd 20.1 3

46 SxNtUPsiHaHnovelHtoolboxHforHRNpHtherapeuticsVHEssayseineBiochemistryTH2021THedTHffdUfgh 7.6 3

45 pntisenseHRNpsHduringHearlyHvertebrateHdevelopmentHareHdividedHinHgroupsHwithHdistinctHfeaturesVH
GenomeeResearchTH2021THbYTHhhdUYXYX 9.7 3

44 siscoveryHofHwidespreadHtranscriptionHinitiationHatHmicrosatellitesHpredictableHbyHsequenceUbasedH
deepHneuralHnetworkVHNatureeCommunicationsTH2021THYaTHbahf 17.4 3

43 ronservedHtemporalHorderingHofHpromoterHactivationHimplicatesHcommonHmechanismsHgoverningH
theHimmediateHearlyHresponseHacrossHcellHtypesHandHstimuliVHOpeneBiologyTH2018THgTH 7 3

42 TranscriptionHstartHsiteHprofilingHofHYdHanatomicalHregionsHofHtheH acacaHmulattaHcentralHnervousH
systemVHScientificeDataTH2017THcTHYfXYeb 8.2 2

41 ProfilingHtranscriptionHinitiationHinHhumanHagedHbrainHusingHdeepUrpvtVHBMCeBioinformaticsTH2011TH
YaTH 3.6 2

40  appingHofHYhXbaHmouseHcsNpsHonHmouseHchromosomesVHJournaleofeStructuraleandeFunctionale
GenomicsTH2002THaTHabUg 2

39 rytokineUrelatedHgenesHidentifiedHfromHtheHRxztNHfullUlengthHmouseHcsNpHdataHsetVHGenomee
ResearchTH2003THYbTHYbXfUYf 9.7 2

38 WaveletHprofilesiHtheirHapplicationHinHïryzaHsativaHsNpHsequenceHanalysis 2

37 pHfieldHguideHtoHcultivatingHcomputationalHbiologyVHPLoSeBiologyTH2021THYhTHebXXYcYh 9.7 2

36 SharedHactivityHpatternsHarisingHatHgeneticHsusceptibilityHlociHrevealHunderlyingHgenomicHandHcellularH
architectureHofHhumanHdisease 2
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35 pntisenseHncRNpsHduringHearlyHvertebrateHdevelopmentHareHdividedHinHgroupsHwithHdistinctHfeatures 2

34 pvïYHinHassociationHwithHNtpTYHlncRNpHcontributesHtoHnuclearHandHbsHchromatinHarchitectureHinH
humanHcells 2

33 SxNtUPHlongHnonUcodingHRNpHactsHviaHPTqPYHandHwNRNPzHtoHpromoteHtranslationalHinitiationHassemblies 2

32 pnalysisHofHtnhancerUPromoterHxnteractionsHusingHrpvtHandHRpsxr–USeqHTechnologiesVHMethodseine
MoleculareBiologyTH2021THabdYTHaXYUaYX 1.4 2

31 pnalysisHofHspliceHvariantsHofHtheHhumanHproteinHdisulfideHisomeraseHPPcwqQHgeneVHBMCeGenomicsTH
2020THaYTHfee 4.5 1

30 siscoveryHofHTranscriptionHuactorsHNovelHtoH ouseHrerebellarHvranuleHrellHsevelopmentHThroughH
–aserUraptureH icrodissectionVHCerebellumTH2018THYfTHbXgUbad 4.3 1

29 ppplicationHofHveneHtxpressionHTrajectoriesHxnitiatedHfromHtrbqHReceptorHpctivationHwighlightsHtheH
synamicsHofHsivergentHPromoterHUsageVHPLoSeONETH2015THYXTHeXYccYfe 3.7 1

28 seeprpvtiHvenomeUWideH appingHofHTranscriptionHStartHSitesH2012THabUce 1

27 venerationHofHfullUlengthHcsNpHlibrariesiHfocusHonHplantsVHMethodseineMoleculareBiologyTH2009THdbbTHchUeg1.4 1

26 TaggingHTranscriptionHStartingHSitesHwithHrpvtH2009THfUaX 1

25 PredictingHcellUtypeUspecificHnonUcodingHRNpHtranscriptionHfromHgenomeHsequence 1

24 SingleUcellHtranscriptomicsTHscRNpUSeqHandHrYHrpvtHdiscoveredHdistinctHphasesHofHpluripotencyH
duringHnaˆflveUtoUprimedHconversionHinHmice 1

23 tmbryonicH–TRHretrotransposonsHsupplyHpromoterHmodulesHtoHsomaticHtissuesVHGenomeeResearchTH
2021THbYTHYhgbUYhhb 9.7 1

22 romprehensiveHcharacterisationHofHmolecularHhostUpathogenHinteractionsHinHinfluenzaHpH
virusUinfectedHhumanHmacrophages 1

21 –owHβuantityHsingleHstrandHrpvtHP–βUssrpvtQHmapsHregulatoryHenhancersHandHpromoters 1

20 rYHrpvtHdetectsHtranscriptionHstartHsitesHandHenhancerHactivityHatHsingleUcellHresolution 1

19 secodingHneuronalHdiversityHbyHsingleUcellHronvertUseq 1

18 tvidenceHofHtranscriptionHatHpolyTHshortHtandemHrepeats 1
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17 uunctionalHannotationHofHhumanHlongHnoncodingHRNpsHusingHchromatinHconformationHdata 1

16 –owHβuantityHSingleHStrandHrpvtHP–βUssrpvtQH apsHRegulatoryHtnhancersHandHPromotersVH
MethodseineMoleculareBiologyTH2021THabdYTHefUhX 1.4 1

15 romplexityHofH ammalianHTranscriptomeHpnalyzedHbyHRNpHseepHSequencingH2015THbUaa 0

14 TowardsHSxNtUPUbasedHtherapeuticsiHsesignHofHanHsynthesizedHSxNtUPHRNpVVHMoleculareTherapyese
NucleiceAcidsTH2022THafTHYXhaUYYXa 10.7 0

13 UseHofHrapHpnalysisHveneHtxpressionHtoHdetectHhumanHpapillomavirusHpromoterHactivityHpatternsHatH
differentHdiseaseHstagesVHScientificeReportsTH2020THYXTHYfhhY 4.9 0

12  achineUdrivenHparameterHscreenHofHbiochemicalHreactionsVHNucleiceAcidseResearchTH2020THcgTHebf 20.1

11 sefinitionHofHPromotomeâ��TranscriptomeHprchitectureHUsingHrpvtscanH2012THcfUeY

10 NoncodingHRNpiHTheH ajorHïutputHofHveneHtxpressionH2013THYgYUaYb

9 ronstructionHofHrpvtH–ibrariesH2009THaYUbh

8 uromHrpvtHtoHseeprpvtiHwighUThroughputHTranscriptionHStartHSiteHandHPromoterHxdentificationHforH
veneHNetworkHpnalysisddUfd

7 TranscriptomicsHresourcesHforHfunctionalHgenomicsVHBriefingseineFunctionaleGenomicseleProteomicsTH
2007THeTHYfYUh

6  eetingHReportiHYcthHxnternationalH ouseHvenomeHronferenceVHMammalianeGenomeTH2001THYaTHcXYUcXd3.2

5 TaggingHTranscriptionHStartingHSitesHwithHrpvtH2019THfUaX

4 pHnewHapproachHforHscreeningHcervicalHcancerHbyHcharacterizationHofHtranscriptsHusingHrpvtH
technologyVVHJournaleofeClinicaleOncologyTH2015THbbTHeYedYcUeYedYc 2.2

3 –ookHforHmethodsTHnotHconclusionsVHCelleDeatheandeDiseaseTH2019THYXTHhbY 9.8

2 TheHchoiceHofHnegativeHcontrolHantisenseHoligonucleotidesHdramaticallyHimpactsHdownstreamH
analysisHdependingHonHtheHcellularHbackgroundVHBMCeGenomiceDataTH2021THaaTHbb 0

1 rompleteHTranscriptomeHpnalysisHbyHdOUtndHSingleUrellHRNpUSeqHwithHRandomHPrimingVVHMethodseine
MoleculareBiologyTH2022THachXTHYcYUYde 1.4
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