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184 qompleteIgenomeIsequenceIofIαseudomonasIaeruginosaIαo ZUIanIopportunisticIpathogenWINature
UI2000UIbYdUIgcgVdb 50.4 3373

183 oIdraftIsequenceIofItheIriceIgenomeIQ ryzaIsativaIzWIsspWIindicaRWIScienceUI2002UI_gdUIegVg_ 33.3 2356

182 SequenceIandIcomparativeIanalysisIofItheIchickenIgenomeIprovideIuniqueIperspectivesIonI
vertebrateIevolutionWINatureUI2004UIba_UIdgcVeZd 50.4 2143

181 svolutionIofIgenesIandIgenomesIonItheIrrosophilaIphylogenyWINatureUI2007UIbcYUI_YaVZf 50.4 1586

180 wndependentIopticalIexcitationIofIdistinctIneuralIpopulationsWINatureeMethodsUI2014UIZZUIaafVbd 21.6 1214

179 TheIsequenceIandIdeInovoIassemblyIofItheIgiantIpandaIgenomeWINatureUI2010UIbdaUIaZZVe 50.4 864

178 oIdraftIsequenceIforItheIgenomeIofItheIdomesticatedIsilkwormIQpombyxImoriRWIScienceUI2004UIaYdUIZgaeVbY33.3 859

177 αhylotranscriptomicIanalysisIofItheIoriginIandIearlyIdiversificationIofIlandIplantsWIProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2014UIZZZUIsbfcgVdf 11.5 835

176 TheIdiploidIgenomeIsequenceIofIanIosianIindividualWINatureUI2008UIbcdUIdYVc 50.4 744

175 TheIuenomesIofI ryzaIsativahIaIhistoryIofIduplicationsWIPLoSeBiologyUI2005UIaUIeaf 9.7 695

174 yays_qalculatorhIcalculatingIyaIandIysIthroughImodelIselectionIandImodelIaveragingWIGenomicsse
ProteomicseandeBioinformaticsUI2006UIbUI_cgVda 6.5 657

173 S oαdenovoVTranshIdeInovoItranscriptomeIassemblyIwithIshortIR’oVSeqIreadsWIBioinformaticsUI
2014UIaYUIZddYVd 7.2 621

172  neIthousandIplantItranscriptomesIandIthe´ phylogenomicsIofIgreenIplantsWINatureUI2019UIcebUIdegVdfc 50.4 529

171 ollVopticalIelectrophysiologyIinImammalianIneuronsIusingIengineeredImicrobialIrhodopsinsWINaturee
MethodsUI2014UIZZUIf_cVaa 21.6 487

170 qharacterizationIofItheIuutI‘icrobiomeIUsingIZdSIorIShotgunI‘etagenomicsWIFrontierseine
MicrobiologyUI2016UIeUIbcg 5.7 436

169 rataIaccessIforItheIZUYYYIαlantsIQZyαRIprojectWIGigaScienceUI2014UIaUIZe 7.6 403

168 TreetamhIaIcuratedIdatabaseIofIphylogeneticItreesIofIanimalIgeneIfamiliesWINucleiceAcidseResearchUI
2006UIabUIrce_VfY 20.1 383
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167 oIgeneticIvariationImapIforIchickenIwithI_WfImillionIsingleVnucleotideIpolymorphismsWINatureUI2004UI
ba_UIeZeV__ 50.4 341

166 TheIgenomeIofIflaxIQzinumIusitatissimumRIassembledIdeInovoIfromIshortIshotgunIsequenceIreadsWI
PlanteJournalUI2012UIe_UIbdZVea 6.9 315

165
sffectIofI ralIqapsuleVIvsIqolonoscopyVreliveredItecalI‘icrobiotaITransplantationIonIRecurrentI
qlostridiumIdifficileIwnfectionhIoIRandomizedIqlinicalITrialWIJAMAeteJournaleofetheeAmericaneMedicale
AssociationUI2017UIaZfUIZgfcVZgga

27.4 303

164 oIgenomeItriplicationIassociatedIwithIearlyIdiversificationIofItheIcoreIeudicotsWIGenomeeBiologyUI
2012UIZaUIRa 18.3 266

163 risorderIandItheIsuperfluidItransitionIinIliquidIbveWIPhysicaleRevieweLettersUI1988UIdZUIZgcYVZgca 7.4 260

162 αigsIinIsequenceIspacehIaIYWddXIcoverageIpigIgenomeIsurveyIbasedIonIshotgunIsequencingWIBMCe
GenomicsUI2005UIdUIeY 4.5 221

161 oIhighVdensityIS’αVbasedIlinkageImapIofItheIchickenIgenomeIrevealsIsequenceIfeaturesIcorrelatedI
withIrecombinationIrateWIGenomeeResearchUI2009UIZgUIcZYVg 9.7 208

160 olgalIancestorIofIlandIplantsIwasIpreadaptedIforIsymbiosisWIProceedingseofetheeNationaleAcademyeofe
ScienceseofetheeUnitedeStateseofeAmericaUI2015UIZZ_UIZaagYVc 11.5 197

159 vighIrateIofIchimericIgeneIoriginationIbyIretropositionIinIplantIgenomesWIPlanteCellUI2006UIZfUIZegZVfY_ 11.6 183

158
uenomeVwideIassessmentIofIworldwideIchickenIS’αIgeneticIdiversityIindicatesIsignificantIabsenceI
ofIrareIallelesIinIcommercialIbreedsWIProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitede
StateseofeAmericaUI2008UIZYcUIZeaZ_Ve

11.5 180

157 TheIαhyscomitrellaIpatensIchromosomeVscaleIassemblyIrevealsImossIgenomeIstructureIandI
evolutionWIPlanteJournalUI2018UIgaUIcZcVcaa 6.9 176

156 ternIgenomesIelucidateIlandIplantIevolutionIandIcyanobacterialIsymbiosesWINatureePlantsUI2018UIbUIbdYVbe_11.5 176

155 αhylogenomicsIrevealsImultipleIlossesIofInitrogenVfixingIrootInoduleIsymbiosisWIScienceUI2018UIadZUI 33.3 167

154  ccurrenceUIstructureUIandIevolutionIofInitricIoxideIsynthaseVlikeIproteinsIinItheIplantIkingdomWI
ScienceeSignalingUI2016UIgUIre_ 8.8 155

153 ‘ultipleIpolyploidyIeventsIinItheIearlyIradiationIofInodulatingIandInonnodulatingIlegumesWI
MoleculareBiologyeandeEvolutionUI2015UIa_UIZgaV_ZY 8.3 154

152 uenomesIofISubaerialIZygnematophyceaeIαrovideIwnsightsIintoIzandIαlantIsvolutionWICellUI2019UI
ZegUIZYceVZYdeWeZb 56.2 151

151 rissectingI‘olecularIsvolutionIinItheIvighlyIriverseIαlantIqladeIqaryophyllalesIUsingI
TranscriptomeISequencingWIMoleculareBiologyeandeEvolutionUI2015UIa_UI_YYZVZb 8.3 149

150 SilkrphIaIknowledgebaseIforIsilkwormIbiologyIandIgenomicsWINucleiceAcidseResearchUI2005UIaaUIraggVbY_20.1 145
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149 svaluatingImethodsIforIisolatingItotalIR’oIandIpredictingItheIsuccessIofIsequencingI
phylogeneticallyIdiverseIplantItranscriptomesWIPLoSeONEUI2012UIeUIecY__d 3.7 142

148 qompositionalIgradientsIinIuramineaeIgenesWIGenomeeResearchUI2002UIZ_UIfcZVd 9.7 139

147 oIUniversalIαrobeISetIforITargetedISequencingIofIacaI’uclearIuenesIfromIonyItloweringIαlantI
resignedIUsingIkV‘edoidsIqlusteringWISystematiceBiologyUI2019UIdfUIcgbVdYd 8.4 139

146 vostIimmunoglobulinIuIselectivelyIidentifiesIpathobiontsIinIpediatricIinflammatoryIbowelIdiseasesWI
MicrobiomeUI2019UIeUIZ 16.6 139

145 αlastidIphylogenomicIanalysisIofIgreenIplantshIoIbillionIyearsIofIevolutionaryIhistoryWIAmericane
JournaleofeBotanyUI2018UIZYcUI_gZVaYZ 2.7 129

144 ‘ucosalIparrierIrepletionIandIzossIofIpacterialIriversityIareIαrimaryIobnormalitiesIinIαaediatricI
UlcerativeIqolitisWIJournaleofeCrohnmseandeColitisUI2016UIZYUIbd_VeZ 1.5 123

143 vorizontalItransferIofIanIadaptiveIchimericIphotoreceptorIfromIbryophytesItoIfernsWIProceedingseofe
theeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2014UIZZZUIdde_Ve 11.5 121

142 TheIevolutionaryIhistoryIofIfernsIinferredIfromI_cIlowVcopyInuclearIgenesWIAmericaneJournaleofe
BotanyUI2015UIZY_UIZYfgVZYe 2.7 114

141 ZYyαhIoIphylodiverseIgenomeIsequencingIplanWIGigaScienceUI2018UIeUIZVg 7.6 108

140 zineageVspecificIgeneIradiationsIunderlieItheIevolutionIofInovelIbetalainIpigmentationIinI
qaryophyllalesWINewePhytologistUI2015UI_YeUIZZeYVfY 9.8 104

139 oImicroarrayIanalysisIofItheIriceItranscriptomeIandIitsIcomparisonItoIorabidopsisWIGenomeeResearch
UI2005UIZcUIZ_ebVfa 9.7 103

138 αhytochromeIdiversityIinIgreenIplantsIandItheIoriginIofIcanonicalIplantIphytochromesWINaturee
CommunicationsUI2015UIdUIefc_ 17.4 100

137  riginIandIevolutionIofItheInuclearIauxinIresponseIsystemWIELifeUI2018UIeUI 8.9 99

136 puwVRwShIanIintegratedIinformationIresourceIandIcomparativeIanalysisIworkbenchIforIriceIgenomicsWI
NucleiceAcidseResearchUI2004UIa_UIraeeVf_ 20.1 97

135 oIpromiscuousIintermediateIunderliesItheIevolutionIofIzsotYIr’oIbindingIspecificityWIScienceUI
2014UIabaUIdbcVf 33.3 94

134 ’eutralIevolutionIofIâ��nonVcodingâ��IcomplementaryIr’osWINatureUI2004UIbaZUIZV_ 50.4 93

133 TheIlocationIandItranslocationIofIndhIgenesIofIchloroplastIoriginIinItheI rchidaceaeIfamilyWI
ScientificeReportsUI2015UIcUIgYbY 4.9 90

132 tunctionalIandItopologicalIdiversityIofIz VIdomainIphotoreceptorsWIProceedingseofetheeNationale
AcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2016UIZZaUIsZbb_VcZ 11.5 86
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131 αaralogousIradiationsIofIαw’IproteinsIwithImultipleIoriginsIofInoncanonicalIαw’IstructureWI
MoleculareBiologyeandeEvolutionUI2014UIaZUI_Yb_VdY 8.3 83

130 ‘ouseItranscriptomehIneutralIevolutionIofIPnonVcodingPIcomplementaryIr’osWINatureUI2004UIbaZUIZI
pIfollowingIeceiIdiscussionIfollowingIece 50.4 82

129 ReoShIRecoveryIofIancestralIsequencesIforItransposableIelementsIfromItheIunassembledIreadsIofIaI
wholeIgenomeIshotgunWIPLoSeComputationaleBiologyUI2005UIZUIeba 5 81

128  riginIandIevolutionIofInewIexonsIinIrodentsWIGenomeeResearchUI2005UIZcUIZ_cfVdb 9.7 79

127 SuperfluidIcriticalIbehaviorIinIbveVfilledIporousImediaWIPhysicaleRevieweLettersUI1990UIdcUI_bZYV_bZa 7.4 78

126 onthocerosIgenomesIilluminateItheIoriginIofIlandIplantsIandItheIuniqueIbiologyIofIhornwortsWI
NatureePlantsUI2020UIdUI_cgV_e_ 11.5 77

125 svolutionIofIchloroplastIretrogradeIsignalingIfacilitatesIgreenIplantIadaptationItoIlandWIProceedingse
ofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2019UIZZdUIcYZcVcY_Y 11.5 74

124 ‘etagenomicIanalysisIofImicrobiomeIinIcolonItissueIfromIsubjectsIwithIinflammatoryIbowelI
diseasesIrevealsIinterplayIofIvirusesIandIbacteriaWIInflammatoryeBoweleDiseasesUI2015UI_ZUIZbZgV_e 4.5 74

123
ueneticIonalysisIofIαhyscomitrellaIpatensIwdentifiesIopSqwSwqIoqwrI’ ’VRsSα ’SwVsUIaIRegulatorI
ofIopoIResponsesIUniqueItoIpasalIzandIαlantsIandIRequiredIforIresiccationIToleranceWIPlanteCellUI
2016UI_fUIZaZYV_e

11.6 73

122 uenomesIofIearlyVdivergingIstreptophyteIalgaeIshedIlightIonIplantIterrestrializationWINatureePlantsUI
2020UIdUIgcVZYd 11.5 73

121
qyclotideIdiscoveryIinIuentianalesIrevisitedVVidentificationIandIcharacterizationIofIcyclicI
cystineVknotIpeptidesIandItheirIphylogeneticIdistributionIinIRubiaceaeIplantsWIBiopolymersUI2013UI
ZYYUIbafVc_

2.2 72

120 ‘inimalIintronsIareInotIKjunkKWIGenomeeResearchUI2002UIZ_UIZZfcVg 9.7 65

119 αeptidomicsIofIqircularIqysteineVRichIαlantIαeptideshIonalysisIofItheIriversityIofIqyclotidesIfromI
ViolaItricolorIbyITranscriptomeIandIαroteomeI‘iningWIJournaleofeProteomeeResearchUI2015UIZbUIbfcZVd_ 5.6 62

118 SharedIoriginsIofIaIkeyIenzymeIduringItheIevolutionIofIqbIandIqo‘ImetabolismWIJournaleofe
ExperimentaleBotanyUI2014UIdcUIadYgV_Z 7 59

117 RecurrentIlossIofIsexIisIassociatedIwithIaccumulationIofIdeleteriousImutationsIinI enotheraWI
MoleculareBiologyeandeEvolutionUI2015UIa_UIfgdVgYc 8.3 59

116 oIcompleteIsequenceIandIcomparativeIanalysisIofIaISoRSVassociatedIvirusIQwsolateIpxYZRWISciencee
BulletinUI2003UIbfUIgbZVgbf 59

115 TheIsxpandingItamilyIofI’aturalIonionIqhannelrhodopsinsIRevealsIzargeIVariationsIinIyineticsUI
qonductanceUIandISpectralISensitivityWIScientificeReportsUI2017UIeUIbaacf 4.9 58

114 svolutionIofIstrigolactoneIreceptorsIbyIgradualIneoVfunctionalizationIofIyow_IparaloguesWIBMCe
BiologyUI2017UIZcUIc_ 7.3 58

(2017-2014)
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113 reInovoIassemblyIofIaIhaplotypeVresolvedIhumanIgenomeWINatureeBiotechnologyUI2015UIaaUIdZeV__ 44.5 57

112 TheIoriginIandIevolutionIofIphototropinsWIFrontierseinePlanteScienceUI2015UIdUIdae 6.2 56

111 riversityIofIopqItransporterIgenesIacrossItheIplantIkingdomIandItheirIpotentialIutilityIinI
biotechnologyWIBMCeBiotechnologyUI2016UIZdUIbe 3.5 55

110
TheIcompleteIgenomicIsequenceIofIb_bUYZcIbpIatItheIcentromericIendIofItheIvzoIclassIwIregionhI
geneIcontentIandIpolymorphismWIProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitede
StateseofeAmericaUI1998UIgcUIgbgbVg

11.5 54

109 occessItoIR’oVsequencingIdataIfromIZUZeaIplantIspecieshITheIZYYYIαlantItranscriptomesIinitiativeI
QZyαRWIGigaScienceUI2019UIfUI 7.6 52

108
‘ultipleVcompleteVdigestIrestrictionIfragmentImappinghIgeneratingIsequenceVreadyImapsIforI
largeVscaleIr’oIsequencingWIProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofe
AmericaUI1997UIgbUIc__cVaY

11.5 51

107 onIancestralIsignallingIpathwayIisIconservedIinIintracellularIsymbiosesVformingIplantIlineagesWI
NatureePlantsUI2020UIdUI_fYV_fg 11.5 50

106 qoncomitantIlossIofI’rvIcomplexVrelatedIgenesIwithinIchloroplastIandInuclearIgenomesIinIsomeI
orchidsWIPlanteJournalUI2017UIgYUIggbVZYYd 6.9 49

105 ReαShIaIsequenceIassemblerIthatImasksIexactIrepeatsIidentifiedIfromItheIshotgunIdataWIGenomee
ResearchUI2002UIZ_UIf_bVaZ 9.7 48

104 ‘icrobialVtypeIterpeneIsynthaseIgenesIoccurIwidelyIinInonseedIlandIplantsUIbutInotIinIseedIplantsWI
ProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2016UIZZaUIZ_a_fVZ_aaa11.5 48

103 VertebrateIgeneIpredictionsIandItheIproblemIofIlargeIgenesWINatureeReviewseGeneticsUI2003UIbUIebZVg 30.1 47

102 ‘ostIofItheIhumanIgenomeIisItranscribedWIGenomeeResearchUI2001UIZZUIZgecVe 9.7 45

101 TranscriptomeVminingIforIsingleVcopyInuclearImarkersIinIfernsWIPLoSeONEUI2013UIfUIeedgce 3.7 44

100 TheIr’oIsequenceUIannotationIandIanalysisIofIhumanIchromosomeIaWINatureUI2006UIbbYUIZZgbVf 50.4 43

99 qhallengingItheIparadigmsIofIleafIevolutionhIqlassIwwwIvrVZipsIinIfernsIandIlycophytesWINewe
PhytologistUI2016UI_Z_UIebcVecf 9.8 42

98 qorrelationIbetweenIyaXysIandIysIisIrelatedItoIsubstitutionImodelIandIevolutionaryIlineageWI
JournaleofeMoleculareEvolutionUI2009UIdfUIbZbV_a 3.1 42

97 svolutionIofIfruitIdevelopmentIgenesIinIfloweringIplantsWIFrontierseinePlanteScienceUI2014UIcUIaYY 6.2 41

96 wsIKjunkKIr’oImostlyIintronIr’omWIGenomeeResearchUI2000UIZYUIZde_Vf 9.7 41
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95 ueneIconversionIinItheIriceIgenomeWIBMCeGenomicsUI2008UIgUIga 4.5 40

94 wdentificationIofIhepatotropicIvirusesIfromIplasmaIusingIdeepIsequencinghIaInextIgenerationI
diagnosticItoolWIPLoSeONEUI2013UIfUIedYcgc 3.7 40

93 αhylogeneticIpinpointingIofIaIpaleopolyploidyIeventIwithinItheIflaxIgenusIQzinumRIusingI
transcriptomicsWIAnnalseofeBotanyUI2014UIZZaUIecaVdZ 4.1 38

92 αositiveIcorrelationIbetweenIrecombinationIrateIandInucleotideIdiversityIisIshownIunderI
domesticationIselectionIinItheIchickenIgenomeWIScienceeBulletinUI2008UIcaUIebdVecY 37

91 wnsightsIintoItheIsvolutionIofIvydroxyprolineVRichIulycoproteinsIfromIZYYYIαlantITranscriptomesWI
PlantePhysiologyUI2017UIZebUIgYbVg_Z 6.6 36

90 WildIsoybeanIrootsIdependIonIspecificItranscriptionIfactorsIandIoxidationIreductionIrelatedI
genesinIresponseItoIalkalineIstressWIFunctionaleandeIntegrativeeGenomicsUI2015UIZcUIdcZVdY 3.8 35

89 wdentificationIofIanIalgalIxylanIsynthaseIindicatesIthatIthereIisIfunctionalIorthologyIbetweenIalgalI
andIplantIcellIwallIbiosynthesisWINewePhytologistUI2018UI_ZfUIZYbgVZYdY 9.8 35

88 SuperfluidIcriticalIbehaviorIinItheIpresenceIofIaIdiluteIcorrelatedIimpurityWIPhysicaleRevieweBUI1993UI
bfUIafcfVaffY 3.3 35

87 wdentificationIandIcharacterizationIofIinsectVspecificIproteinsIbyIgenomeIdataIanalysisWIBMCe
GenomicsUI2007UIfUIga 4.5 33

86 vumanItetalIostrocytesIwnfectedIwithIZikaIVirusIsxhibitIrelayedIopoptosisIandIResistanceItoI
wnterferonhIwmplicationsIforIαersistenceWIVirusesUI2018UIZYUI 6.2 33

85 slucidatingIsteroidIalkaloidIbiosynthesisIinIVeratrumIcalifornicumhIproductionIofIverazineIinISfgI
cellsWIPlanteJournalUI2015UIf_UIggZVZYYa 6.9 32

84 oIpopulationIthresholdIforIfunctionalIpolymorphismsWIGenomeeResearchUI2003UIZaUIZfeaVg 9.7 32

83 TheIgenomeIofIαrasinodermaIcolonialeIunveilsItheIexistenceIofIaIthirdIphylumIwithinIgreenIplantsWI
NatureeEcologyeandeEvolutionUI2020UIbUIZ__YVZ_aZ 12.3 31

82 qhickVrhIaIsequenceIvariationIdatabaseIforItheIchickenIgenomeWINucleiceAcidseResearchUI2005UIaaUIrbafVbZ20.1 31

81
’ucleomorphIandIplastidIgenomeIsequencesIofItheIchlorarachniophyteIzotharellaIoceanicahI
convergentIreductiveIevolutionIandIfrequentIrecombinationIinInucleomorphVbearingIalgaeWIBMCe
GenomicsUI2014UIZcUIaeb

4.5 29

80 R’oVSeqIbasedIphylogenyIrecapitulatesIpreviousIphylogenyIofItheIgenusItlaveriaIQosteraceaeRI
withIsomeImodificationsWIBMCeEvolutionaryeBiologyUI2015UIZcUIZZd 3 28

79 TheIsvolutionIofIvr_IαroteinsIinIureenIαlantsWITrendseinePlanteScienceUI2016UI_ZUIZYYfVZYZd 13.1 27

78
u˛–IandIregulatorIofIuVproteinIsignalingIQRuSRIproteinIpairsImaintainIfunctionalIcompatibilityIandI
conservedIinteractionIinterfacesIthroughoutIevolutionIdespiteIfrequentIlossIofIRuSIproteinsIinI
plantsWINewePhytologistUI2017UI_ZdUIcd_Vcec

9.8 26
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77 ossemblyIofIhighVresolutionIrestrictionImapsIbasedIonImultipleIcompleteIdigestsIofIaIredundantI
setIofIoverlappingIclonesWIGenomicsUI1996UIaaUIafgVbYf 4.3 26

76 ReviewIofItheIinitialIvalidationIandIcharacterizationIofIaIayIchickenIS’αIarrayWIWorldmsePoultrye
ScienceeJournalUI2008UIdbUI_ZgV__d 3 25

75 SamplingIS’αsWINatureeGeneticsUI2000UI_dUIZaVb 36.3 24

74
sffectiveIfecalImicrobiotaItransplantationIforIrecurrentIqlostridioidesIdifficileIinfectionIinIhumansI
isIassociatedIwithIincreasedIsignallingIinItheIbileIacidVfarnesoidIXIreceptorVfibroblastIgrowthIfactorI
pathwayWIGuteMicrobesUI2019UIZYUIZb_VZbf

8.8 24

73 TerpeneIpiosynthesisIinIRedIolgaeIwsIqatalyzedIbyI‘icrobialITypeIputI’otITypicalIαlantITerpeneI
SynthasesWIPlantePhysiologyUI2019UIZegUIaf_VagY 6.6 23

72 zargeVinsertIgenomeIanalysisItechnologyIdetectsIstructuralIvariationIinIαseudomonasIaeruginosaI
clinicalIstrainsIfromIcysticIfibrosisIpatientsWIGenomicsUI2008UIgZUIcaYVe 4.3 22

71 SequencingIandIonalyzingItheITranscriptomesIofIaIThousandISpeciesIocrossItheITreeIofIzifeIforI
ureenIαlantsWIAnnualeRevieweofePlanteBiologyUI2020UIeZUIebZVedc 30.7 22

70 trequentIproviralIintegrationIofItheIhumanIbetaretrovirusIinIbiliaryIepitheliumIofIpatientsIwithI
autoimmuneIandIidiopathicIliverIdiseaseWIAlimentaryePharmacologyeandeTherapeuticsUI2015UIbZUIagaVbYc 6.1 21

69 opparitionIofItheI’oqITranscriptionItactorsIαredatesItheIsmergenceIofIzandIαlantsWIMoleculare
PlantUI2016UIgUIZabcVZabf 14.4 20

68 ‘esophyllIqhloroplastIwnvestmentIinIqaUIqbIandIq_ISpeciesIofItheIuenusItlaveriaWIPlanteandeCelle
PhysiologyUI2016UIceUIgYbVZf 4.9 20

67 ongiospermIαhylogenyIpasedIonIZfSX_dSIrr’oISequenceIratahIqonstructingIaIzargeIrataISetI
UsingI’extVuenerationISequenceIrataWIInternationaleJournaleofePlanteSciencesUI2014UIZecUIdZaVdcY 2.6 20

66 qYαegIαbcYImonooxygenasesIinIgymnospermshIqYαegoZZfIisIassociatedIwithItheIformationIofI
taxiphyllinIinITaxusIbaccataWIPlanteMoleculareBiologyUI2017UIgcUIZdgVZfY 4.6 20

65 SkinIcolonizationIbyIcirculatingIneoplasticIclonesIinIcutaneousITVcellIlymphomaWIBloodUI2019UIZabUIZcZeVZc_e2.2 20

64 pranchedIevolutionIandIgenomicIintratumorIheterogeneityIinItheIpathogenesisIofIcutaneousITVcellI
lymphomaWIBloodeAdvancesUI2020UIbUI_bfgV_cYY 7.8 18

63 wntellectualIpropertyWIαublicationIrightsIinItheIeraIofIopenIdataIreleaseIpoliciesWIScienceUI2000UI_fgUIZffZ33.3 18

62  rganellomicIdataIsetsIconfirmIaIcrypticIconsensusIonIQunrootedRIlandVplantIrelationshipsIandI
provideInewIinsightsIintoIbryophyteImolecularIevolutionWIAmericaneJournaleofeBotanyUI2020UIZYeUIgZVZZc2.7 18

61 wsIthereIfoulIplayIinItheIleafIpocketmITheImetagenomeIofIfloatingIfernIozollaIrevealsIendophytesI
thatIdoInotIfixI’IbutImayIdenitrifyWINewePhytologistUI2018UI_ZeUIbcaVbdd 9.8 17

60 wmpactIofIsequencingIdepthIandItechnologyIonIdeInovoIR’oVSeqIassemblyWIBMCeGenomicsUI2019UI
_YUIdYb 4.5 17
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59 βuantitativeIinIvivoIwholeIgenomeImotilityIscreenIrevealsInovelItherapeuticItargetsItoIblockI
cancerImetastasisWINatureeCommunicationsUI2018UIgUI_aba 17.4 16

58 ‘odelingItheIyewItreeItubulinIandIaIcomparisonIofIitsIinteractionIwithIpaclitaxelItoIhumanItubulinWI
PharmaceuticaleResearchUI2012UI_gUIaYYeV_Z 4.5 16

57 oIcompleteIsequenceIandIcomparativeIanalysisIofIaISoRSVassociatedIvirusIQwsolateIpxYZRWISciencee
BulletinUI2003UIbfUIgbZ 16

56 tibroblastIurowthItactorI_IsnhancesIZikaIVirusIwnfectionIinIvumanItetalIprainWIJournaleofeInfectiouse
DiseasesUI2019UI__YUIZaeeVZafe 7 16

55 qlonotypicIheterogeneityIinIcutaneousITVcellIlymphomaIQmycosisIfungoidesRIrevealedIbyI
comprehensiveIwholeVexomeIsequencingWIBloodeAdvancesUI2019UIaUIZZecVZZfb 7.8 16

54 sxtendingItheITimeIromainIofI’euronalISilencingIwithIqryptophyteIonionIqhannelrhodopsinsWI
ENeuroUI2018UIcUI 3.9 16

53 αhylogenyIandIevolutionaryIhistoryIofIglycogenIsynthaseIkinaseIaXSvouuYVlikeIkinaseIgenesIinI
landIplantsWIBMCeEvolutionaryeBiologyUI2013UIZaUIZba 3 15

52 snhancedIretectionIofIqancerIpiomarkersIinIploodVporneIsxtracellularIVesiclesIUsingI
’anodropletsIandItocusedIUltrasoundWICancereResearchUI2017UIeeUIaVZa 10.1 15

51 αhylogenomicIanalysisIofIRanunculalesIresolvesIbranchingIeventsIacrossItheIorderWIBotanicale
JournaleofetheeLinneaneSocietyUI2018UIZfeUIZceVZdd 2.2 14

50 ‘odelingItheIqolchicumIautumnaleITubulinIandIaIqomparisonIofIwtsIwnteractionIwithIqolchicineItoI
vumanITubulinWIInternationaleJournaleofeMoleculareSciencesUI2017UIZfUI 6.3 14

49 svolutionaryIonalysisIofItheIuenesIwnvolvedIinItheIzandIαlantISeedI‘aturationIαrogramWIFrontierse
inePlanteScienceUI2017UIfUIbag 6.2 13

48 oIgenomeIsequenceIofInovelISoRSVqoVIisolateshItheIgenotypeUIurVwns_gUIleadsItoIaIhypothesisIofI
viralItransmissionIinISouthIqhinaWIGenomicsseProteomicseandeBioinformaticsUI2003UIZUIZYZVe 6.5 13

47 rivergentIgeneIexpressionIlevelsIbetweenIdiploidIandIautotetraploidITolmieaIrelativeItoItheItotalI
transcriptomeUItheIcellUIandIbiomassWIAmericaneJournaleofeBotanyUI2019UIZYdUI_fYV_gZ 2.7 13

46 oddendumhIindependentIopticalIexcitationIofIdistinctIneuralIpopulationsWINatureeMethodsUI2014UI
ZZUIge_ 21.6 12

45 TheItransVkingdomIbattleIbetweenIdonorIandIrecipientIgutImicrobiomeIinfluencesIfecalImicrobiotaI
transplantationIoutcomeWIScientificeReportsUI2020UIZYUIZfabg 4.9 12

44 ’ovelImutationsIinvolvingI˛†wVUI˛†wwoVUIorI˛†wVpVtubulinIisotypesIwithIfunctionalIresemblanceItoI
˛†wwwVtubulinIinIbreastIcancerWIProtoplasmaUI2017UI_cbUIZZdaVZZea 3.4 11

43 qomparingItheIwholeVgenomeVshotgunIandImapVbasedIsequencesIofItheIriceIgenomeWITrendseine
PlanteScienceUI2006UIZZUIafeVgZ 13.1 11

42 WholeVgenomeIduplicationIandImolecularIevolutionIinIqornusIzWIQqornaceaeRIVIwnsightsIfromI
transcriptomeIsequencesWIPLoSeONEUI2017UIZ_UIeYZeZadZ 3.7 10

(2017-2018)
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41 tecalI‘icrobialITransplantIofterIwleocolicIResectionIReducesIwleitisIbutIRestoresIqolitisIinIwzVZYVXVI
‘iceWIInflammatoryeBoweleDiseasesUI2015UI_ZUIZbegVgY 4.5 10

40 ’extVgenerationIsequencingIandIbioinformaticIapproachesItoIdetectIandIanalyzeIinfluenzaIvirusIinI
ferretsWIJournaleofeInfectioneineDevelopingeCountriesUI2014UIfUIbgfVcYg 2.3 10

39  riginIofIaInovelIregulatoryImoduleIbyIduplicationIandIdegenerationIofIanIancientIplantI
transcriptionIfactorWIMolecularePhylogeneticseandeEvolutionUI2014UIfZUIZcgVea 4.1 10

38 oIcomprehensiveIcropIgenomeIresearchIprojecthItheISuperhybridIRiceIuenomeIαrojectIinIqhinaWI
PhilosophicaleTransactionseofetheeRoyaleSocietyeB:eBiologicaleSciencesUI2007UIad_UIZY_aVab 5.8 10

37 svolutionaryItransientsIinItheIriceItranscriptomeWIGenomicsseProteomicseandeBioinformaticsUI2010UIfUI_ZZV_f6.5 8

36
svolutionIofIRzSpUIaInuclearVencodedISZIdomainIR’oIbindingIproteinIassociatedIwithI
postVtranscriptionalIregulationIofIplastidVencodedIrbczImR’oIinIvascularIplantsWIBMCeEvolutionarye
BiologyUI2016UIZdUIZbZ

3 8

35 qationIandIonionIqhannelrhodopsinshISequenceI‘otifsIandITaxonomicIristributionWIMBioUI2021UIZ_UIeYZdcd_Z7.8 8

34 qerebrospinalItluidIinIaISmallIqohortIofIαatientsIwithI‘ultipleISclerosisIWasIuenerallyItreeIofI
‘icrobialIr’oWIFrontierseineCellulareandeInfectioneMicrobiologyUI2016UIdUIZgf 5.9 7

33 ueneticIvariationIatItheItumourIvirusIpIlocusIinIcommercialIandIlaboratoryIchickenIpopulationsI
assessedIbyIaImediumVthroughputIorIaIhighVthroughputIassayWIAvianePathologyUI2007UIadUI_faVgZ 2.4 7

32 ’aturalIselectionIandIrepeatedIpatternsIofImolecularIevolutionIfollowingIallopatricIdivergenceWI
ELifeUI2019UIfUI 8.9 7

31 oIUniversalIαrobeISetIforITargetedISequencingIofIacaI’uclearIuenesIfromIonyItloweringIαlantI
resignedIUsingIkVmedoidsIqlustering 7

30 uammaVRetrovirusIwntegrationI‘arksIqellITypeVSpecificIqancerIueneshIoI’ovelIαrofilingIToolIinI
qancerIuenomicsWIPLoSeONEUI2016UIZZUIeYZcbYeY 3.7 7

29 qonductanceI‘echanismsIofIRapidlyIresensitizingIqationIqhannelrhodopsinsIfromIqryptophyteI
olgaeWIMBioUI2020UIZZUI 7.8 7

28 oISurveyIofI‘olecularIveterogeneityIinIvepatocellularIqarcinomaWIHepatologyeCommunicationsUI
2018UI_UIgbZVgcc 6 5

27 TheI riginIandIsvolutionIofItheIαlantIqellISurfacehIolgalIwntegrinVossociatedIαroteinsIandIaI’ewI
tamilyIofIwntegrinVzikeIqytoskeletonVsq‘IzinkerIαroteinsWIGenomeeBiologyeandeEvolutionUI2015UIeUIZcfYVg3.9 4

26 svolutionWIResponseItoIqommentIonIKoIpromiscuousIintermediateIunderliesItheIevolutionIofI
zsotYIr’oIbindingIspecificityKWIScienceUI2015UIabeUId_Z 33.3 4

25 uainsIandIlossesIofImetabolicIfunctionIinferredIfromIaIphylotranscriptomicIanalysisIofIalgaeWI
ScientificeReportsUI2019UIgUIZYbf_ 4.9 3

24 ShotgunISequencingIQSuSRI2006UI 3
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23 ueneticIinsightsIintoItheIevolutionIofIgeneraIwithItheIeasternIosiaVeasternI’orthIomericaIfloristicI
disjunctionhIaItranscriptomicsIanalysisWIAmericaneJournaleofeBotanyUI2020UIZYeUIZeadVZebf 2.7 2

22 TheImappersPItorchIsongWIGenomeeResearchUI1997UIeUIdddVf 9.7 2

21 ‘etagenomicsIandItheIcaseIofItheIdeadlyIhamsterWIHepatologyUI2008UIbfUIdegVfa 11.2 2

20 oIcrossVspeciesIalignmentItoolIQqoTRWIBMCeBioinformaticsUI2007UIfUIabg 3.6 2

19 uenomeIbiologyhItheIsecondImodernIsynthesisWIGenomicsseProteomicseandeBioinformaticsUI2005UIaUIaVb 6.5 2

18 oI‘ultiVtactorialI bservationalIStudyIonISequentialItecalI‘icrobiotaITransplantIinIαatientsIwithI
‘edicallyIRefractoryIwnfectionWICellsUI2021UIZYUI 7.9 2

17  riginIandIevolutionIofItheInuclearIauxinIresponseIsystem 2

16 TheIcomplexIoriginsIofIstrigolactoneIsignallingIinIlandIplants 2

15 pranchedIevolutionIandIgenomicIintratumorIheterogeneityIinItheIpathogenesisIofIcutaneousITVcellIlymphoma 2

14 onIancestralIsignallingIpathwayIisIconservedIinIplantIlineagesIformingIintracellularIsymbioses 2

13 uenomeIprofilesIofIlymphovascularIbreastIcancerIcellsIrevealImultipleIclonallyIdifferentiatedI
outcomesIwithImultiVregionalIzq‘IandIuOTVseq 2

12 TheIcoordinationIofImajorIeventsIinIqIphotosynthesisIevolutionIinItheIgenusItlaveriaWIScientifice
ReportsUI2021UIZZUIZcdZf 4.9 2

11 αroteinIqodingI2013UI 1

10 TheIqoordinationIandIxumpsIalongIqbIαhotosynthesisIsvolutionIinItheIuenusItlaveria 1

9 wndependentIevolutionIofIcutaneousIlymphomaIsubclonesIinIdifferentImicroenvironmentsIofItheI
skinWIScientificeReportsUI2020UIZYUIZcbfa 4.9 1

8 RareIversusIcommonIdiseaseshIaIfalseIdichotomyIinIprecisionImedicineWINpjeGenomiceMedicineUI2021UI
dUIZg 6.2 1

7 wsolationIofIaIvumanIpetaretrovirusIfromIαatientsIwithIαrimaryIpiliaryIqholangitisWIVirusesUI2022UI
ZbUIffd 6.2 1

6 ‘etagenomicsIVersusI‘etatranscriptomicsIofItheI‘urineIuutI‘icrobiomeIforIossessingI‘icrobialI
‘etabolismIruringIwnflammationWWIFrontierseineMicrobiologyUI2022UIZaUIf_gaef 5.7 0

(2022-2020)
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5 uenomeIprofilesIofIpathologistVdefinedIcellIclustersIbyImultiregionalIzq‘IandIuOTVseqIinIoneI
tripleVnegativeIbreastIcancerIpatientWICelleReportseMedicineUI2021UI_UIZYYbYb 18 0

4 snrichmentIofIlowIabundanceIr’oXR’oIbyIoligonucleotideVclickedIironIoxideInanoparticlesWI
ScientificeReportsUI2021UIZZUIZaYca 4.9 0

3 uiantIr’oIvirusesImakeIbigIstridesIinIeukaryoteIevolutionWICelleHosteandeMicrobeUI2021UI_gUIZc_VZcb 23.4 0

2  riginIandIearlyIevolutionIofItheIplantIterpeneIsynthaseIfamilyWWIProceedingseofetheeNationale
AcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2022UIZZgUIe_ZYYadZZZg 11.5 0

1 ReoShIRecoveryIofIancestralIsequencesIforItransposableIelementsIfromItheIunassembledIreadsIofIaI
wholeIgenomeIshotgunWIPLoSeComputationaleBiologyUI2005UIpreprintUIeba 5
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