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l Paper IF Citations

322 TheItranscriptionalIlandscapeIofItheImammalianIgenomeXIScienceVI2005VIcZiVIaeeiWfc 33.3 2807

321 TheIgrapevineIgenomeIsequenceIsuggestsIancestralIhexaploidizationIinImajorIangiospermIphylaXI
NatureVI2007VIddiVIdfcWg 50.4 2675

320 uvolutionIofIgenesIandIgenomesIonItheItrosophilaIphylogenyXINatureVI2007VIdeZVIbZcWah 50.4 1586

319 qnalysisIofItheImouseItranscriptomeIbasedIonIfunctionalIannotationIofIfZVggZIfullWlengthIct”qsXI
NatureVI2002VIdbZVIefcWgc 50.4 1350

318 qssessingIcomputationalItoolsIforItheIdiscoveryIofItranscriptionIfactorIbindingIsitesXINatureg
BiotechnologyVI2005VIbcVIacgWdd 44.5 950

317 wenomeIsequenceIofItheImetazoanIplantWparasiticInematodeI“eloidogyneIincognitaXINatureg
BiotechnologyVI2008VIbfVIiZiWae 44.5 790

316 UntranslatedIregionsIofImΔ”qsXIGenomegBiologyVI2002VIcVIΔuVyuWαZZZd 18.3 637

315 vunctionalIannotationIofIaIfullWlengthImouseIct”qIcollectionXINatureVI2001VIdZiVIfheWiZ 50.4 560

314 uvolutionIofItheImitochondrialIgenomeIofI“etazoaIasIexemplifiedIbyIcomparisonIofIcongenericI
speciesXIHeredityVI2008VIaZaVIcZaWbZ 3.6 399

313 “ammalianImitochondrialItWloopIregionIstructuralIanalysisjIidentificationIofInewIconservedI
sequencesIandItheirIfunctionalIandIevolutionaryIimplicationsXIGeneVI1997VIbZeVIabeWdZ 3.8 383

312 WeederIWebjIdiscoveryIofItranscriptionIfactorIbindingIsitesIinIaIsetIofIsequencesIfromI
coWregulatedIgenesXINucleicgAcidsgResearchVI2004VIcbVIWaiiWbZc 20.1 363

311 uvolutionaryIgenomicsIinI“etazoajItheImitochondrialIt”qIasIaImodelIsystemXIGeneVI1999VIbchVIaieWbZi 3.8 329

310 ”ucleotideIsubstitutionIrateIofImammalianImitochondrialIgenomesXIJournalgofgMoleculargEvolutionVI
1999VIdhVIdbgWcd 3.1 327

309 αtructuralIandIfunctionalIfeaturesIofIeukaryoticImΔ”qIuntranslatedIregionsXIGeneVI2001VIbgfVIgcWha 3.8 320

308 ²scanjIfindingIoverWrepresentedItranscriptionIfactorIbindingIsiteImotifsIinIsequencesIfromI
coWregulatedIorIcoWexpressedIgenesXINucleicgAcidsgResearchVI2009VIcgVIWbdgWeb 20.1 295

307 qsymmetricalIdirectionalImutationIpressureIinItheImitochondrialIgenomeIofImammalsXIMolecularg
BiologygandgEvolutionVI1998VIaeVIiegWff 8.3 291

306 TheIguineaWpigIisInotIaIrodentXINatureVI1996VIchaVIeigWfZZ 50.4 291
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305 TheImainIregulatoryIregionIofImammalianImitochondrialIt”qjIstructureWfunctionImodelIandI
evolutionaryIpatternXIJournalgofgMoleculargEvolutionVI1991VIccVIhcWia 3.1 278

304 UTΔdbIandIUTΔsiteIRΔu’uqαuIbZaZSjIaIcollectionIofIsequencesIandIregulatoryImotifsIofItheI
untranslatedIregionsIofIeukaryoticImΔ”qsXINucleicgAcidsgResearchVI2010VIchVItgeWhZ 20.1 247

303 qnIalgorithmIforIfindingIsignalsIofIunknownIlengthIinIt”qIsequencesXIBioinformaticsVI2001VIagI
αupplIaVIαbZgWad 7.2 242

302 uqUwIandIu–ΔvsIinIhumanIandIrodentIeQuntranslatedImΔ”qsXIGeneVI2005VIcdiVIigWaZe 3.8 196

301 qItranscriptionalIsketchIofIaIprimaryIhumanIbreastIcancerIbyIdedIdeepIsequencingXIBMCgGenomicsVI
2009VIaZVIafc 4.5 191

300 uvolutionaryIanalysisIofIcytochromeIbIsequencesIinIsomeI²erciformesjIevidenceIforIaIslowerIrateI
ofIevolutionIthanIinImammalsXIJournalgofgMoleculargEvolutionVI1994VIciVIehiWig 3.1 190

299 rq’rYcIandIsegr’YfI“iceItifferIinI²olyreactiveIygqIqbundanceVIwhichIympactsItheIwenerationIofI
qntigenWαpecificIygqIandI“icrobiotaItiversityXIImmunityVI2015VIdcVIebgWdZ 32.3 188

298 ΔutyportaljIaIcomprehensiveIdatabaseIofIqWtoWyIΔ”qIeditingIeventsIinIhumansXINucleicgAcidsg
ResearchVI2017VIdeVItgeZWtgeg 20.1 166

297 UTΔdbIandIUTΔsitejIspecializedIdatabasesIofIsequencesIandIfunctionalIelementsIofIeQIandIcQI
untranslatedIregionsIofIeukaryoticImΔ”qsXIUpdateIbZZbXINucleicgAcidsgResearchVI2002VIcZVIcceWdZ 20.1 164

296 ΔutytoolsjIhighWthroughputIΔ”qIeditingIdetectionImadeIeasyXIBioinformaticsVI2013VIbiVIahacWd 7.2 157

295 ruildingIessentialIbiodiversityIvariablesIRurVsSIofIspeciesIdistributionIandIabundanceIatIaIglobalI
scaleXIBiologicalgReviewsVI2018VIicVIfZZWfbe 13.5 145

294 ²rofilingIΔ”qIeditingIinIhumanItissuesjItowardsItheIinosinomeIqtlasXIScientificgReportsVI2015VIeVIadida 4.9 137

293 “ToolroxjIaIhighlyIautomatedIpipelineIforIheteroplasmyIannotationIandIprioritizationIanalysisIofI
humanImitochondrialIvariantsIinIhighWthroughputIsequencingXIBioinformaticsVI2014VIcZVIcaaeWg 7.2 132

292 UTΔdbIandIUTΔsitejIaIcollectionIofIsequencesIandIregulatoryImotifsIofItheIuntranslatedIregionsIofI
eukaryoticImΔ”qsXINucleicgAcidsgResearchVI2005VIccVItadaWf 20.1 122

291 rioinformaticsIapproachesIforIgenomicsIandIpostIgenomicsIapplicationsIofInextWgenerationI
sequencingXIBriefingsgingBioinformaticsVI2010VIaaVIahaWig 13.4 120

290 ’argeWscaleIdetectionIandIanalysisIofIΔ”qIeditingIinIgrapeImtt”qIbyIΔ”qIdeepWsequencingXI
NucleicgAcidsgResearchVI2010VIchVIdgeeWfg 20.1 117

289 tevelopmentalIfactorIyΔvfIexhibitsItumorIsuppressorIactivityIinIsquamousIcellIcarcinomasXI
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2011VIaZhVIacgaZWe 11.5 109

288 TheIfgWktaIlamininIreceptorIoriginatedIfromIaIribosomalIproteinIthatIacquiredIaIdualIfunctionI
duringIevolutionXIMoleculargBiologygandgEvolutionVI1998VIaeVIaZagWbe 8.3 109
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287 wlutamineIsynthetaseIgeneIevolutionjIaIgoodImolecularIclockXIProceedingsgofgthegNationalgAcademyg
ofgSciencesgofgthegUnitedgStatesgofgAmericaVI1991VIhhVIebbWf 11.5 106

286 undogenousImurineImicrobiotaImemberIvaecalibaculumIrodentiumIandIitsIhumanIhomologueI
protectIfromIintestinalItumourIgrowthXINaturegMicrobiologyVI2020VIeVIeaaWebd 26.6 104

285 songruentImammalianItreesIfromImitochondrialIandInuclearIgenesIusingIrayesianImethodsXI
MoleculargBiologygandgEvolutionVI2004VIbaVIcigWdZc 8.3 100

284 ’ineageWspecificIevolutionaryIrateIinImammalianImtt”qXIMoleculargBiologygandgEvolutionVI2000VIagVIaZbbWca8.3 98

283 WhereIdoIrodentsIfitoIuvidenceIfromItheIcompleteImitochondrialIgenomeIofIαciurusIvulgarisXI
MoleculargBiologygandgEvolutionVI2000VIagVIigiWhc 8.3 97

282 uvolutionIofItheImitochondrialIgeneticIsystemjIanIoverviewXIGeneVI2000VIbfaVIaecWi 3.8 97

281 ydentificationIandIfunctionalIcharacterizationIofItwoInewItranscriptionalIvariantsIofItheIhumanIpfcI
geneXINucleicgAcidsgResearchVI2009VIcgVIfZibWaZd 20.1 96

280 TissueWspecificImtt”qIabundanceIfromIexomeIdataIandIitsIcorrelationIwithImitochondrialI
transcriptionVImassIandIrespiratoryIactivityXIMitochondrionVI2015VIbZVIacWba 4.9 94

279 “etagenomicsIΔevealsItysbiosisIandIaI²otentiallyI²athogenicI”XIflavescensIαtrainIinItuodenumIofI
qdultIseliacI²atientsXIAmericangJournalgofgGastroenterologyVI2016VIaaaVIhgiWiZ 0.7 94

278 ynfluenceIofIbaseIcompositionIonIquantitativeIestimatesIofIgeneIevolutionXIMethodsgingEnzymologyVI
1990VIahcVIegZWhc 1.7 93

277 αtructuralIandIcompositionalIfeaturesIofIuntranslatedIregionsIofIeukaryoticImΔ”qsXIGeneVI1997VI
bZeVIieWaZb 3.8 92

276 tiscriminationIofInonWproteinWcodingItranscriptsIfromIproteinWcodingImΔ”qXIRNAgBiologyVI2006VIcVIdZWh 4.8 90

275 “otifIdiscoveryIandItranscriptionIfactorIbindingIsitesIbeforeIandIafterItheInextWgenerationI
sequencingIeraXIBriefingsgingBioinformaticsVI2013VIadVIbbeWcg 13.4 89

274 shangesIinIuscherichiaIcoliItranscriptomeIduringIacclimatizationIatIlowItemperatureXIResearchging
MicrobiologyVI2003VIaedVIegcWhZ 4 88

273 “itochondrialIgenomesIgleanedIfromIhumanIwholeWexomeIsequencingXINaturegMethodsVI2012VIiVIebcWd 21.6 87

272 αpliceqidWvjIaIdatabaseIofIhumanIsplicingIfactorsIandItheirIΔ”qWbindingIsitesXINucleicgAcidsg
ResearchVI2013VIdaVItabeWca 20.1 87

271 ²atαearchjIqIprogramIforItheIdetectionIofIpatternsIandIstructuralImotifsIinInucleotideIsequencesXI
NucleicgAcidsgResearchVI2003VIcaVIcfZhWab 20.1 87

270 “itochondrialIt”qIinImetazoajIdegreeIofIfreedomIinIaIfrozenIeventXIGeneVI2002VIbhfVIcWab 3.8 83
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269 ynternetIresourcesIforItheIfunctionalIanalysisIofIeQIandIcQIuntranslatedIregionsIofIeukaryoticI
mΔ”qsXITrendsgingGeneticsVI1999VIaeVIcgh 8.5 81

268 tiversityIandItemporalIpatternsIofIplanktonicIprotistIassemblagesIatIaI“editerraneanI’ongITermI
ucologicalIΔesearchIsiteXIFEMSgMicrobiologygEcologyVI2017VIicVI 4.3 78

267 rioinformaticsIinIytalyjIryTαbZZgVItheIfourthIannualImeetingIofItheIytalianIαocietyIofIrioinformaticsXI
BMCgBioinformaticsVI2008VIiVI 3.6 78

266 rioinformaticsIinIytalyjIryTαbZZfVItheIthirdIannualImeetingIofItheIytalianIαocietyIofIrioinformaticsXI
BMCgBioinformaticsVI2007VIhVI 3.6 78

265 sompleteImitochondrialIt”qIsequenceIofItheIfatIdormouseVIwlisIglisjIfurtherIevidenceIofIrodentI
paraphylyXIMoleculargBiologygandgEvolutionVI1998VIaeVIdiiWeZe 8.3 73

264 ΔeferenceIdatabasesIforItaxonomicIassignmentIinImetagenomicsXIBriefingsgingBioinformaticsVI2012VI
acVIfhbWie 13.4 68

263 UTΔdbIandIUTΔsitejIspecializedIdatabasesIofIsequencesIandIfunctionalIelementsIofIeQIandIcQI
untranslatedIregionsIofIeukaryoticImΔ”qsXINucleicgAcidsgResearchVI2000VIbhVIaicWf 20.1 67

262 ²atαearchjIaIpatternImatcherIsoftwareIthatIfindsIfunctionalIelementsIinInucleotideIandIproteinI
sequencesIandIassessesItheirIstatisticalIsignificanceXIBioinformaticsVI2000VIafVIdciWeZ 7.2 66

261 ²hylogeneticIcomparisonIofIhuntingtinIhomologuesIrevealsItheIappearanceIofIaIprimitiveIpolyQIinI
seaIurchinXIMoleculargBiologygandgEvolutionVI2008VIbeVIccZWh 8.3 65

260 “itogenomicsIrevealsItwoIcrypticIspeciesIinIsionaIintestinalisXITrendsgingGeneticsVI2007VIbcVIdaiWbb 8.5 65

259 qnalysisIofIoligonucleotideIqUwIstartIcodonIcontextIinIeukarioticImΔ”qsXIGeneVI2000VIbfaVIheWia 3.8 64

258 ynIsilicoIrepresentationIandIdiscoveryIofItranscriptionIfactorIbindingIsitesXIBriefingsging
BioinformaticsVI2004VIeVIbagWcf 13.4 63

257 “assiveItranscriptomeIsequencingIofIhumanIspinalIcordItissuesIprovidesInewIinsightsIintoImotorI
neuronIdegenerationIinIq’αXIScientificgReportsVI2017VIgVIaZZdf 4.9 59

256 “otIToolsjIregulatoryImotifIdiscoveryIinInucleotideIsequencesIfromIcoWregulatedIorIhomologousI
genesXINucleicgAcidsgResearchVI2006VIcdVIWeffWgZ 20.1 59

255 Δq²jIΔ”qWαeqIqnalysisI²ipelineVIaInewIcloudWbasedI”wαIwebIapplicationXIBMCgGenomicsVI2015VIafVIαc 4.5 58

254 W–ΔtU²jIanIefficientIalgorithmIforIdiscoveringIstatisticallyIsignificantIpatternsIinIt”qIsequencesXI
NucleicgAcidsgResearchVI1992VIbZVIbhgaWe 20.1 58

253 t”qImicroenvironmentsIandItheImolecularIclockXIJournalgofgMoleculargEvolutionVI1989VIbiVIdZgWaa 3.1 58

252 ²scanshy²jIvindingIoverWrepresentedItranscriptionIfactorWbindingIsiteImotifsIandItheirIcorrelationsI
inIsequencesIfromIshy²WαeqIexperimentsXINucleicgAcidsgResearchVI2013VIdaVIWeceWdc 20.1 56

(2013-1999)
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251 TheIuntranslatedIregionsIofIeukaryoticImΔ”qsjIstructureVIfunctionVIevolutionIandIbioinformaticI
toolsIforItheirIanalysisXIBriefingsgingBioinformaticsVI2000VIaVIbcfWdi 13.4 56

250 sorrelatedIsubstitutionIanalysisIandItheIpredictionIofIaminoIacidIstructuralIcontactsXIBriefingsging
BioinformaticsVI2008VIiVIdfWef 13.4 54

249 xighIthroughputIapproachesIrevealIsplicingIofIprimaryImicroΔ”qItranscriptsIandItissueIspecificI
expressionIofImatureImicroΔ”qsIinIVitisIviniferaXIBMCgGenomicsVI2009VIaZVIeeh 4.5 52

248 TIvollicularIxelperIsellsI²romoteIaIreneficialIwutIucosystemIforIxostI“etabolicIxomeostasisIbyI
αensingI“icrobiotaWterivedIuxtracellularIqT²XICellgReportsVI2017VIahVIbeffWbege 10.6 51

247 pecvamTawjIaIdatabaseIresourceIofIhumanIpecVIpfcIandIpgcIdirectItargetIgenesIcombiningIinIsilicoI
predictionIandImicroarrayIdataXIBMCgBioinformaticsVI2007VIhIαupplIaVIαbZ 3.6 48

246 –nItheIstatisticalIassessmentIofIclassifiersIusingIt”qImicroarrayIdataXIBMCgBioinformaticsVI2006VIgVIchg 3.6 48

245 uvolutionaryIoriginIofInonuniversalIsUwαerIcodonIinIsomeIsandidaIspeciesIasIinferredIfromIaI
molecularIphylogenyXIGeneticsVI1995VIadaVIiZcWg 4 47

244 WholeItranscriptomeIprofilingIofI’ateW–nsetIqlzheimerQsItiseaseIpatientsIprovidesIinsightsIintoI
theImolecularIchangesIinvolvedIinItheIdiseaseXIScientificgReportsVI2018VIhVIdbhb 4.9 46

243
tifferencesIinIgeneIexpressionIandIcytokineIreleaseIprofilesIhighlightItheIheterogeneityIofIdistinctI
subsetsIofIadiposeItissueWderivedIstemIcellsIinItheIsubcutaneousIandIvisceralIadiposeItissueIinI
humansXIPLoSgONEVI2013VIhVIeeghib

3.7 46

242 αingleWcellItranscriptomicsIrevealsIspecificIΔ”qIeditingIsignaturesIinItheIhumanIbrainXIRnaVI2017VI
bcVIhfZWhfe 5.8 45

241 yntestinalImicrobiotaIsustainsIinflammationIandIautoimmunityIinducedIbyIhypomorphicIΔqwI
defectsXIJournalgofgExperimentalgMedicineVI2016VIbacVIceeWge 16.6 45

240 Δ”q²rofilejIanIalgorithmIforIfindingIconservedIsecondaryIstructureImotifsIinIunalignedIΔ”qI
sequencesXINucleicgAcidsgResearchVI2004VIcbVIcbehWfi 20.1 45

239 TΔy“hImodulatesIpecIactivityItoIdictateIcellIcycleIarrestXICellgCycleVI2012VIaaVIeaaWbc 4.7 44

238 sorrectionjIxighIthroughputIapproachesIrevealIsplicingIofIprimaryImicroΔ”qItranscriptsIandItissueI
specificIexpressionIofImatureImicroΔ”qsIinIVitisIviniferaXIBMCgGenomicsVI2010VIaaVIaZi 4.5 44

237 TheImembersIofItheIΔxIgeneIfamilyIRΔxeZIandIΔxcZSIfollowedIdifferentIevolutionaryIpathwaysXI
JournalgofgMoleculargEvolutionVI1999VIdhVIaeaWi 3.1 44

236 TheIinfluenceIofIinvasiveIjellyfishIbloomsIonItheIaquaticImicrobiomeIinIaIcoastalIlagoonIRVaranoVIαuI
ytalySIdetectedIbyIanIylluminaWbasedIdeepIsequencingIstrategyXIBiologicalgInvasionsVI2015VIagVIibcWidZ 2.7 43

235 sompleteImtt”qIofIsionaIintestinalisIrevealsIextensiveIgeneIrearrangementIandItheIpresenceIofI
anIatphIandIanIextraItrn“IgeneIinIascidiansXIJournalgofgMoleculargEvolutionVI2004VIehVIcgfWhi 3.1 43

234 ’ongWbranchIattractionIphenomenonIandItheIimpactIofIamongWsiteIrateIvariationIonIrodentI
phylogenyXIGeneVI2000VIbeiVIaggWhg 3.8 43
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233 ulucidatingItheIeditomejIbioinformaticsIapproachesIforIΔ”qIeditingIdetectionXIBriefingsging
BioinformaticsVI2019VIbZVIdcfWddg 13.4 43

232 “itoZoajIaIcuratedImitochondrialIgenomeIdatabaseIofImetazoansIforIcomparativeIgenomicsI
studiesXIMitochondrionVI2010VIaZVIaibWi 4.9 41

231 “itoZoaIbXZjIaIdatabaseIresourceIandIsearchItoolsIforIcomparativeIandIevolutionaryIanalysesIofI
mitochondrialIgenomesIinI“etazoaXINucleicgAcidsgResearchVI2012VIdZVItaafhWgb 20.1 41

230 ²hylogeneticIanalysesIofIcompleteImitochondrialIgenomeIsequencesIsuggestIaIbasalIdivergenceIofI
theIenigmaticIrodentIqnomalurusXIBMCgEvolutionarygBiologyVI2007VIgVIaf 3 40

229 UTΔdbjIaIspecializedIdatabaseIofIeQIandIcQIuntranslatedIregionsIofIeukaryoticImΔ”qsXINucleicgAcidsg
ResearchVI1999VIbgVIahhWia 20.1 40

228 Wu²jIaIhighWperformanceIanalysisIpipelineIforIwholeWexomeIdataXIBMCgBioinformaticsVI2013VIadI
αupplIgVIαaa 3.6 38

227 TΔy“hIrestoresIpecItumourIsuppressorIfunctionIbyIbluntingI”W“YsIactivityIinIchemoWresistantI
tumoursXIMoleculargCancerVI2017VIafVIfg 42.1 38

226 “itochondrialIphylogenyIofIqnuraIRqmphibiaSjIaIcaseIstudyIofIcongruentIphylogeneticI
reconstructionIusingIaminoIacidIandInucleotideIcharactersXIGeneVI2006VIcffVIbbhWcg 3.8 38

225 ’ineageIspecificityIofItheIevolutionaryIdynamicsIofItheImtt”qItWloopIregionIinIrodentsXIJournalgofg
MoleculargEvolutionVI2002VIedVIadeWee 3.1 38

224 WhatIisIaIgeneoIqnIupdatedIoperationalIdefinitionXIGeneVI2008VIdagVIaWd 3.8 37

223
²rofileIofImicrobialIcommunitiesIonIcarbonateIstonesIofItheImedievalIchurchIofIαanI’eonardoIdiI
αipontoIRytalySIbyIylluminaWbasedIdeepIsequencingXIAppliedgMicrobiologygandgBiotechnologyVI2016VI
aZZVIhecgWdh

5.7 36

222 s’uq”U²jIaIfastIcomputerIprogramIforIremovingIredundanciesIfromInucleotideIsequenceI
databasesXIBioinformaticsVI1996VIabVIaWh 7.2 36

221 qα²ictrjIaIdatabaseIresourceIforIalternativeIsplicingIanalysisXIBioinformaticsVI2008VIbdVIacZZWd 7.2 36

220 ynvestigatingIΔ”qIeditingIinIdeepItranscriptomeIdatasetsIwithIΔutytoolsIandIΔutyportalXINatureg
ProtocolsVI2020VIaeVIaZihWaaca 18.8 35

219 TowardsIglobalIinteroperabilityIforIsupportingIbiodiversityIresearchIonIessentialIbiodiversityI
variablesIRurVsSXIBiodiversityVI2015VIafVIiiWaZg 0.7 35

218 qscidianImitogenomicsjIcomparisonIofIevolutionaryIratesIinIcloselyIrelatedItaxaIprovidesIevidenceI
ofIongoingIspeciationIeventsXIGenomegBiologygandgEvolutionVI2014VIfVIeiaWfZe 3.9 35

217 qα²ictrjIaIdatabaseIofIannotatedItranscriptIandIproteinIvariantsIgeneratedIbyIalternativeIsplicingXI
NucleicgAcidsgResearchVI2011VIciVIthZWe 20.1 35

216 TheIevolutionIofItheImitochondrialItWloopIregionIandItheIoriginIofImodernImanXIMoleculargBiologyg
andgEvolutionVI1992VIiVIehgWih 8.3 35

(1992-2019)
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215 rio“aαjIaImodularIpipelineIforIrioinformaticIanalysisIofI“etagenomicIqmpliconαXIBMCg
BioinformaticsVI2015VIafVIbZc 3.6 34

214 UncoveringIΔ”qIuditingIαitesIinI’ongI”onWsodingIΔ”qsXIFrontiersgingBioengineeringgandg
BiotechnologyVI2014VIbVIfd 5.8 34

213 somplexityIandItynamicsIofItheIWinemakingIracterialIsommunitiesIinIrerriesVI“ustsVIandIWinesI
fromIqpulianIwrapeIsultivarsIthroughITimeIandIαpaceXIPLoSgONEVI2016VIaaVIeZaegchc 3.7 34

212 somputationalImethodsIforIabIinitioIandIcomparativeIgeneIfindingXIMethodsgingMoleculargBiologyVI
2010VIfZiVIbfiWhd 1.4 33

211 TheIneglectedIgenomeXIEMBOgReportsVI2012VIacVIdgcWd 6.5 33

210 unergyIbiogenesisjIoneIkeyIforIcoordinatingItwoIgenomesXITrendsgingGeneticsVI2005VIbaVIabWf 8.5 33

209 tynamicIinosinomeIprofilesIrevealInovelIpatientIstratificationIandIgenderWspecificIdifferencesIinI
glioblastomaXIGenomegBiologyVI2019VIbZVIcc 18.3 32

208 wenomeIαequencingIofI“ultipleIysolatesIxighlightsIαubtelomericIwenomicItiversityIwithinI
vusariumIfujikuroiXIGenomegBiologygandgEvolutionVI2015VIgVIcZfbWi 3.9 32

207 VtΔIprimaryItargetsIbyIgenomeWwideItranscriptionalIprofilingXIJournalgofgSteroidgBiochemistrygandg
MoleculargBiologyVI2014VIadcVIcdhWef 5.1 32

206 xypervariabilityIofIascidianImitochondrialIgeneIorderjIexposingItheImythIofIdeuterostomeI
organelleIgenomeIstabilityXIMoleculargBiologygandgEvolutionVI2010VIbgVIbaaWe 8.3 32

205 qInovelImethodIforIestimatingIsubstitutionIrateIvariationIamongIsitesIinIaIlargeIdatasetIofI
homologousIt”qIsequencesXIGeneticsVI2001VIaegVIheiWfe 4 32

204
somparativeIwenomicsIofI’isteriaIαensuI’atojIwenusWWideItifferencesIinIuvolutionaryItynamicsI
andItheI²rogressiveIwainIofIsomplexVI²otentiallyI²athogenicityWΔelatedITraitsIthroughI’ateralI
weneITransferXIGenomegBiologygandgEvolutionVI2015VIgVIbaedWgb

3.9 31

203 wenomicIorganizationIandIrecombinationalIunitIduplicationWdrivenIevolutionIofIovineIandIbovineITI
cellIreceptorIgammaIlociXIBMCgGenomicsVI2008VIiVIha 4.5 31

202 WeederxjIanIalgorithmIforIfindingIconservedIregulatoryImotifsIandIregionsIinIhomologousI
sequencesXIBMCgBioinformaticsVI2007VIhVIdf 3.6 31

201 TheInuclearI–X²x–αIgenesIinIinsectajIaIcommonIevolutionaryIoriginVIaIcommonIcisWregulatoryI
motifVIaIcommonIdestinyIforIgeneIduplicatesXIBMCgEvolutionarygBiologyVI2007VIgVIbae 3 31

200 TranscriptImappingIandIgenomeIannotationIofIascidianImtt”qIusingIuαTIdataXIGenomegResearchVI
2003VIacVIbbZcWab 9.7 31

199 αtochasticImodelsIofImolecularIevolutionIandItheIestimationIofIphylogenyIandIratesIofInucleotideI
substitutionIinItheIhominoidIprimatesXIJournalgofgHumangEvolutionVI1989VIahVIggeWgid 3.1 31

198 TΔy“hIantiWproliferativeIactionIagainstIchemoWresistantIrenalIcellIcarcinomaXIOncotargetVI2014VIeVIgddfWeg3.3 31
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197 “olecularIclockIandIgeneIfunctionXIJournalgofgMoleculargEvolutionVI2003VIegIαupplIaVIαbggWhe 3.1 30

196 upsteinWrarrIvirusIgeneticIvariantsIareIassociatedIwithImultipleIsclerosisXINeurologyVI2015VIhdVIacfbWh 6.5 29

195 TheImetagenomicIdataIlifeWcyclejIstandardsIandIbestIpracticesXIGigaScienceVI2017VIfVIaWaa 7.6 29

194 sαTminerjIaIwebItoolIforItheIidentificationIofIcodingIandInoncodingIconservedIsequenceItagsI
throughIcrossWspeciesIgenomeIcomparisonXINucleicgAcidsgResearchVI2004VIcbVIWfbdWg 20.1 29

193 somputationalIidentificationIofIproteinIcodingIpotentialIofIconservedIsequenceItagsIthroughI
crossWspeciesIevolutionaryIanalysisXINucleicgAcidsgResearchVI2003VIcaVIdfciWde 20.1 29

192 ynclusionIofIcetaceansIwithinItheIorderIqrtiodactylaIbasedIonIphylogeneticIanalysisIofIpancreaticI
ribonucleaseIgenesXIJournalgofgMoleculargEvolutionVI1999VIdhVIcfZWh 3.1 29

191 wypsyYTycWlikeIelementsIinItheIgenomeIofItheIterrestrialIαalamanderIhydromantesIRqmphibiaVI
UrodelaSXIJournalgofgMoleculargEvolutionVI1996VIdcVIehdWic 3.1 29

190 sscanjIfindingIcommonIregulatorsIofIaIsetIofIgenesIbyIusingIaIcollectionIofIgenomeWwideIshy²WseqI
datasetsXINucleicgAcidsgResearchVI2012VIdZVIWeaZWe 20.1 28

189 wlutamineIsynthetaseIgeneIevolutionIinIbacteriaXIMoleculargBiologygandgEvolutionVI1995VIabVIahiWig 8.3 28

188 qssessmentIofIorthologousIsplicingIisoformsIinIhumanIandImouseIorthologousIgenesXIBMCg
GenomicsVI2010VIaaVIecd 4.5 27

187 qα²ysjIaInovelImethodItoIpredictItheIexonWintronIstructureIofIaIgeneIthatIisIoptimallyIcompatibleI
toIaIsetIofItranscriptIsequencesXIBMCgBioinformaticsVI2005VIfVIbdd 3.6 27

186 qIbacktranslationImethodIbasedIonIcodonIusageIstrategyXINucleicgAcidsgResearchVI1988VIafVIagaeWbh 20.1 27

185 rioVe’jIaIvirtualIlaboratoryIforIdataIanalysisIandImodellingIinIbiodiversityIscienceIandIecologyXI
BMCgEcologyVI2016VIafVIdi 2.7 26

184 weno“inerjIaItoolIforIgenomeWwideIsearchIofIcodingIandInonWcodingIconservedIsequenceItagsXI
BioinformaticsVI2006VIbbVIdigWi 7.2 26

183 uvolutionaryIanalysisIofItheInucleusWencodedIsubunitsIofImammalianIcytochromeIcIoxidaseXIFEBSg
JournalVI1991VIaieVIaeaWf 26

182 weneIexpressionIprofileIofIendothelialIcellsIduringIperturbationIofItheIgutIvascularIbarrierXIGutg
MicrobesVI2016VIgVIedZWedh 8.8 26

181
tiversityIofIhydrolasesIfromIhydrothermalIventIsedimentsIofItheI’evanteIrayVIVulcanoIyslandI
RqeolianIarchipelagoSIidentifiedIbyIactivityWbasedImetagenomicsIandIbiochemicalIcharacterizationI
ofInewIesterasesIandIanIarabinopyranosidaseXIAppliedgMicrobiologygandgBiotechnologyVI2015VIiiVIaZZcaWdf

5.7 25

180 αelectionIofIrelevantIgenesIinIcancerIdiagnosisIbasedIonItheirIpredictionIaccuracyXIArtificialg
IntelligencegingMedicineVI2007VIdZVIbiWdd 7.4 25

(2007-2003)
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179 TimeIandIbiosequencesXIJournalgofgMoleculargEvolutionVI1993VIcgVIaedWi 3.1 25

178 uxpuditjIaIwebserverItoIexploreIhumanIΔ”qIeditingIinIΔ”qWαeqIexperimentsXIBioinformaticsVI2011VI
bgVIacaaWb 7.2 24

177 qα²ysjIaIwebIresourceIforIalternativeIsplicingIpredictionIandItranscriptIisoformsIcharacterizationXI
NucleicgAcidsgResearchVI2006VIcdVIWddZWc 20.1 24

176 uphrbIstemWrelatedIandIuphqbIprogressionWrelatedImiΔ”qWbasedInetworksIinIprogressiveIstagesI
ofIsΔsIevolutionjIclinicalIsignificanceIandIpotentialImiΔ”qIdriversXIMoleculargCancerVI2018VIagVIafi 42.1 24

175 UsingIΔutytoolsItoItetectIΔ”qIuditingIuventsIinI”wαItatasetsXICurrentgProtocolsgingBioinformaticsVI
2015VIdiVIabXabXaWabXabXae 24.2 23

174 Δ”entropyjIanIentropyWbasedItoolIforItheIdetectionIofIsignificantIvariationIofIgeneIexpressionI
acrossImultipleIΔ”qWαeqIexperimentsXINucleicgAcidsgResearchVI2018VIdfVIedf 20.1 23

173 weographicI²opulationIαtructureIinIupsteinWrarrIVirusIΔevealedIbyIsomparativeIwenomicsXIGenomeg
BiologygandgEvolutionVI2016VIhVIcbhdWcbia 3.9 23

172 TheImitochondrialIgenomeIofI²hallusiaImammillataIandI²hallusiaIfumigataIRTunicataVIqscidiaceaSjI
highIgenomeIplasticityIatIintraWgenusIlevelXIBMCgEvolutionarygBiologyVI2007VIgVIaee 3 23

171 uvolutionaryIdynamicsIofImammalianImΔ”qIuntranslatedIregionsIbyIcomparativeIanalysisIofI
orthologousIhumanVIartiodactylIandIrodentIgeneIpairsXIComputersgngChemistryVI2002VIbfVIdgiWiZ 23

170 ysochoreIspecificityIofIqUwIinitiatorIcontextIofIhumanIgenesXIFEBSgLettersVI1999VIdfdVIfZWb 3.8 23

169 αequenceIanalysisIandIcompositionalIpropertiesIofIuntranslatedIregionsIofIhumanImΔ”qsXIGeneVI
1994VIadZVIbaiWbe 3.8 23

168 αeasonalIratherIthanIspatialIvariabilityIdrivesIplanktonicIandIbenthicIbacterialIdiversityIinIaI
microtidalIlagoonIandItheIadjacentIopenIseaXIMoleculargEcologyVI2017VIbfVIeifaWeigc 5.7 22

167 tetectingIalternativeIgeneIstructuresIfromIsplicedIuαTsjIaIcomputationalIapproachXIJournalgofg
ComputationalgBiologyVI2009VIafVIdcWff 1.7 22

166 xuntingtinIgeneIevolutionIinIshordataIandIitsIpeculiarIfeaturesIinItheIascidianIsionaIgenusXIBMCg
GenomicsVI2006VIgVIbhh 4.5 22

165 qItandemlyIrepeatedIt”qIfamilyIoriginatedIfromIαy”uWrelatedIelementsIinItheIuuropeanI
plethodontidIsalamandersIRqmphibiaVIUrodelaSXIJournalgofgMoleculargEvolutionVI1995VIdZVIfZhWae 3.1 22

164 qIpersistingIoutbreakIofIhepatitisIqIinI²ugliaVIytalyVIaiifjIepidemiologicalIfollowWupXI
EurosurveillanceVI1997VIbVIcaWcb 19.8 22

163 somparativeIgenomicsIsuggestsIlimitedIvariabilityIandIsimilarIevolutionaryIpatternsIbetweenI
majorIcladesIofIαqΔαWsoVWb 22

162 xumanIundometrialI“icrobiotaIatITermIofI”ormalI²regnanciesXIGenesVI2019VIaZVI 4.2 22

Graziano Pesole
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161 TranscriptionalIqnalysisIofIspXIsapableIofItegradingI–chratoxinIqXIFrontiersgingMicrobiologyVI2016VI
gVIbafb 5.7 21

160 “olecularIevolutionIofImammalianIaquaporinWbjIfurtherIevidenceIthatIelephantIshrewIandIaardvarkI
joinItheIpaenungulateIcladeXIMoleculargBiologygandgEvolutionVI1997VIadVIcfcWga 8.3 21

159 UsingIWeederVI²scanVIandI²scanshy²IforItheItiscoveryIofIunrichedITranscriptionIvactorIrindingIαiteI
“otifsIinI”ucleotideIαequencesXICurrentgProtocolsgingBioinformaticsVI2014VIdgVIbXaaXaWca 24.2 20

158
uxpressionIandIgenomicIanalysesIofIsamelusIdromedariusITIcellIreceptorIdeltaIRTΔtSIgenesIrevealI
aIvariableIdomainIrepertoireIenlargementIdueItoIstΔcIdiversificationIandIsomaticImutationXI
MoleculargImmunologyVI2011VIdhVIachdWif

4.3 20

157 uxalignjIaInewImethodIforIcomparativeIanalysisIofIexonWintronIgeneIstructuresXINucleicgAcidsg
ResearchVI2008VIcfVIedg 20.1 20

156 αtatisticalIassessmentIofIfunctionalIcategoriesIofIgenesIderegulatedIinIpathologicalIconditionsIbyI
usingImicroarrayIdataXIBioinformaticsVI2007VIbcVIbZfcWgb 7.2 20

155 sompositionalIbiasIandImimicryItowardItheInonselfIproteomeIinIimmunodominantITIcellIepitopesI
ofIselfIandInonselfIantigensXIFASEBgJournalVI2000VIadVIdcaWh 0.9 20

154 TheIevolutionIofItheIΔ”aseI²WIandIΔ”aseI“Δ²WassociatedIΔ”qsjIphylogeneticIanalysisIandI
nucleotideIsubstitutionIrateXIJournalgofgMoleculargEvolutionVI1996VIdcVIdfWeg 3.1 20

153 TargetingIshemoresistantITumorsjIsouldITΔy“I²roteinsWpecIqxisIreIaI²ossibleIqnsweroXI
InternationalgJournalgofgMoleculargSciencesVI2019VIbZVI 6.3 19

152 wuineaIpigIpecImΔ”qjIidentificationIofInewIelementsIinIcodingIandIuntranslatedIregionsIandItheirI
functionalIandIevolutionaryIimplicationsXIGenomicsVI1999VIehVIeZWfd 4.3 19

151 qIstatisticalImethodIforIdetectingIregionsIwithIdifferentIevolutionaryIdynamicsIinImultialignedI
sequencesXIMoleculargPhylogeneticsgandgEvolutionVI1992VIaVIiaWf 4.1 19

150 ΔutyportaljImillionsIofInovelIqWtoWyIΔ”qIeditingIeventsIfromIthousandsIofIΔ”qseqIexperimentsXI
NucleicgAcidsgResearchVI2021VIdiVItaZabWtaZai 20.1 19

149 Δ”qIeditingIinIplantsjIqIcomprehensiveIsurveyIofIbioinformaticsItoolsIandIdatabasesXIPlantg
PhysiologygandgBiochemistryVI2019VIacgVIecWfa 5.4 18

148 ΔegularizedI’eastIαquaresIsancerIclassifiersIfromIt”qImicroarrayIdataXIBMCgBioinformaticsVI2005VI
fIαupplIdVIαb 3.6 18

147
zellyfishIsummerIoutbreaksIasIbacterialIvectorsIandIpotentialIhazardsIforImarineIanimalsIandI
humansIhealthoITheIcaseIofIΔhizostomaIpulmoIRαcyphozoaVIsnidariaSXISciencegofgthegTotalg
EnvironmentVI2019VIfibVIcZeWcah

10.2 17

146 UsingIWeederIforItheIdiscoveryIofIconservedItranscriptionIfactorIbindingIsitesXICurrentgProtocolsging
BioinformaticsVI2006VIshapterIbVIUnitIbXaa 24.2 17

145 αtructuralIandIevolutionaryIanalysisIofItheIribosomalIgenesIofItheIparasiticInematodeI“eloidogyneI
artielliaIsuggestsIitsIancientIoriginXIMoleculargandgBiochemicalgParasitologyVI2002VIabdVIiaWd 1.9 17

144 UTΔdbjIaIspecializedIdatabaseIofIeQWIandIcQWuntranslatedIregionsIofIeukaryoticImΔ”qsXINucleicgAcidsg
ResearchVI1998VIbfVIaibWe 20.1 17

(1998-2016)
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143 “olecularIclassificationIofIlivingIorganismsXIJournalgofgMoleculargEvolutionVI1995VIdZVIbgcWi 3.1 17

142 TheIbranchingIorderIofImammalsjIphylogeneticItreesIinferredIfromInuclearIandImitochondrialI
molecularIdataXIJournalgofgMoleculargEvolutionVI1991VIccVIecgWdb 3.1 17

141 Δ”qIeditingIsignatureIduringImyeloidIleukemiaIcellIdifferentiationXILeukemiaVI2017VIcaVIbhbdWbhcb 10.7 16

140 ΔutydbIcXZjIqIsomprehensiveIsollectionIofIΔ”qIuditingIuventsIinI²lantI–rganellarIwenomesXI
FrontiersgingPlantgScienceVI2018VIiVIdhb 6.2 16

139 αV“´†jIanIimprovedIpairedWendWbasedItoolIforItheIdetectionIofIsmallIgenomicIstructuralIvariationsI
usingIhighWthroughputIsingleWgenomeIresequencingIdataXINucleicgAcidsgResearchVI2012VIdZVIeade 20.1 16

138 TheIestimationIofIrelativeIsiteIvariabilityIamongIalignedIhomologousIproteinIsequencesXI
BioinformaticsVI2003VIaiVIfZZWf 7.2 16

137 tatabasesIofImΔ”qIuntranslatedIregionsIforImetazoaXIComputersgngChemistryVI1996VIbZVIadaWd 16

136 yTαonetrjIaIcomprehensiveIcollectionIofIeukaryoticIribosomalIΔ”qIynternalITranscribedIαpacerIaI
RyTαaSIsequencesXINucleicgAcidsgResearchVI2018VIdfVItabgWtacb 20.1 15

135 ”oIshangeIinItheI“ucosalIwutI“ycobiomaIysIqssociatedIwithIseliacItiseaseWαpecificI“icrobiomeI
qlterationIinIqdultI²atientsXIAmericangJournalgofgGastroenterologyVI2016VIaaaVIafeiWaffa 0.7 15

134 qInovelIcomputationalIstrategyItoIidentifyIqWtoWyIΔ”qIeditingIsitesIbyIΔ”qWαeqIdatajIdeInovoI
detectionIinIhumanIspinalIcordItissueXIPLoSgONEVI2012VIgVIeddahd 3.7 15

133 qInovelIadditionalIgroupIyyIintronIdistinguishesItheImitochondrialIrpscIgeneIinIgymnospermsXI
JournalgofgMoleculargEvolutionVI2005VIfZVIaifWbZf 3.1 15

132 “olecularIstrategiesIinI“etazoanIgenomicIevolutionXIGeneVI2002VIcZZVIaieWbZa 3.8 15

131 TargetedInextWgenerationIsequencingIdetectsInovelIgeneWphenotypeIassociationsIandIexpandsItheI
mutationalIspectrumIinIcardiomyopathiesXIPLoSgONEVI2017VIabVIeZahahdb 3.7 15

130 xumanIaccessIimpactsIbiodiversityIofImicroscopicIanimalsIinIsandyIbeachesXICommunicationsg
BiologyVI2020VIcVIage 6.7 14

129 unrichmentIofIintestinalI’actobacillusIbyIenhancedIsecretoryIygqIcoatingIaltersIglucoseI
homeostasisIinI²brxgImiceXIScientificgReportsVI2019VIiVIicae 4.9 14

128 ”wαWTrexjI”extIwenerationIαequencingITranscriptomeIprofileIexplorerXIBMCgBioinformaticsVI2013VI
adIαupplIgVIαaZ 3.6 14

127 wenomeWwideIanalysisIofIdifferentiallyIexpressedIgenesIandIsplicingIisoformsIinIclearIcellIrenalIcellI
carcinomaXIPLoSgONEVI2013VIhVIeghdeb 3.7 14

126 ”ewIprocedureIforItheIdeterminationIofInisinIinImilkXIBiotechnologygLettersVI1998VIabVIghcWghf 14
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125 soVasαjIaIconsensusIvariantIcallingIsystemXIBMCgGenomicsVI2018VIaiVIabZ 4.5 14

124 somputationalImethodsIforIalternativeIsplicingIpredictionXIBriefingsgingFunctionalgGenomicsgng
ProteomicsVI2006VIeVIdfWea 13

123 ’inguisticIapproachesItoItheIanalysisIofIsequenceIinformationXITrendsgingBiotechnologyVI1994VIabVIdZaWh 15.1 13

122 shangesIinIgeneIexpressionIandImetabolicIprofileIofIdrupesIofI–leaIeuropaeaI’XIcvIsaroleaIinI
relationItoImaturationIstageIandIcultivationIareaXIBMCgPlantgBiologyVI2019VIaiVIdbh 5.3 12

121 uvolutionIofInuclearlyIencodedImitochondrialIgenesIinI“etazoaXIGeneVI2005VIcedVIahaWh 3.8 12

120 weneαynjIaItoolIforIdetectingIconservedIgeneIorderIacrossIgenomesXIBioinformaticsVI2004VIbZVIadgbWd 7.2 12

119 “odeIofIrindingIofItheIvurI²roteinItoITargetIt”qjI”egativeIΔegulationIofIyronWsontrolledIweneIuxpressionaheWaif12

118 QuantifyingIΔ”qIuditingIinIteepITranscriptomeItatasetsXIFrontiersgingGeneticsVI2020VIaaVIaid 4.5 11

117 ΔegulationIofItheIexpressionIofIs’UIisoformsIinIendometrialIproliferativeIdiseasesXIInternationalg
JournalgofgOncologyVI2013VIdbVIaibiWdd 4.4 11

116 uasyslusterjIaIfastIandIefficientIgeneWorientedIclusteringItoolIforIlargeWscaleItranscriptomeIdataXI
BMCgBioinformaticsVI2009VIaZIαupplIfVIαaZ 3.6 11

115 twWsαTIRtiseaseIweneIsonservedIαequenceITagsSVIaIdatabaseIofIhumanWmouseIconservedI
elementsIassociatedItoIdiseaseIgenesXINucleicgAcidsgResearchVI2005VIccVIteZeWaZ 20.1 11

114 “ito”ucjIaIdatabaseIofInuclearIgenesIcodingIforImitochondrialIproteinsXIUpdateIbZZbXINucleicgAcidsg
ResearchVI2002VIcZVIagbWc 20.1 11

113 ’inguisticIanalysisIofInucleotideIsequencesjIalgorithmsIforIpatternIrecognitionIandIanalysisIofI
codonIstrategyXIMethodsgingEnzymologyVI1996VIbffVIbhaWid 1.7 11

112 Yq²IcontributesItoIt”qImethylationIremodelingIuponImouseIembryonicIstemIcellIdifferentiationXI
JournalgofgBiologicalgChemistryVI2021VIbifVIaZZach 5.4 11

111 tetectionIofIqWtoWyIΔ”qIuditingIinIαqΔαWs–VWbXXIGenesVI2021VIacVI 4.2 11

110 TheIimportanceIofIbaseIcompositionIinItheIcorrectIassessmentIofIgeneticIdistanceXIJournalgofg
MoleculargEvolutionVI1995VIdaVIaabd 3.1 10

109 somparativeIwenomicsIΔevealsIuarlyIumergenceIandIriasedIαpatiotemporalItistributionIofI
αqΔαWsoVWbXIMoleculargBiologygandgEvolutionVI2021VIchVIbedgWbefe 8.3 10

108 “etaαhotjIanIaccurateIworkflowIforItaxonIclassificationIofIhostWassociatedImicrobiomeIfromI
shotgunImetagenomicIdataXIBioinformaticsVI2017VIccVIagcZWagcb 7.2 9

(2017-2018)
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107 traftIwenomeIαequencesIofIαixI’isteriaImonocytogenesIαtrainsIysolatedIfromItairyI²roductsIfromI
aI²rocessingI²lantIinIαouthernIytalyXIGenomegAnnouncementsVI2014VIbVI 9

106 weneUpjIaIprogramItoIselectIshortI²sΔIprimerIpairsIthatIoccurIinImultipleImembersIofIsequenceI
listsXIBioTechniquesVI1998VIbeVIaabWgVIabZWc 2.5 9

105 rΔ”qWlikeIsequencesIinIhumanImΔ”qsXIAppliedgBioinformaticsVI2002VIaVIadeWed 9

104 qItifferentialI“etabarcodingIqpproachItoItescribeITaxonomyI²rofilesIofIandIinItheIαalternIofI
“argheritaIdiIαavoiaIRytalySXIMicroorganismsVI2020VIhVI 4.9 8

103 UnbiasedITaxonomicIqnnotationIofI“etagenomicIαamplesXIJournalgofgComputationalgBiologyVI2018VI
beVIcdhWcfZ 1.7 8

102 ²yntronjIaIfastImethodIforIdetectingItheIgeneIstructureIdueItoIalternativeIsplicingIviaImaximalI
pairingsIofIaIpatternIandIaItextXIBMCgBioinformaticsVI2012VIacIαupplIeVIαb 3.6 8

101 qIuniqueVIconsistentIidentifierIforIalternativelyIsplicedItranscriptIvariantsXIPLoSgONEVI2009VIdVIegfca 3.7 8

100 ’aniakeajIanIopenIsolutionItoIprovideIwalaxyILonWdemandLIinstancesIoverIheterogeneousIcloudI
infrastructuresXIGigaScienceVI2020VIiVI 7.6 8

99 x²sWΔutytoolsjIaInovelIx²sWawareItoolIforIimprovedIlargeIscaleIΔ”qWeditingIanalysisXIBMCg
BioinformaticsVI2020VIbaVIcec 3.6 8

98 sharacterizationIofIwroupIysolatesIvromIxumanIracteremiaIbyIWholeWwenomeIαequencingXI
FrontiersgingMicrobiologyVI2020VIaaVIeiiebd 5.7 8

97 ²lantIxealthIandIΔhizosphereI“icrobiomejIuffectsIofItheIrionematicideIinITomatoI²lantsIynfestedI
byXIMicroorganismsVI2020VIhVI 4.9 7

96 TranscriptomicIanalysisIofInickelIexposureIinIαphingobiumIspXIbaaIcellsIusingIΔ”qWseqXIScientificg
ReportsVI2017VIgVIhbfb 4.9 7

95 vunctionalIyntegrationIofImΔ”qITranslationalIsontrolI²rogramsXIBiomoleculesVI2015VIeVIaehZWii 5.9 7

94 qpolipoproteinsRaSjIaIpuzzlingIevolutionaryIstoryXIJournalgofgMoleculargEvolutionVI1997VIddVIbcdWf 3.1 7

93 TranslationalIcontrolIofIαcamperIexpressionIviaIaIcellWspecificIinternalIribosomeIentryIsiteXINucleicg
AcidsgResearchVI2003VIcaVIbeZhWac 20.1 7

92 tetectionIofIpostWtranscriptionalIΔ”qIeditingIeventsXIMethodsgingMoleculargBiologyVI2015VIabfiVIahiWbZe1.4 7

91 TheI“icrobialIsommunityIqssociatedIwithIjIucologicalIαignificanceIandI²otentialIsonsequencesIforI
“arineI–rganismsIandIxumanIxealthXIMarinegDrugsVI2020VIahVI 6 7

90 “αqW²qtjIt”qImultipleIsequenceIalignmentIframeworkIbasedIonI²vq“IaccessedIdomainI
informationXIBioinformaticsVI2015VIcaVIbegaWc 7.2 6
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89 traftIgenomeIsequenceIofIqcinetobacterIspXInegaIcapableIofIdegradingIochratoxinIqXIFEMSg
MicrobiologygLettersVI2015VIcfbVI 2.9 6

88 ynvestigatingIxumanI“itochondrialIwenomesIinIαingleIsellsXIGenesVI2020VIaaVI 4.2 6

87 qα²icWweneytjIaIlightweightIpipelineIforIgeneIpredictionIandIalternativeIisoformsIdetectionXI
BioMedgResearchgInternationalVI2013VIbZacVIeZbhbg 3 6

86 rsΔYqr’aIfusionItranscriptsIgeneratedIfromIalternativeIsplicingjIimplicationsIforIfutureItargetedI
therapiesIinI²hUIleukaemiasXICurrentgMoleculargMedicineVI2012VIabVIedgWfe 2.5 6

85 I2003VI 6

84 t”qfanjIaIsoftwareItoolIforIautomatedIextractionIandIanalysisIofIuserWdefinedIsequenceIregionsXI
BioinformaticsVI2004VIbZVIcfgfWi 7.2 6

83 ²hylogeneticIanalysesjIaIbriefIintroductionItoImethodsIandItheirIapplicationXIExpertgReviewgofg
MoleculargDiagnosticsVI2004VIdVIcciWeZ 3.8 6

82 “ito”ucIandI“itoqlnjItwoIrelatedIdatabasesIofInuclearIgenesIcodingIforImitochondrialIproteinsXI
NucleicgAcidsgResearchVI2000VIbhVIafcWe 20.1 6

81 sorwqTjIaItoolIforItheIfunctionalIannotationIofIαqΔαWsoVWbIgenomesXIBioinformaticsVI2020VI 7.2 6

80 u’yXyΔWyTIx²spsy”usqjIhighIperformanceIcomputingIresourcesIforItheIbioinformaticsIcommunityXI
BMCgBioinformaticsVI2020VIbaVIceb 3.6 6

79 qWwq“ujIimprovingItheIassemblyIofIpooledIfunctionalImetagenomicsIsequenceIdataXIBMCg
GenomicsVI2018VIaiVIdd 4.5 6

78 uvolutionIofItheInadcWrpsabIgeneIclusterIinIangiospermImitochondriajIcomparisonIofIeditedIandI
uneditedIsequencesXIJournalgofgMoleculargEvolutionVI1996VIdcVIddgWeb 3.1 6

77 wenomeIαequencingIandIsomparativeIqnalysisIofIThreeIyndigenousIWineIαtrainsIΔevealI
ΔemarkableIriotechnologicalI²otentialXIFrontiersgingMicrobiologyVI2019VIaZVIcacc 5.7 5

76 qccurateIdiscriminationIofIconservedIcodingIandInonWcodingIregionsIthroughImultipleIindicatorsIofI
evolutionaryIdynamicsXIBMCgBioinformaticsVI2009VIaZVIbhb 3.6 5

75 ’ineageWspecificIevolutionIofIechinodermImitochondrialIqT²IsynthaseIsubunitIhXIJournalgofg
BioenergeticsgandgBiomembranesVI1997VIbiVIbccWi 3.7 5

74 tiscoveryIofIcdbIputativeInewIgenesIfromItheIanalysisIofIeQWendWsequencedIfullWlengthWenrichedI
ct”qIhumanItranscriptsXIGenomicsVI2005VIheVIgciWea 4.3 5

73 αtemIsellIympairmentIatItheIxostW“icrobiotaIynterfaceIinIsolorectalIsancerXICancersVI2021VIacVI 6.6 5

72 weneticIstructureIofItheIlongWsnoutedIseahorseVIxippocampusIguttulatusVIinItheIsentralâ��WesternI
“editerraneanIαeaXIBiologicalgJournalgofgthegLinneangSocietyVI2020VIacZVIggaWghb 1.9 4

(2020-2015)

15



71 qIplatformIindependentIΔ”qWαeqIprotocolIforItheIdetectionIofItranscriptomeIcomplexityXIBMCg
GenomicsVI2013VIadVIhee 4.5 4

70 ydentificationIofItumorWassociatedIcassetteIexonsIinIhumanIcancerIthroughIuαTWbasedI
computationalIpredictionIandIexperimentalIvalidationXIMoleculargCancerVI2010VIiVIbcZ 42.1 4

69 ydentificationVImolecularIcharacterizationVIandItissueIexpressionIofI–Vs–VaXIMammaliangGenomeVI
2002VIacVIfaiWbd 3.2 4

68 wlobalIimmuneIdisregulationIinImultipleIsclerosisjIfromItheIadaptiveIresponseItoItheIinnateI
immunityXIJournalgofgNeuroimmunologyVI2000VIaZgVIbafWi 3.5 4

67 sriticalIassessmentIofIbioinformaticsImethodsIforItheIcharacterizationIofIpathologicalIrepeatI
expansionsIwithIsingleWmoleculeIsequencingIdataXIBriefingsgingBioinformaticsVI2020VIbaVIaigaWaihf 13.4 4

66 umergingIΔolesIofITΔy“hIinIxealthIandItiseaseXICellsVI2021VIaZVI 7.9 4

65 wenomicsjI”ovelIynsightsIonIsandidateIqntibioticIΔesistanceIandIVirulenceIwenesIinIanIumergingI
–pportunisticI²athogenXIMicroorganismsVI2019VIgVI 4.9 4

64 TΔy“hIrluntsItheI²roWproliferativeIqctionIofI˛�”pfc˛–IinIaIpecIWildWTypeIrackgroundXIFrontiersging
OncologyVI2019VIiVIaaed 5.3 4

63 uasyslusterbjIanIimprovedItoolIforIclusteringIandIassemblingIlongItranscriptomeIreadsXIBMCg
BioinformaticsVI2014VIaeIαupplIaeVIαg 3.6 3

62 mΔ”qIUntranslatedIΔegionsIRUTΔsSI2011VI 3

61 wenomeWwideIidentificationIofIcodingIandInonWcodingIconservedIsequenceItagsIinIhumanIandI
mouseIgenomesXIBMCgGenomicsVI2008VIiVIbgg 4.5 3

60 WebVarjIqIresourceIforItheIrapidIestimationIofIrelativeIsiteIvariabilityIfromImultipleIsequenceI
alignmentsXIBioinformaticsVI2004VIbZVIaccaWc 7.2 3

59 –verviewIofIryTαbZZeVItheIαecondIqnnualI“eetingIofItheIytalianIrioinformaticsIαocietyXIBMCg
BioinformaticsVI2005VIfVIαa 3.6 3
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