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polymeraseIxxIfactorIYY_IinItheIRγpIpolymeraseIxxxItranscriptionIsystemWINucleicdAcidsdResearchUI
1995UIabUIbfYcVh

20.1 55

178 pIuniqueIdermalIdendriticIcellIsubsetIthatIskewsItheIimmuneIresponseItowardIThaWIPLoSdONEUI2013
UIgUIefbafY 3.7 54

177 qirthIandIdeathIofIgenesIlinkedItoIchromosomalIinversionWIProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaUI2011UI_YgUI_dY_Ve 11.5 54

176 rircadianIoscillationsIofImicrobialIandIfunctionalIcompositionIinItheIhumanIsalivaryImicrobiomeWI
DNAdResearchUI2017UIacUIae_VafY 4.5 52

175 xntestinalIsysbiosisIandIqiotinIseprivationIxnduceIplopeciaIthroughIδvergrowthIofILactobacillusI
murinusIinIôiceWICelldReportsUI2017UIaYUI_d_bV_dac 10.6 50

174 TheIgenomicIstructureIandIexpressionIofIôysUItheIôachadoVyosephIdiseaseIgeneWIJournaldofd
HumandGeneticsUI2001UIceUIc_bVaa 4.3 50
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173 vutImicrobiotaVderivedIsVserineIprotectsIagainstIacuteIkidneyIinjuryWIJCIdInsightUI2018UIbUI 9.9 50

172 plterationsIofItheIgutIecologicalIandIfunctionalImicroenvironmentIinIdifferentIstagesIofImultipleI
sclerosisWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2020UI__fUIaacYaVaac_a11.5 49

171 romparativeIgenomeIanalysisIofIthreeIeukaryoticIparasitesIwithIdifferingIabilitiesItoItransformI
leukocytesIrevealsIkeyImediatorsIofITheileriaVinducedIleukocyteItransformationWIMBioUI2012UIbUIeYYaYcV_a7.8 48

170 γucleotideIsequenceIdatabaseIpoliciesWIScienceUI2002UIahgUI_bbb 33.3 48

169 γovelIbileIacidIbiosyntheticIpathwaysIareIenrichedIinItheImicrobiomeIofIcentenariansWINatureUI2021
UIdhhUIcdgVcec 50.4 48

168 rTRPbIplaysIanIimportantIroleIinItheIdevelopmentIofIcollagenVinducedIarthritisIinImiceWI
BiochemicaldanddBiophysicaldResearchdCommunicationsUI2014UIccbUIcaVg 3.4 47

167 rompleteIgenomeIsequenceIofItheIbacteriumIPorphyromonasIgingivalisITsreYUIwhichIcausesI
periodontalIdiseaseWIJournaldofdBacteriologyUI2011UI_hbUIcadhVeY 3.5 47

166 wighVsensitiveIfluorescentIsγpIsequencingIandIitsIapplicationIforIdetectionIandImassVscreeningIofI
pointImutationsWIElectrophoresisUI1992UI_bUIdeYVd 3.6 47

165 tcophysiologicalIconsequencesIofIalcoholismIonIhumanIgutImicrobiotaiIimplicationsIforI
ethanolVrelatedIpathogenesisIofIcolonIcancerWIScientificdReportsUI2016UIeUIafhab 4.9 47

164 xndividualIppostichopusIjaponicusIfecalImicrobiomeIrevealsIaIlinkIwithIpolyhydroxybutyrateI
producersIinIhostIgrowthIgapsWIScientificdReportsUI2016UIeUIa_eb_ 4.9 46

163 wighlyIefficientIlipidIproductionIinItheIgreenIalgaIParachlorellaIkessleriiIdraftIgenomeIandI
transcriptomeIendorsedIbyIwholeVcellIbsIultrastructureWIBiotechnologydfordBiofuelsUI2016UIhUI_b 7.8 46

162
ôethylocaldumImarinumIspWInovWUIaIthermotolerantUImethaneVoxidizingIbacteriumIisolatedIfromI
marineIsedimentsUIandIemendedIdescriptionIofItheIgenusIôethylocaldumWIInternationaldJournaldofd
SystematicdanddEvolutionarydMicrobiologyUI2014UIecUIbacYVbace

2.2 46

161 rompleteIgenomeIsequenceIofIqradyrhizobiumIspWISabba_iIinsightsIintoIsymbiosisIevolutionIinIsoilI
oligotrophsWIMicrobesdanddEnvironmentsUI2012UIafUIbYeV_d 2.6 46

160 rompleteIgenomeIsequencesIofIprcobacterIbutzleriItsV_IandIprcobacterIspWIstrainILUIbothIisolatedI
fromIaImicrobialIfuelIcellWIJournaldofdBacteriologyUI2011UI_hbUIec__Va 3.5 46

159 UremicIToxinVProducingIvutIôicrobiotaIinIRatsIwithIrhronicIzidneyIsiseaseWINephronUI2017UI_bdUId_VeY 3.3 45

158 rompleteIgenomeIsequenceIofItheIwildVtypeIcommensalItscherichiaIcoliIstrainISt_dUIbelongingItoI
phylogeneticIgroupIqaWIJournaldofdBacteriologyUI2010UI_haUI__edVe 3.5 45

157 sγpIsequenceIandIanalysisIofIhumanIchromosomeI_gWINatureUI2005UIcbfUIdd_Vd 50.4 45

156 rommensalILactobacillusIrontrolsIxmmuneIToleranceIduringIpcuteILiverIxnjuryIinIôiceWICelldReportsUI
2017UIa_UI_a_dV_aae 10.6 44

(2017-2018)
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155 romputerVguidedIdesignIofIoptimalImicrobialIconsortiaIforIimmuneIsystemImodulationWIELifeUI2018
UIfUI 8.9 44

154
PolymicrobialIpmnioticIuluidIxnfectionIwithIôycoplasmaXUreaplasmaIandIδtherIqacteriaIxnducesI
SevereIxntraVpmnioticIxnflammationIpssociatedIwithIPoorIPerinatalIPrognosisIinIPretermILaborWI
AmericandJournaldofdReproductivedImmunologyUI2016UIfdUI__aVad

3.8 44

153 γucleotideIsubstitutionsIinIStaphylococcusIaureusIstrainsUIôudYUIôubUIandIγb_dWIDNAdResearchUI
2004UI__UId_Ve 4.5 43

152 rompleteInucleotideIsequenceIofITδLIplasmidIpsz_IprovidesIevidenceIforIevolutionaryIhistoryIofI
xncPVfIcatabolicIplasmidsWIJournaldofdBacteriologyUI2010UI_haUIcbbfVcf 3.5 41

151 StructuralIandIfunctionalIanalysisIofIaIYWdVôbIchickenIregionIorthologousItoItheIimprintedI
mammalianIpsclaXôashaVxgfaVw_hIregionWIGenomedResearchUI2005UI_dUI_dcVed 9.7 41

150 ôutualIreinforcementIofIinflammationIandIcarcinogenesisIbyItheIwelicobacterIpyloriIragpI
oncoproteinWIScientificdReportsUI2015UIdUI_YYac 4.9 40

149 rTRPeIisIanIendogenousIcomplementIregulatorIthatIcanIeffectivelyItreatIinducedIarthritisWINatured
CommunicationsUI2015UIeUIgcgb 17.4 40

148 rompleteIgenomeIsequenceIofILactococcusIlactisIxδV_UIaIlacticIacidIbacteriumIthatIutilizesIxyloseI
andIproducesIhighIlevelsIofILVlacticIacidWIJournaldofdBacteriologyUI2012UI_hcUIa_YaVb 3.5 40

147 tffectsIofIbowelIpreparationIonItheIhumanIgutImicrobiomeIandImetabolomeWIScientificdReportsUI
2019UIhUIcYca 4.9 38

146 secipheringItheIrelationshipIamongIphosphateIdynamicsUIelectronVdenseIbodyIandIlipidI
accumulationIinItheIgreenIalgaIParachlorellaIkessleriWIScientificdReportsUI2016UIeUIadfb_ 4.9 38

145 venomicIanalysisIbyIdeepIsequencingIofItheIprobioticILactobacillusIbrevisIzqahYIharboringInineI
plasmidsIrevealsIgenomicIstabilityWIPLoSdONEUI2013UIgUIeeYda_ 3.7 37

144 ôajorIpnaerobicIqacteriaIResponsibleIforItheIProductionIofIrarcinogenicIpcetaldehydeIfromI
tthanolIinItheIrolonIandIRectumWIAlcoholdanddAlcoholismUI2016UId_UIbhdVcY_ 3.5 36

143
venomeIanalysisIsuggestsIthatItheIsoilIoligotrophicIbacteriumIpgromonasIoligotrophicaI
QqradyrhizobiumIoligotrophicumRIisIaInitrogenVfixingIsymbiontIofIpeschynomeneIindicaWIAppliedd
anddEnvironmentaldMicrobiologyUI2013UIfhUIadcaVd_

4.8 36

142 sistributionIandIevolutionIofInitrogenIfixationIgenesIinItheIphylumIqacteroidetesWIMicrobesdandd
EnvironmentsUI2015UIbYUIccVdY 2.6 36

141 romparativeIgenomicIsequenceIanalysisIofItheIhumanIchromosomeIa_IsownIsyndromeIcriticalI
regionWIGenomedResearchUI2002UI_aUI_babVba 9.7 36

140 SeasonalItransitionIofIactiveIbacterialIandIarchaealIcommunitiesIinIrelationItoIwaterImanagementI
inIpaddyIsoilsWIMicrobesdanddEnvironmentsUI2013UIagUIbfYVgY 2.6 35

139 roordinatedIchangesIinIsγpImethylationIinIantigenVspecificImemoryIrscITIcellsWIJournaldofd
ImmunologyUI2013UI_hYUIcYfeVh_ 5.3 35

138 worizontalIgeneIacquisitionIofILiberibacterIplantIpathogensIfromIaIbacteriomeVconfinedI
endosymbiontIofItheirIpsyllidIvectorWIPLoSdONEUI2013UIgUIegae_a 3.7 35
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137
xdentificationIofIaInovelIStaphylococcusIpseudintermediusIexfoliativeItoxinIgeneIandIitsI
prevalenceIinIisolatesIfromIcaninesIwithIpyodermaIandIhealthyIdogsWIFEMSdMicrobiologydLettersUI
2010UIb_aUI_ehVfd

2.9 35

136 xnIsilicoIinferenceIofIinclusionImembraneIproteinIfamilyIinIobligateIintracellularIparasitesI
chlamydiaeWIDNAdResearchUI2003UI_YUIhV_f 4.5 34

135 rompleteIgenomeIsequenceIofIuinegoldiaImagnaUIanIanaerobicIopportunisticIpathogenWIDNAd
ResearchUI2008UI_dUIbhVcf 4.5 33

134 uecalImicrobiotaItransplantationIwithIfrozenIcapsulesIforIaIpatientIwithIrefractoryIacuteIgutI
graftVversusVhostIdiseaseWIBlooddAdvancesUI2018UIaUIbYhfVb_Y_ 7.8 33

133 pnalysisIofIearlyIbacterialIcommunitiesIonIvolcanicIdepositsIonItheIislandIofIôiyakeIQôiyakeVjimaRUI
yapaniIaIeVyearIstudyIatIaIfixedIsiteWIMicrobesdanddEnvironmentsUI2012UIafUI_hVah 2.6 32

132 rompleteIgenomicIsequenceIofItheIequolVproducingIbacteriumItggerthellaIspWIstrainIYYfh_gUI
isolatedIfromIadultIhumanIintestineWIJournaldofdBacteriologyUI2011UI_hbUIddfYV_ 3.5 32

131 δptimizationIofIsataVxndependentIpcquisitionIôassISpectrometryIforIseepIandIwighlyISensitiveI
ProteomicIpnalysisWIInternationaldJournaldofdMoleculardSciencesUI2019UIaYUI 6.3 32

130 rlinicalIimpactIofIpreVtransplantIgutImicrobialIdiversityIonIoutcomesIofIallogeneicIhematopoieticI
stemIcellItransplantationWIAnnalsdofdHematologyUI2017UIheUI_d_fV_dab 3 31

129 rompleteIgenomeIsequenceIofILeptospirillumIferrooxidansIstrainIraVbUIisolatedIfromIaIfreshI
volcanicIashIdepositIonItheIislandIofIôiyakeUIyapanWIJournaldofdBacteriologyUI2012UI_hcUIc_aaVb 3.5 31

128 ôucinIδVglycansIfacilitateIsymbiosynthesisItoImaintainIgutIimmuneIhomeostasisWIEBioMedicineUI
2019UIcgUId_bVdad 8.8 30

127 venomeIanalysisIofIaInovelIqradyrhizobiumIspWIsδphIcarryingIaIsymbioticIplasmidWIPLoSdONEUI2015
UI_YUIeY__fbha 3.7 30

126 sraftIvenomeISequenceIofItheIqetaproteobacterialItndosymbiontIpssociatedIwithItheIuungusI
ôortierellaIelongataIuôRabVeWIGenomedAnnouncementsUI2014UIaUI 30

125 ronstructionIandIanalysisIofItSTIlibrariesIofItheItransVpolyisopreneIproducingIplantUItucommiaI
ulmoidesIδliverWIPlantaUI2012UIabeUI_cYdV_f 4.7 30

124 qifidobacteriumIkashiwanohenseIspWInovWUIisolatedIfromIhealthyIinfantIfaecesWIInternationaldJournald
ofdSystematicdanddEvolutionarydMicrobiologyUI2011UIe_UIae_YVae_d 2.2 30

123 venomeVwideIsurveyIofImutualIhomologousIrecombinationIinIaIhighlyIsexualIbacterialIspeciesWI
GenomedBiologydanddEvolutionUI2012UIcUIeagVcY 3.9 30

122 LongVreadImetagenomicIexplorationIofIextrachromosomalImobileIgeneticIelementsIinItheIhumanI
gutWIMicrobiomeUI2019UIfUI__h 16.6 29

121 sysbiosisIofItheIsalivaryImicrobiotaIinIpediatricVonsetIprimaryIsclerosingIcholangitisIandIitsI
potentialIasIaIbiomarkerWIScientificdReportsUI2018UIgUIdcgY 4.9 29

120
rompleteInucleotideIsequenceIofItheIxncγIplasmidIencodingIxôPVeIandIrTXVôVaIfromIemergingI
carbapenemVresistantItnterobacteriaceaeIinIyapanWIAntimicrobialdAgentsdanddChemotherapyUI2015UI
dhUI_bdeVh

5.9 28

(2015-2010)
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119
vallbladderVderivedIsurfactantIproteinIsIregulatesIgutIcommensalIbacteriaIforImaintainingI
intestinalIhomeostasisWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2017UI__cUI_Y_fgV_Y_gb

11.5 26

118 StructuresIofIgenesIencodingITpTpIboxVbindingIproteinsIfromITrimeresurusIgramineusIandITWI
flavoviridisIsnakesWIGeneUI1995UI_daUIaYhV_b 3.8 26

117 δrphanIpeakIanalysisiIaInovelImethodIforIdetectionIofIpointImutationsIusingIanIautomatedI
fluorescenceIsγpIsequencerWIGenomicsUI1993UI_dUIc_dVf 4.3 26

116
ôethyloceanibacterIcaenitepidiIgenWInovWUIspWInovWUIaIfacultativelyImethylotrophicIbacteriumI
isolatedIfromImarineIsedimentsInearIaIhydrothermalIventWIInternationaldJournaldofdSystematicdandd
EvolutionarydMicrobiologyUI2014UIecUIceaVceg

2.2 25

115 pIcaseIforIaIvlossinaIgenomeIprojectWITrendsdindParasitologyUI2005UIa_UI_YfV__ 6.4 25

114 txpressionIofIratIalphaIaVmacroglobulinIgeneIduringIpregnancyWIJournaldofdBiochemistryUI1986UI_YYUIhghVhb3.1 25

113
pdvancedIôicrobialITaxonomyIrombinedIwithIvenomeVqasedVppproachesIRevealsIthatIVibrioI
astriarenaeIspWInovWUIanIpgarolyticIôarineIqacteriumUIuormsIaIγewIrladeIinIVibrionaceaeWIPLoSdONEUI
2015UI_YUIeY_beafh

3.7 24

112 TimeVseriesImetagenomicIanalysisIrevealsIrobustnessIofIsoilImicrobiomeIagainstIchemicalI
disturbanceWIDNAdResearchUI2015UIaaUIc_bVac 4.5 24

111 ProductionIofIinbredIandIhybridItransgenicImiceIcarryingIlargeIQmIaYYIkbRIforeignIsγpIfragmentsI
byIintracytoplasmicIspermIinjectionWIMoleculardReproductiondanddDevelopmentUI2005UIfaUIbahVbd 2.6 24

110 xdentificationIandIcloningIofIaInovelIcsγpIbelongingItoItetratricopeptideIrepeatIgeneIfamilyIfromI
sownIsyndromeVcriticalIregionIa_qaaWaWIJournaldofdBiochemistryUI1996UI_aYUIgaYVf 3.1 24

109 qacterialIpopulationIdynamicsIinIaIlaboratoryIactivatedIsludgeIreactorImonitoredIbyI
pyrosequencingIofI_eSIrRγpWIMicrobesdanddEnvironmentsUI2013UIagUIedVfY 2.6 23

108
SystematicIidentificationIandIsequenceIanalysisIofItheIgenomicIislandsIofItheIenteropathogenicI
tscherichiaIcoliIstrainIq_f_VgIbyItheIcombinedIuseIofIwholeVgenomeIPrRIscanningIandIfosmidI
mappingWIJournaldofdBacteriologyUI2008UI_hYUIehcgVeY

3.5 23

107
SharpeaIazabuensisIgenWInovWUIspWInovWUIaIvramVpositiveUIstrictlyIanaerobicIbacteriumIisolatedIfromI
theIfaecesIofIthoroughbredIhorsesWIInternationaldJournaldofdSystematicdanddEvolutionaryd
MicrobiologyUI2008UIdgUIaegaVe

2.2 23

106 yapaneseIsubgingivalImicrobiotaIinIhealthIvsIdiseaseIandItheirIrolesIinIpredictedIfunctionsI
associatedIwithIperiodontitisWIOdontologydudthedSocietydofdthedNippondDentaldUniversityUI2020UI_YgUIagYVah_3.6 21

105 SingleIfecalImicrobiotaItransplantationIfailedItoIchangeIintestinalImicrobiotaIandIhadIlimitedI
effectivenessIagainstIulcerativeIcolitisIinIyapaneseIpatientsWIIntestinaldResearchUI2017UI_dUIegVfc 4.1 20

104 rompleteIgenomeIsequenceIofItheIdenitrifyingIandIγaδVreducingIbacteriumIpzoarcusIspWIstrainI
zwbarWIJournaldofdBacteriologyUI2012UI_hcUI_add 3.5 20

103 RareIoccurrenceIofIrasIandIpdbIgeneImutationsIinImouseIstomachItumorsIinducedIbyI
γVmethylVγVnitrosoureaWIJapanesedJournaldofdCancerdResearchUI1997UIggUIbebVg 20

102
romparisonIofIouterImembraneIproteinIgenesIompIandIpmpIinItheIwholeIgenomeIsequencesIofI
rhlamydiaIpneumoniaeIisolatesIfromIyapanIandItheIUnitedIStatesWIJournaldofdInfectiousdDiseasesUI
2000UI_g_ISupplIbUISdacVf

7 20
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101 venomicIanalysisIofIaIγu_VrelatedIpseudogeneIonIhumanIchromosomeIa_WIGeneUI1994UI_cfUIaffVgY 3.8 20

100 ProteomeIanalysisIofIshellImatrixIproteinsIinItheIbrachiopodILaqueusIrubellusWIProteomedScienceUI
2015UI_bUIa_ 2.6 19

99 rompleteIvenomeISequenceIofItheItquolVProducingIqacteriumIpdlercreutziaIequolifaciensIsSôI
_hcdYTWIGenomedAnnouncementsUI2013UI_UI 19

98 rompleteIgenomeIsequenceIofIqacillusIcereusIγrfcY_UIwhichIproducesIhighIlevelsIofItheIemeticI
toxinIcereulideWIJournaldofdBacteriologyUI2012UI_hcUIcfefVg 3.5 19

97 ôolecularIcloningIofIaIcsγpIencodingIratIγpswVcytochromeIbdIreductaseIandItheIcorrespondingI
geneWIJournaldofdBiochemistryUI1990UI_YfUIg_YVe 3.1 19

96 xnfluenceIofIPorphyromonasIgingivalisIinIgutImicrobiotaIofIstreptozotocinVinducedIdiabeticImiceWI
OraldDiseasesUI2019UIadUIgegVggY 3.5 18

95 xnterferonV˛‡IconstrainsIcytokineIproductionIofIgroupIaIinnateIlymphoidIcellsWIImmunologyUI2016UI
_cfUIa_Vh 7.8 18

94 δurIsecondIgenomeVhumanImetagenomeiIhowInextVgenerationIsequencerIchangesIourIlifeI
throughImicrobiologyWIAdvancesdindMicrobialdPhysiologyUI2013UIeaUI__hVcc 4.4 18

93 rompleteIgenomeIsequenceIofItheIserotypeIkIStreptococcusImutansIstrainILyabWIJournaldofd
BacteriologyUI2012UI_hcUIafdcVd 3.5 18

92 vastricIacidIinhibitorIaggravatesIindomethacinVinducedIsmallIintestinalIinjuryIviaIreducingI
LactobacillusIjohnsoniiWIScientificdReportsUI2019UIhUI_fchY 4.9 18

91 rharacterizationIofIearlyImicrobialIcommunitiesIonIvolcanicIdepositsIalongIaIvegetationIgradientI
onItheIislandIofIôiyakeUIyapanWIMicrobesdanddEnvironmentsUI2014UIahUIbgVch 2.6 17

90 venomicIstructureIandIevolutionIofItheImatingItypeIlocusIinItheIgreenIseaweedIUlvaIpartitaWI
ScientificdReportsUI2017UIfUI__efh 4.9 17

89 ôodeIofIactivationIofItheIvrIboxXSp_VdependentIpromoterIofItheIhumanIγpswVcytochromeIbdI
reductaseVencodingIgeneWIGeneUI1995UI_ecUIbd_Vd 3.8 17

88 sγpIhypermethyationIandIsilencingIofIcorrelatedIwithIadvancedIstageIandIpoorIpostoperativeI
prognosisIofIesophagealIsquamousIcellIcarcinomaWIOncotargetUI2017UIgUIgccbcVgcccg 3.3 17

87 pIwistoneIôethyltransferaseItStTIxsIrriticalIforITIrellIsevelopmentWIJournaldofdImmunologyUI2016UI
_hfUIaaehVfh 5.3 17

86 romprehensiveIsingleVcellItranscriptomeIanalysisIrevealsIheterogeneityIinIendometrioidI
adenocarcinomaItissuesWIScientificdReportsUI2017UIfUI_caad 4.9 16

85 rompleteIvenomeISequenceIofIPhascolarctobacteriumIfaeciumIyrôIbYghcUIaISuccinateVUtilizingI
qacteriumIxsolatedIfromIwumanIuecesWIMicrobiologydResourcedAnnouncementsUI2019UIgUI 1.3 16

84 vlobalIgeneIexpressionIanalysisIofIgillItissuesIfromInormalIandIthermallyIselectedIstrainsIofI
rainbowItroutWIFisheriesdScienceUI2012UIfgUI_Yc_V_Ych 1.9 16

(2012-1994)
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83 rriteriaIforIgeneIidentificationIandIfeaturesIofIgenomeIorganizationiIanalysisIofIeWdIôbIofIsγpI
sequenceIfromIhumanIchromosomeIa_WIGeneUI2000UIacfUIa_dVba 3.8 16

82 xdentificationIofIcisVactingIelementsIinvolvedIinIanIalternativeIsplicingIofItheIamyloidIprecursorI
proteinIQpPPRIgeneWIGeneUI1996UI_fdUIaYbVg 3.8 16

81 tmergenceIofIStaphylococcusIaureusIcarryingImultipleIdrugIresistanceIgenesIonIaIplasmidI
encodingIexfoliativeItoxinIqWIAntimicrobialdAgentsdanddChemotherapyUI2013UIdfUIe_b_VcY 5.9 15

80 uamilialI_cVôbIdeletionIatIa_q__WaVqa_WbIandIvariableIphenotypicIexpressionWIJournaldofdHumand
GeneticsUI2002UIcfUId__Ve 4.3 15

79 xdentificationIofItwoInovelIprimateVspecificIgenesIinIsSrRWIDNAdResearchUI2002UIhUIghVhf 4.5 15

78 TwoItypesIofIcoagulogenImRγpsIfoundIinIhorseshoeIcrabIQTachypleusItridentatusRIhemocytesiI
molecularIcloningIandInucleotideIsequencesWIJournaldofdBiochemistryUI1986UI_YYUIa_bVaY 3.1 15

77 Tw_IcellVinducingIstrainIidentifiedIfromItheIsmallIintestinalImucosaIofIpatientsIwithIrrohnPsI
diseaseWIGutdMicrobesUI2020UI_aUI_fggghg 8.8 15

76 PrebioticsIprotectIagainstIacuteIgraftVversusVhostIdiseaseIandIpreserveItheIgutImicrobiotaIinIstemI
cellItransplantationWIBlooddAdvancesUI2020UIcUIceYfVce_f 7.8 15

75 UniqueIpioneerImicrobialIcommunitiesIexposedItoIvolcanicIsulfurIdioxideWIScientificdReportsUI2016UI
eUI_hegf 4.9 15

74 TheIL_IfamilyIQzpnxIfamilyRIsequenceInearItheIbPIendIofIhumanIbetaVglobinIgeneImayIhaveIbeenI
derivedIfromIanIactiveIL_IsequenceWINucleicdAcidsdResearchUI1987UI_dUIcYYfVaY 20.1 14

73 LactobacillusIkosoiIspWInovWUIaIfructophilicIspeciesIisolatedIfromIkˆ·soUIaIyapaneseIsugarVvegetableI
fermentedIbeverageWIAntoniedVandLeeuwenhoekUI2018UI___UI__chV__de 2.1 13

72 TheIidentificationIandIfunctionalIimplicationsIofIhumanVspecificIKfixedKIaminoIacidIsubstitutionsIinI
theIglutamateIreceptorIfamilyWIBMCdEvolutionarydBiologyUI2009UIhUIaac 3 13

71 ronfoundingIeffectsIofImicrobiomeIonItheIsusceptibilityIofITγuSu_dItoIrrohnPsIdiseaseIinItheI
RyukyuIxslandsWIHumandGeneticsUI2017UI_beUIbgfVbhf 6.3 12

70 pncientIsγpIanalysisIofIfoodIremainsIinIhumanIdentalIcalculusIfromItheItdoIperiodUIyapanWIPLoSd
ONEUI2020UI_dUIeYaaeedc 3.7 12

69
romparativeIanalysisIofIproteolyticIenzymesIneedIforIprocessingIofIantihypertensiveIpeptidesI
betweenILactobacillusIhelveticusIrôcIandIsPrcdf_WIJournaldofdBiosciencedanddBioengineeringUI2013
UI__dUIaceVda

3.3 12

68 RevealingImicrobialIcommunityIstructuresIinIlargeVIandIsmallVscaleIactivatedIsludgeIsystemsIbyI
barcodedIpyrosequencingIofI_eSIrRγpIgeneWIWaterdSciencedanddTechnologyUI2012UIeeUIa_ddVe_ 2.2 12

67 LactobacillusIequicursorisIspWInovWUIisolatedIfromItheIfaecesIofIaIthoroughbredIracehorseWI
InternationaldJournaldofdSystematicdanddEvolutionarydMicrobiologyUI2010UIeYUI_YhV__a 2.2 11

66 rompleteIgenomeIsequenceIofItheIdenitrifyingIandIγQaRδVreducingIbacteriumIPseudogulbenkianiaI
spWIstrainIγwgqWIJournaldofdBacteriologyUI2011UI_hbUIebhdVe 3.5 11
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65 rompleteIgenomicIsequenceIofItheIδVdesmethylangolensinVproducingIbacteriumIrlostridiumIrRγpI
clusterIXxVaIstrainISYgd_hUIisolatedIfromIadultIhumanIintestineWIJournaldofdBacteriologyUI2011UI_hbUIddegVh3.5 11

64 pIa_YVkbIsegmentIofItandemIrepeatsIandIretroelementsIlocatedIbetweenIimprintedIsubdomainsI
ofImouseIdistalIchromosomeIfWIDNAdResearchUI2004UI__UIbadVbc 4.5 11

63 TrimeresurusIflavoviridisIvenomIglandIphospholipaseIpaIisozymesIgenesIhaveIevolvedIviaI
acceleratedIsubstitutionsWIJournaldofdMoleculardRecognitionUI1995UIgUIcYVe 2.6 10

62 dVpminosalicylicIacidIintoleranceIisIassociatedIwithIaIriskIofIadverseIclinicalIoutcomesIandIdysbiosisI
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