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n Paper IF Citations

191 RoaryjJrapidJlargeWscaleJprokaryoteJpanJgenomeJanalysisYJBioinformaticsVJ2015VJcaVJcfiaWc 7.2 1949

190 sompleteJgenomeJsequenceJofJaJmultipleJdrugJresistantJSalmonellaJentericaJserovarJTyphiJsTahYJ
NatureVJ2001VJdacVJhdhWeb 50.4 1010

189 wenomeJsequenceJofJYersiniaJpestisVJtheJcausativeJagentJofJplagueYJNatureVJ2001VJdacVJebcWg 50.4 1003

188 uvolutionJofJMRSqJduringJhospitalJtransmissionJandJintercontinentalJspreadYJScienceVJ2010VJcbgVJdfiWgd 33.3 858

187 somparativeJanalysisJofJtheJgenomeJsequencesJofJrordetellaJpertussisVJrordetellaJparapertussisJ
andJrordetellaJbronchisepticaYJNaturedGeneticsVJ2003VJceVJcbWd_ 36.3 787

186
sompleteJgenomesJofJtwoJclinicalJStaphylococcusJaureusJstrainsjJevidenceJforJtheJrapidJevolutionJ
ofJvirulenceJandJdrugJresistanceYJProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaVJ2004VJa_aVJighfWia

11.5 717

185 TheJmultidrugWresistantJhumanJpathogenJslostridiumJdifficileJhasJaJhighlyJmobileVJmosaicJgenomeYJ
NaturedGeneticsVJ2006VJchVJggiWhf 36.3 679

184 MeticillinWresistantJStaphylococcusJaureusJwithJaJnovelJmecqJhomologueJinJhumanJandJbovineJ
populationsJinJtheJUβJandJtenmarkjJaJdescriptiveJstudyYJLancetdInfectiousdDiseasesrdTheVJ2011VJaaVJeieWf_c25.5 617

183 wenomicJplasticityJofJtheJcausativeJagentJofJmelioidosisVJrurkholderiaJpseudomalleiYJProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaVJ2004VJa_aVJadbd_We 11.5 569

182 RapidJwholeWgenomeJsequencingJforJinvestigationJofJaJneonatalJMRSqJoutbreakYJNewdEnglandd
JournaldofdMedicineVJ2012VJcffVJbbfgWge 59.2 480

181 QuorumWsensingJcrossJtalkjJisolationJandJchemicalJcharacterizationJofJcyclicJdipeptidesJfromJ
PseudomonasJaeruginosaJandJotherJgramWnegativeJbacteriaYJMoleculardMicrobiologyVJ1999VJccVJabedWff 4.1 421

180 WholeWgenomeJsequencingJforJanalysisJofJanJoutbreakJofJmeticillinWresistantJStaphylococcusJ
aureusjJaJdescriptiveJstudyYJLancetdInfectiousdDiseasesrdTheVJ2013VJacVJac_Wf 25.5 414

179 RoutineJuseJofJmicrobialJwholeJgenomeJsequencingJinJdiagnosticJandJpublicJhealthJmicrobiologyYJ
PLoSdPathogensVJ2012VJhVJea__bhbd 7.6 358

178
wenomeJsequenceJofJtheJenterobacterialJphytopathogenJurwiniaJcarotovoraJsubspYJatrosepticaJ
andJcharacterizationJofJvirulenceJfactorsYJProceedingsdofdthedNationaldAcademydofdSciencesdofdthed
UniteddStatesdofdAmericaVJ2004VJa_aVJaaa_eWa_

11.5 328

177 qJgenomicJportraitJofJtheJemergenceVJevolutionVJandJglobalJspreadJofJaJmethicillinWresistantJ
StaphylococcusJaureusJpandemicYJGenomedResearchVJ2013VJbcVJfecWfd 9.7 325

176 somparisonsJofJdNZdSJareJtimeJdependentJforJcloselyJrelatedJbacterialJgenomesYJJournaldofd
TheoreticaldBiologyVJ2006VJbciVJbbfWce 2.3 313

175 StaphylococcusJaureusjJsuperbugVJsuperJgenomeoYJTrendsdindMicrobiologyVJ2004VJabVJcghWhe 12.4 304
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174 TheJglobalJposttranscriptionalJregulatorJRsmqJmodulatesJproductionJofJvirulenceJdeterminantsJ
andJNWacylhomoserineJlactonesJinJPseudomonasJaeruginosaYJJournaldofdBacteriologyVJ2001VJahcVJffgfWhc3.5 291

173 LuxSjJitsJroleJinJcentralJmetabolismJandJtheJinJvitroJsynthesisJofJ
dWhydroxyWeWmethylWcRbxSWfuranoneYJMicrobiologydmUniteddKingdomnVJ2002VJadhVJi_iWibb 2.9 276

172 MicroreactjJvisualizingJandJsharingJdataJforJgenomicJepidemiologyJandJphylogeographyYJMicrobiald
GenomicsVJ2016VJbVJe____ic 4.4 271

171 TheJroleJofJwholeJgenomeJsequencingJinJantimicrobialJsusceptibilityJtestingJofJbacteriajJreportJ
fromJtheJuUsqSTJSubcommitteeYJClinicaldMicrobiologydanddInfectionVJ2017VJbcVJbWbb 9.5 270

170 TheJgenomeJofJrurkholderiaJcenocepaciaJzbcaeVJanJepidemicJpathogenJofJcysticJfibrosisJpatientsYJ
JournaldofdBacteriologyVJ2009VJaiaVJbfaWgg 3.5 270

169 TheJcompleteJgenomeJsequenceJandJanalysisJofJsorynebacteriumJdiphtheriaeJNsTsacabiYJNucleicd
AcidsdResearchVJ2003VJcaVJfeafWbc 20.1 255

168 sompleteJsequenceJandJorganizationJofJprtoxisVJtheJtoxinWcodingJplasmidJofJracillusJthuringiensisJ
subspYJisraelensisYJApplieddanddEnvironmentaldMicrobiologyVJ2002VJfhVJe_hbWie 4.8 240

167 uxtensiveJtNqJinversionsJinJtheJrYJfragilisJgenomeJcontrolJvariableJgeneJexpressionYJScienceVJ2005VJ
c_gVJadfcWe 33.3 233

166 sompleteJgenomeJsequenceJandJlyticJphaseJtranscriptionJprofileJofJaJsoccolithovirusYJScienceVJ2005
VJc_iVJa_i_Wb 33.3 229

165 wenomeJsequenceJofJaJproteolyticJRwroupJySJslostridiumJbotulinumJstrainJxallJqJandJcomparativeJ
analysisJofJtheJclostridialJgenomesYJGenomedResearchVJ2007VJagVJa_hbWib 9.7 205

164 TheJcompleteJgenomeJsequenceJandJcomparativeJgenomeJanalysisJofJtheJhighJpathogenicityJ
YersiniaJenterocoliticaJstrainJh_haYJPLoSdGeneticsVJ2006VJbVJeb_f 6 192

163 wenetrWWanJannotationJdatabaseJforJpathogensYJNucleicdAcidsdResearchVJ2012VJd_VJtihWa_h 20.1 186

162 RapidJevolutionJofJvirulenceJandJdrugJresistanceJinJtheJemergingJzoonoticJpathogenJStreptococcusJ
suisYJPLoSdONEVJ2009VJdVJef_gb 3.7 183

161 WholeJgenomeJsequencingJidentifiesJzoonoticJtransmissionJofJMRSqJisolatesJwithJtheJnovelJmecqJ
homologueJmecsYJEMBOdMoleculardMedicineVJ2013VJeVJe_iWae 12 166

160 StructureVJactivityJandJevolutionJofJtheJgroupJyJthiolactoneJpeptideJquorumWsensingJsystemJofJ
StaphylococcusJaureusYJMoleculardMicrobiologyVJ2001VJdaVJe_cWab 4.1 163

159 wenomicJevidenceJforJtheJevolutionJofJStreptococcusJequijJhostJrestrictionVJincreasedJvirulenceVJ
andJgeneticJexchangeJwithJhumanJpathogensYJPLoSdPathogensVJ2009VJeVJea___cdf 7.6 160

158 ReWannotationJandJreWanalysisJofJtheJsampylobacterJjejuniJNsTsaaafhJgenomeJsequenceYJBMCd
GenomicsVJ2007VJhVJafb 4.5 160

157 UnderstandingJtheJriseJofJtheJsuperbugjJinvestigationJofJtheJevolutionJandJgenomicJvariationJofJ
StaphylococcusJaureusYJFunctionaldanddIntegrativedGenomicsVJ2006VJfVJahfWb_a 3.8 156
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156 shlamydiaJtrachomatisjJgenomeJsequenceJanalysisJofJlymphogranulomaJvenereumJisolatesYJ
GenomedResearchVJ2008VJahVJafaWga 9.7 154

155 RapidJbacterialJwholeWgenomeJsequencingJtoJenhanceJdiagnosticJandJpublicJhealthJmicrobiologyYJ
JAMAdInternaldMedicineVJ2013VJagcVJacigWd_d 11.5 152

154
wenomeJsequenceJofJaJrecentlyJemergedVJhighlyJtransmissibleVJmultiWantibioticWJandJ
antisepticWresistantJvariantJofJmethicillinWresistantJStaphylococcusJaureusVJsequenceJtypeJbciJRTWSYJ
JournaldofdBacteriologyVJ2010VJaibVJhhhWib

3.5 150

153 StreptococcusJagalactiaeJclonesJinfectingJhumansJwereJselectedJandJfixedJthroughJtheJextensiveJ
useJofJtetracyclineYJNaturedCommunicationsVJ2014VJeVJdedd 17.4 144

152 TheJshlamydophilaJabortusJgenomeJsequenceJrevealsJanJarrayJofJvariableJproteinsJthatJcontributeJ
toJinterspeciesJvariationYJGenomedResearchVJ2005VJaeVJfbiWd_ 9.7 144

151
MolecularJtracingJofJtheJemergenceVJadaptationVJandJtransmissionJofJhospitalWassociatedJ
methicillinWresistantJStaphylococcusJaureusYJProceedingsdofdthedNationaldAcademydofdSciencesdofdthed
UniteddStatesdofdAmericaVJ2012VJa_iVJia_gWab

11.5 138

150 WholeWwenomeJSequencingJforJRoutineJPathogenJSurveillanceJinJPublicJxealthjJaJPopulationJ
SnapshotJofJynvasiveJStaphylococcusJaureusJinJuuropeYJMBioVJ2016VJgVJ 7.8 135

149 PredictingJtheJvirulenceJofJMRSqJfromJitsJgenomeJsequenceYJGenomedResearchVJ2014VJbdVJhciWdi 9.7 126

148 MethicillinWresistantJStaphylococcusJaureusJemergedJlongJbeforeJtheJintroductionJofJmethicillinJ
intoJclinicalJpracticeYJGenomedBiologyVJ2017VJahVJac_ 18.3 121

147
MolecularJtracingJofJtheJemergenceVJdiversificationVJandJtransmissionJofJSYJaureusJsequenceJtypeJhJ
inJaJNewJYorkJcommunityYJProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaVJ2014VJaaaVJfgchWdc

11.5 121

146 qJveryJearlyWbranchingJStaphylococcusJaureusJlineageJlackingJtheJcarotenoidJpigmentJ
staphyloxanthinYJGenomedBiologydanddEvolutionVJ2011VJcVJhhaWie 3.9 119

145 wuidelinesJforJreportingJnovelJmecqJgeneJhomologuesYJAntimicrobialdAgentsdanddChemotherapyVJ
2012VJefVJdiigWi 5.9 119

144 qJsingleJmultilocusJsequenceJtypingJRMLSTSJschemeJforJsevenJpathogenicJLeptospiraJspeciesYJPLoSd
NeglecteddTropicaldDiseasesVJ2013VJgVJeaied 4.8 118

143 umergenceJofJscarletJfeverJStreptococcusJpyogenesJemmabJclonesJinJxongJβongJisJassociatedJwithJ
toxinJacquisitionJandJmultidrugJresistanceYJNaturedGeneticsVJ2015VJdgVJhdWg 36.3 103

142
somparativeJgenomicsJofJvancomycinWresistantJStaphylococcusJaureusJstrainsJandJtheirJpositionsJ
withinJtheJcladeJmostJcommonlyJassociatedJwithJMethicillinWresistantJSYJaureusJhospitalWacquiredJ
infectionJinJtheJUnitedJStatesYJMBioVJ2012VJcVJ

7.8 97

141 umergenceJofJaJNewJxighlyJSuccessfulJqcapsularJwroupJqJStreptococcusJsladeJofJwenotypeJ
emmhiJinJtheJUnitedJβingdomYJMBioVJ2015VJfVJe__fbb 7.8 93

140 wenomicJsignaturesJofJhumanJandJanimalJdiseaseJinJtheJzoonoticJpathogenJStreptococcusJsuisYJ
NaturedCommunicationsVJ2015VJfVJfgd_ 17.4 89

139 PropertiesJofJaJnovelJPrPbqJproteinJhomologJfromJStaphylococcusJaureusJstrainJLwqbeaJandJitsJ
contributionJtoJtheJ˛†WlactamWresistantJphenotypeYJJournaldofdBiologicaldChemistryVJ2012VJbhgVJcfhedWfc 5.4 89
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138 wlobalJandJregionalJdisseminationJandJevolutionJofJrurkholderiaJpseudomalleiYJNaturedMicrobiology
VJ2017VJbVJafbfc 26.6 87

137 vunctionalJanalysisJofJluxSJinJStaphylococcusJaureusJrevealsJaJroleJinJmetabolismJbutJnotJquorumJ
sensingYJJournaldofdBacteriologyVJ2006VJahhVJbhheWig 3.5 87

136 sapturingJtheJcloudJofJdiversityJrevealsJcomplexityJandJheterogeneityJofJMRSqJcarriageVJinfectionJ
andJtransmissionYJNaturedCommunicationsVJ2015VJfVJfef_ 17.4 83

135 PhylogeographicJvariationJinJrecombinationJratesJwithinJaJglobalJcloneJofJmethicillinWresistantJ
StaphylococcusJaureusYJGenomedBiologyVJ2012VJacVJRabf 18.3 82

134 weneJexchangeJdrivesJtheJecologicalJsuccessJofJaJmultiWhostJbacterialJpathogenYJNaturedEcologydandd
EvolutionVJ2018VJbVJadfhWadgh 12.3 80

133
wenomicJinsightsJintoJtheJemergenceJandJspreadJofJinternationalJclonesJofJhealthcareWVJcommunityWJ
andJlivestockWassociatedJmeticillinWresistantJStaphylococcusJaureusjJrlurringJofJtheJtraditionalJ
definitionsYJJournaldofdGlobaldAntimicrobialdResistanceVJ2016VJfVJieWa_a

3.4 80

132 TheJgenomeJsequenceJofJtheJfishJpathogenJqliivibrioJsalmonicidaJstrainJLvyabchJshowsJextensiveJ
evidenceJofJgeneJdecayYJBMCdGenomicsVJ2008VJiVJfaf 4.5 77

131 uvolutionaryJTradeWOffsJUnderlieJtheJMultiWfacetedJVirulenceJofJStaphylococcusJaureusYJPLoSd
BiologyVJ2015VJacVJea__bbbi 9.7 76

130 uvolutionaryJdynamicsJofJmethicillinWresistantJStaphylococcusJaureusJwithinJaJhealthcareJsystemYJ
GenomedBiologyVJ2015VJafVJha 18.3 76

129 tesignVJvalidationVJandJapplicationJofJaJsevenWstrainJStaphylococcusJaureusJPsRJproductJmicroarrayJ
forJcomparativeJgenomicsYJApplieddanddEnvironmentaldMicrobiologyVJ2005VJgaVJge_dWad 4.8 76

128 wenomeJsequencingJdefinesJphylogenyJandJspreadJofJmethicillinWresistantJStaphylococcusJaureusJ
inJaJhighJtransmissionJsettingYJGenomedResearchVJ2015VJbeVJaaaWh 9.7 75

127
qntimicrobialJresistanceJtoJceftazidimeJinvolvingJlossJofJpenicillinWbindingJproteinJcJinJrurkholderiaJ
pseudomalleiYJProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaVJ2011
VJa_hVJagafeWg_

11.5 73

126 wenomeJsequenceJofJStaphylococcusJlugdunensisJNib_adcJallowsJidentificationJofJputativeJ
colonizationJandJvirulenceJfactorsYJFEMSdMicrobiologydLettersVJ2011VJcbbVJf_Wg 2.9 73

125 uvidenceJforJnicheJadaptationJinJtheJgenomeJofJtheJbovineJpathogenJStreptococcusJuberisYJBMCd
GenomicsVJ2009VJa_VJed 4.5 73

124 TheJimpactJofJrecombinationJonJdNZdSJwithinJrecentlyJemergedJbacterialJclonesYJPLoSdPathogensVJ
2011VJgVJea__babi 7.6 71

123 qJsharedJpopulationJofJepidemicJmethicillinWresistantJStaphylococcusJaureusJaeJcirculatesJinJ
humansJandJcompanionJanimalsYJMBioVJ2014VJeVJe__iheWac 7.8 70

122 NonrandomJdistributionJofJrurkholderiaJpseudomalleiJclonesJinJrelationJtoJgeographicalJlocationJ
andJvirulenceYJJournaldofdClinicaldMicrobiologyVJ2006VJddVJbeecWg 9.7 68

121 TheJweJdomainjJaJpotentialJNWacetylglucosamineJrecognitionJdomainJinvolvedJinJbiofilmJformationYJ
BioinformaticsVJ2005VJbaVJac_aWc 7.2 68
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120 qtlasJofJgroupJqJstreptococcalJvaccineJcandidatesJcompiledJusingJlargeWscaleJcomparativeJ
genomicsYJNaturedGeneticsVJ2019VJeaVJa_ceWa_dc 36.3 67

119
weneJexpressionJchangesJlinkedJtoJantimicrobialJresistanceVJoxidativeJstressVJironJdepletionJandJ
retainedJmotilityJareJobservedJwhenJrurkholderiaJcenocepaciaJgrowsJinJcysticJfibrosisJsputumYJBMCd
InfectiousdDiseasesVJ2008VJhVJaba

4 67

118
NovelJmutationsJinJpenicillinWbindingJproteinJgenesJinJclinicalJStaphylococcusJaureusJisolatesJthatJ
areJmethicillinJresistantJonJsusceptibilityJtestingVJbutJlackJtheJmecJgeneYJJournaldofdAntimicrobiald
ChemotherapyVJ2014VJfiVJeidWg

5.1 65

117 qJnovelJhybridJSssmecWmecsJregionJinJStaphylococcusJsciuriYJJournaldofdAntimicrobiald
ChemotherapyVJ2014VJfiVJiaaWh 5.1 62

116 sompleteJgenomeJofJacuteJrheumaticJfeverWassociatedJserotypeJMeJStreptococcusJpyogenesJstrainJ
manfredoYJJournaldofdBacteriologyVJ2007VJahiVJadgcWg 3.5 61

115 qJStaphylococcusJxylosusJisolateJwithJaJnewJmecsJallotypeYJAntimicrobialdAgentsdanddChemotherapyVJ
2013VJegVJaebdWh 5.9 58

114 ynnateJimmunityYJqJSpaetzleWlikeJroleJforJnerveJgrowthJfactorJ˛†JinJvertebrateJimmunityJtoJ
StaphylococcusJaureusYJScienceVJ2014VJcdfVJfdaWfdf 33.3 55

113 uvolutionaryJhistoryJofJtheJsoccolithoviridaeYJMoleculardBiologydanddEvolutionVJ2006VJbcVJhfWib 8.3 54

112 rurkholderiaJpseudomalleiJgenomeJplasticityJassociatedJwithJgenomicJislandJvariationYJBMCd
GenomicsVJ2008VJiVJai_ 4.5 52

111
b_aeJupidemicJofJSevereJStreptococcusJagalactiaeJSequenceJTypeJbhcJynfectionsJinJSingaporeJ
qssociatedJWithJtheJsonsumptionJofJRawJvreshwaterJvishjJqJtetailedJqnalysisJofJslinicalVJ
upidemiologicalVJandJracterialJSequencingJtataYJClinicaldInfectiousdDiseasesVJ2017VJfdVJSadeWSaeb

11.6 51

110 NovelJdeterminantsJofJantibioticJresistancejJidentificationJofJmutatedJlociJinJhighlyJ
methicillinWresistantJsubpopulationsJofJmethicillinWresistantJStaphylococcusJaureusYJMBioVJ2014VJeVJe_a___7.8 51

109 TheJussZTypeJVyyJsecretionJsystemJofJStaphylococcusJaureusJshowsJunexpectedJgeneticJdiversityYJ
BMCdGenomicsVJ2016VJagVJbbb 4.5 51

108 somparativeJwholeJgenomeJsequenceJanalysisJofJtheJcarcinogenicJbacterialJmodelJpathogenJ
xelicobacterJfelisYJGenomedBiologydanddEvolutionVJ2011VJcVJc_bWh 3.9 48

107 ydentificationJofJthreeJnovelJsuperantigenWencodingJgenesJinJStreptococcusJequiJsubspYJ
zooepidemicusVJszevVJszeNVJandJszePYJInfectiondanddImmunityVJ2010VJghVJdhagWbg 3.7 46

106 srypticJcarbapenemJantibioticJproductionJgenesJareJwidespreadJinJurwiniaJcarotovorajJfacileJtransJ
activationJbyJtheJcarRJtranscriptionalJregulatorYJMicrobiologydmUniteddKingdomnVJ1998VJaddJRJPtJfSVJadieWae_h2.9 46

105 wenomeJspecializationJandJdecayJofJtheJstranglesJpathogenVJStreptococcusJequiVJisJdrivenJbyJ
persistentJinfectionYJGenomedResearchVJ2015VJbeVJacf_Wga 9.7 45

104 ProposalJofJserovarsJagJandJahJofJqctinobacillusJpleuropneumoniaeJbasedJonJserologicalJandJ
genotypicJanalysisYJVeterinarydMicrobiologyVJ2018VJbagVJaWf 3.3 45

103 qJnovelJstreptococcalJintegrativeJconjugativeJelementJinvolvedJinJironJacquisitionYJMoleculard
MicrobiologyVJ2008VJg_VJabgdWib 4.1 45
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102 NewJsignalJmoleculesJonJtheJquorumWsensingJblockYJTrendsdindMicrobiologyVJ2000VJhVJa_aWdkJ
discussionJa_cWd 12.4 44

101 rurkholderiaJpseudomalleiJsequencingJidentifiesJgenomicJcladesJwithJdistinctJrecombinationVJ
accessoryVJandJepigeneticJprofilesYJGenomedResearchVJ2015VJbeVJabiWda 9.7 43

100 RapidJsingleWcolonyJwholeWgenomeJsequencingJofJbacterialJpathogensYJJournaldofdAntimicrobiald
ChemotherapyVJ2014VJfiVJabgeWha 5.1 42

99 ruildingJaJgenomicJframeworkJforJprospectiveJMRSqJsurveillanceJinJtheJUnitedJβingdomJandJtheJ
RepublicJofJyrelandYJGenomedResearchVJ2016VJbfVJbfcWg_ 9.7 41

98 wenomicJepidemiologyJrevealsJmultipleJintroductionsJofJSqRSWsoVWbJfromJmainlandJuuropeJintoJ
ScotlandYJNaturedMicrobiologyVJ2021VJfVJaabWabb 26.6 39

97
WholeWgenomeJsequencingJconfirmsJthatJrurkholderiaJpseudomalleiJmultilocusJsequenceJtypesJ
commonJtoJbothJsambodiaJandJqustraliaJareJdueJtoJhomoplasyYJJournaldofdClinicaldMicrobiologyVJ
2015VJecVJcbcWf

9.7 37

96 xighJratesJofJhomologousJrecombinationJinJtheJmiteJendosymbiontJandJopportunisticJhumanJ
pathogenJOrientiaJtsutsugamushiYJPLoSdNeglecteddTropicaldDiseasesVJ2010VJdVJegeb 4.8 37

95 umergentJandJevolvingJantimicrobialJresistanceJcassettesJinJcommunityWassociatedJfusidicJacidJandJ
meticillinWresistantJStaphylococcusJaureusYJInternationaldJournaldofdAntimicrobialdAgentsVJ2015VJdeVJdggWhd14.3 34

94 MolecularJanalysisJofJanJoutbreakJofJlethalJpostpartumJsepsisJcausedJbyJStreptococcusJpyogenesYJ
JournaldofdClinicaldMicrobiologyVJ2013VJeaVJb_hiWie 9.7 34

93 WholeWgenomeJsequencingJrevealsJclonalJexpansionJofJmultiresistantJStaphylococcusJhaemolyticusJ
inJuuropeanJhospitalsYJJournaldofdAntimicrobialdChemotherapyVJ2014VJfiVJbib_Wg 5.1 33

92 rurkholderiaJxep_xagJautotransporterJRruxqSJproteinsJelicitJaJstrongJantibodyJresponseJduringJ
experimentalJglandersJbutJnotJhumanJmelioidosisYJBMCdMicrobiologyVJ2007VJgVJai 4.5 33

91 umergenceJofJmethicillinJresistanceJpredatesJtheJclinicalJuseJofJantibioticsYYJNatureVJ2022VJ 50.4 33

90 WholeJwenomeJSequencingJforJSurveillanceJofJqntimicrobialJResistanceJinYJFrontiersdindMicrobiology
VJ2017VJhVJcaa 5.7 31

89 MultiplexJPsRJassayJforJunequivocalJdifferentiationJofJqctinobacillusJpleuropneumoniaeJserovarsJaJ
toJcVJeJtoJhVJa_VJandJabYJJournaldofdClinicaldMicrobiologyVJ2014VJebVJbch_We 9.7 30

88 TheJuseJofJgenomeJwideJassociationJmethodsJtoJinvestigateJpathogenicityVJpopulationJstructureJ
andJserovarJinJxaemophilusJparasuisYJBMCdGenomicsVJ2014VJaeVJaagi 4.5 29

87 tevelopmentJofJaJMultilocusJSequenceJTypingJSchemeJforJMolecularJTypingJofJMycoplasmaJ
pneumoniaeYJJournaldofdClinicaldMicrobiologyVJ2015VJecVJcaieWb_c 9.7 28

86 TJsellJymmunityJtoJtheJqlkylJxydroperoxideJReductaseJofJrurkholderiaJpseudomalleijJqJsorrelateJofJ
tiseaseJOutcomeJinJqcuteJMelioidosisYJJournaldofdImmunologyVJ2015VJaidVJdhadWbd 5.3 28

85
somparativeJsequenceJanalysisJofJtheJcapsularJpolysaccharideJlociJofJqctinobacillusJ
pleuropneumoniaeJserovarsJaWahVJandJdevelopmentJofJtwoJmultiplexJPsRsJforJcomprehensiveJ
capsuleJtypingYJVeterinarydMicrobiologyVJ2018VJbb_VJhcWhi

3.3 28

(2018-2000)

7



84 sharacterizationJofJpneumoniaJdueJtoJStreptococcusJequiJsubspYJzooepidemicusJinJdogsYJVaccined
JournalVJ2010VJagVJagi_Wf 28

83 sharacterisationJofJaJmobilisableJplasmidJconferringJflorfenicolJandJchloramphenicolJresistanceJinJ
qctinobacillusJpleuropneumoniaeYJVeterinarydMicrobiologyVJ2015VJaghVJbgiWhb 3.3 27

82 yntegratingJwholeWgenomeJsequencingJwithinJtheJNationalJqntimicrobialJResistanceJSurveillanceJ
ProgramJinJtheJPhilippinesYJNaturedCommunicationsVJ2020VJaaVJbgai 17.4 27

81
OldJtrugsJToJTreatJResistantJrugsjJMethicillinWResistantJStaphylococcusJaureusJysolatesJwithJmecsJ
qreJSusceptibleJtoJaJsombinationJofJPenicillinJandJslavulanicJqcidYJAntimicrobialdAgentsdandd
ChemotherapyVJ2015VJeiVJgcifWd_d

5.9 26

80 TheJMicroevolutionJandJupidemiologyJofJStaphylococcusJaureusJsolonizationJduringJqtopicJuczemaJ
tiseaseJvlareYJJournaldofdInvestigativedDermatologyVJ2018VJachVJccfWcdc 4.3 25

79 wenomicJidentificationJofJcrypticJsusceptibilityJtoJpenicillinsJandJ˛†WlactamaseJinhibitorsJinJ
methicillinWresistantJStaphylococcusJaureusYJNaturedMicrobiologyVJ2019VJdVJafh_Wafia 26.6 24

78 ZeroJtoleranceJforJhealthcareWassociatedJMRSqJbacteraemiajJisJitJrealisticoYJJournaldofdAntimicrobiald
ChemotherapyVJ2014VJfiVJbbchWde 5.1 24

77 ydentificationJofJdfrqadJinJtwoJdistinctJplasmidsJconferringJtrimethoprimJresistanceJinJ
qctinobacillusJpleuropneumoniaeYJJournaldofdAntimicrobialdChemotherapyVJ2015VJg_VJbbagWbb 5.1 23

76 wenomicsJofJNaturalJPopulationsJofJStaphylococcusJaureusYJAnnualdReviewdofdMicrobiologyVJ2016VJ
g_VJdeiWgh 17.5 23

75 MobileWweneticWulementWuncodedJxypertoleranceJtoJsopperJProtectsJStaphylococcusJaureusJfromJ
βillingJbyJxostJPhagocytesYJMBioVJ2018VJiVJ 7.8 23

74 PseudomonasJaeruginosaJintensiveJcareJunitJoutbreakjJwinnowingJofJtransmissionsJwithJmolecularJ
andJgenomicJtypingYJJournaldofdHospitaldInfectionVJ2018VJihVJbhbWbhh 6.9 22

73 MolecularJgeneticsJofJcarbapenemJantibioticJbiosynthesisYJAntoniedVandLeeuwenhoekVJ1999VJgeVJaceWda 2.1 22

72 uvolutionJandJwlobalJTransmissionJofJaJMultidrugWResistantVJsommunityWqssociatedJ
MethicillinWResistantJStaphylococcusJaureusJLineageJfromJtheJyndianJSubcontinentYJMBioVJ2019VJa_VJ 7.8 22

71 solonyJmorphologyJvariationJofJrurkholderiaJpseudomalleiJisJassociatedJwithJantigenicJvariationJ
andJOWpolysaccharideJmodificationYJInfectiondanddImmunityVJ2015VJhcVJbabgWch 3.7 21

70 wenomeWwideJanalysisJrevealsJlociJencodingJantiWmacrophageJfactorsJinJtheJhumanJpathogenJ
rurkholderiaJpseudomalleiJβifbdcYJPLoSdONEVJ2010VJeVJeaefic 3.7 21

69 PanWgenomicJperspectiveJonJtheJevolutionJofJtheJUSqc__JepidemicYJMicrobialdGenomicsVJ2016VJbVJe____eh4.4 21

68 TheJwidespreadJuseJofJtopicalJantimicrobialsJenrichesJforJresistanceJinJStaphylococcusJaureusJ
isolatedJfromJpatientsJwithJatopicJdermatitisYJBritishdJournaldofdDermatologyVJ2018VJagiVJieaWieh 4 20

67 MRSqJTransmissionJtynamicsJqmongJynterconnectedJqcuteVJyntermediateWTermVJandJLongWTermJ
xealthcareJvacilitiesJinJSingaporeYJClinicaldInfectiousdDiseasesVJ2017VJfdVJSgfWSha 11.6 20
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66 WholeWgenomeJsequencingJofJaJquarterWcenturyJmelioidosisJoutbreakJinJtemperateJqustraliaJ
uncoversJaJregionJofJlowWprevalenceJendemicityYJMicrobialdGenomicsVJ2016VJbVJe____fg 4.4 20

65 MicroevolutionJofJrurkholderiaJpseudomalleiJduringJanJacuteJinfectionYJJournaldofdClinicald
MicrobiologyVJ2014VJebVJcdahWba 9.7 19

64 WholeJgenomeJinvestigationJofJaJdivergentJcladeJofJtheJpathogenJStreptococcusJsuisYJFrontiersdind
MicrobiologyVJ2015VJfVJaaia 5.7 18

63
shlorhexidineJandJoctenidineJuseVJcarriageJofJqacJgenesVJandJreducedJantisepticJsusceptibilityJinJ
methicillinWresistantJStaphylococcusJaureusJisolatesJfromJaJhealthcareJnetworkYJClinicald
MicrobiologydanddInfectionVJ2019VJbeVJaaedYeaWaaedYeg

9.5 17

62 MolecularJepidemiologyJandJexpressionJofJcapsularJpolysaccharidesJinJStaphylococcusJaureusJ
clinicalJisolatesJinJtheJUnitedJStatesYJPLoSdONEVJ2019VJadVJe_b_hcef 3.7 17

61 weneticJanalysisJofJinvasiveJuscherichiaJcoliJinJScotlandJrevealsJdeterminantsJofJ
healthcareWassociatedJversusJcommunityWacquiredJinfectionsYJMicrobialdGenomicsVJ2018VJdVJ 4.4 17

60 sompleteJwenomeJSequenceJofJMytwbccaVJaJweneticallyJTractableJSerovarJhJslinicalJysolateJofJ
qctinobacillusJpleuropneumoniaeYJGenomedAnnouncementsVJ2016VJdVJ 16

59 wlobalJScaleJtisseminationJofJSTicjJqJtivergentJupidemicJLineageJThatJxasJRecentlyJumergedJ
vromJRemoteJNorthernJqustraliaYJFrontiersdindMicrobiologyVJ2018VJiVJadec 5.7 16

58 ynJvivoJevolutionJofJantimicrobialJresistanceJinJaJseriesJofJStaphylococcusJaureusJpatientJisolatesjJ
theJentireJpictureJorJaJcautionaryJtaleoYJJournaldofdAntimicrobialdChemotherapyVJ2014VJfiVJcfcWg 5.1 16

57 TheJStreptococcusJequiJprophageWencodedJproteinJSuQb_deJisJaJhyaluronanWspecificJhyaluronateJ
lyaseJthatJisJproducedJduringJequineJinfectionYJMicrobiologydmUniteddKingdomnVJ2009VJaeeVJddcWddi 2.9 16

56 ysuqplaVJanJyntegrativeJsonjugativeJulementJRelatedJtoJysuxina_efVJydentifiedJinJtheJPigJPathogenJ
qctinobacillusJpleuropneumoniaeYJFrontiersdindMicrobiologyVJ2016VJgVJha_ 5.7 16

55 SingleWmoleculeJsequencingJrevealsJtheJmolecularJbasisJofJmultidrugWresistanceJinJSTggbJ
methicillinWresistantJStaphylococcusJaureusYJBMCdGenomicsVJ2015VJafVJchh 4.5 15

54 vunctionalJanalysisJofJtheJusarJcomponentJofJtheJTypeJVyyJsecretionJsystemYJMicrobiologydmUnitedd
KingdomnVJ2017VJafcVJaheaWahfc 2.9 15

53 wenomicJtissectionJofJanJycelandicJupidemicJofJRespiratoryJtiseaseJinJxorsesJandJqssociatedJ
ZoonoticJsasesYJMBioVJ2017VJhVJ 7.8 13

52 PathogenomicsJofJnonWpathogensYJNaturedReviewsdMicrobiologyVJ2004VJbVJia 22.2 13

51 PopulationJgeneticJstructuringJofJmethicillinWresistantJcloneJuMRSqWaeJwithinJUβJreflectsJpatientJ
referralJpatternsYJMicrobialdGenomicsVJ2017VJcVJe___aac 4.4 12

50 SuperantigenicJactivityJofJemmcJStreptococcusJpyogenesJisJabrogatedJbyJaJconservedVJnaturallyJ
occurringJsmeZJmutationYJPLoSdONEVJ2012VJgVJedfcgf 3.7 11

49 ymprovedJcharacterisationJofJMRSqJtransmissionJusingJwithinWhostJbacterialJsequenceJdiversityYJ
ELifeVJ2019VJhVJ 8.9 11

(2019-2016)
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48 xaemWironJplaysJaJkeyJroleJinJtheJregulationJofJtheJussZtypeJVyyJsecretionJsystemJofJStaphylococcusJ
aureusJRNfci_YJMicrobiologydmUniteddKingdomnVJ2017VJafcVJahciWahe_ 2.9 11

47 unhancedJnasopharyngealJinfectionJandJsheddingJassociatedJwithJanJepidemicJlineageJofJemmcJ
groupJqJStreptococcusYJVirulenceVJ2017VJhVJaci_Wad__ 4.7 10

46
qrginineJcatabolicJmobileJelementJinJmethicillinWresistantJStaphylococcusJaureusJRMRSqSJclonalJ
groupJSTbciWMRSqWyyyJisolatesJinJSingaporejJimplicationsJforJPsRWbasedJscreeningJtestsYJ
AntimicrobialdAgentsdanddChemotherapyVJ2013VJegVJaefcWd

5.9 10

45 weneticJvariationJassociatedJwithJinfectionJandJtheJenvironmentJinJtheJaccidentalJpathogenYJ
CommunicationsdBiologyVJ2019VJbVJdbh 6.7 9

44 WholeWgenomeJsequencingJtoJinvestigateJaJnonWclonalJmelioidosisJclusterJonJaJremoteJqustralianJ
islandYJMicrobialdGenomicsVJ2017VJcVJe___aag 4.4 8

43 TheJumergenceJofJSuccessfulJStreptococcusJpyogenesJLineagesJthroughJsonvergentJPathwaysJofJ
sapsuleJLossJandJRecombinationJtirectingJxighJToxinJuxpressionYJMBioVJ2019VJa_VJ 7.8 8

42 qntimicrobialJresistanceJinJatopicJdermatitisjJNeedJforJanJurgentJrethinkYJAnnalsdofdAllergyrdAsthmad
anddImmunologyVJ2019VJabbVJbcfWbd_ 3.2 7

41 slinicalJperspectivesJinJintegratingJwholeWgenomeJsequencingJintoJtheJinvestigationJofJhealthcareJ
andJpublicJhealthJoutbreaksJWJhypeJorJhelpoYJJournaldofdHospitaldInfectionVJ2021VJa_iVJaWi 6.9 7

40 vittingJtheJnicheJbyJgenomicJadaptationYJNaturedReviewsdMicrobiologyVJ2003VJaVJibWc 22.2 6

39 OriginVJmaintenanceJandJspreadJofJantibioticJresistanceJgenesJwithinJplasmidsJandJchromosomesJofJ
bloodstreamJisolatesJofYJMicrobialdGenomicsVJ2020VJfVJ 4.4 6

38
qnJOutbreakJofJStreptococcusJpyogenesJinJaJMentalJxealthJvacilityjJqdvantageJofJWellWTimedJ
WholeWwenomeJSequencingJOverJemmJTypingYJInfectiondControldanddHospitaldEpidemiologyVJ2018VJ
ciVJhebWhf_

2 6

37 STcbfhjJaJgeographicallyJwidespreadJprimateJMRSqJcloneYJJournaldofdAntimicrobialdChemotherapyVJ
2017VJgbVJbd_aWbd_c 5.1 5

36 LweneJaccordionsLJcauseJgenotypicJandJphenotypicJheterogeneityJinJclonalJpopulationsJofJ
StaphylococcusJaureusYJNaturedCommunicationsVJ2020VJaaVJcebf 17.4 5

35 TheJmolecularJbasisJofJthioalcoholJproductionJinJhumanJbodyJodourYJScientificdReportsVJ2020VJa_VJabe__ 4.9 5

34 tispensingJqntibioticsJwithoutJPrescriptionJatJsommunityJPharmaciesJandJqccreditedJtrugJ
tispensingJOutletsJinJTanzaniajJqJsrossWSectionalJStudyYJAntibioticsVJ2021VJa_VJ 4.9 5

33 qJhighlyJconservedJcompleteJaccessoryJuscherichiaJcoliJtypeJyyyJsecretionJsystemJbJisJwidespreadJinJ
bloodstreamJisolatesJofJtheJSTfiJlineageYJScientificdReportsVJ2020VJa_VJdace 4.9 4

32 SeeJandJSequencejJyntegratingJWholeWwenomeJSequencingJWithinJtheJNationalJqntimicrobialJ
ResistanceJSurveillanceJProgramJinJtheJPhilippines 4

31
ProtocolJforJanJinterdisciplinaryJcrossWsectionalJstudyJinvestigatingJtheJsocialVJbiologicalJandJ
communityWlevelJdriversJofJantimicrobialJresistanceJRqMRSjJxolisticJqpproachJtoJUnravelJ
qntibacterialJResistanceJinJuastJqfricaJRxqTUqSYJBMJdOpenVJ2021VJaaVJe_dadah

3 4
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30 ucosystemJengineersJdriveJdifferingJmicrobialJcommunityJcompositionJinJintertidalJestuarineJ
sedimentsYJPLoSdONEVJ2021VJafVJe_bd_ieb 3.7 4

29 TurnerJetJalYJReplyJtoJLumergenceJofJtheJSameJSuccessfulJsladeJamongJtistinctJPopulationsJofJ
emmhiJStreptococcusJpyogenesJinJMultipleJweographicJRegionsLYJMBioVJ2015VJfVJe_ahhcWae 7.8 3

28 NaturallyJoccurringJpolymorphismsJinJtheJvirulenceJregulatorJRspJmodulateJStaphylococcusJaureusJ
survivalJinJbloodJandJantibioticJsusceptibilityYJMicrobiologydmUniteddKingdomnVJ2018VJafdVJaahiWaaie 2.9 3

27 wlobetrottingJstranglesjJtheJunbridledJnationalJandJinternationalJtransmissionJofJbetweenJhorsesYJ
MicrobialdGenomicsVJ2021VJgVJ 4.4 3

26 tistinctJevolutionaryJpatternsJofJNeisseriaJmeningitidisJserogroupJrJdiseaseJoutbreaksJatJtwoJ
universitiesJinJtheJUSqYJMicrobialdGenomicsVJ2018VJdVJ 4.4 3

25
ynvestigationJofJtwoJcasesJofJMycobacteriumJchelonaeJinfectionJinJhaematoWoncologyJpatientsJ
usingJwholeWgenomeJsequencingJandJaJpotentialJlinkJtoJtheJhospitalJwaterJsupplyYJJournaldofd
HospitaldInfectionVJ2021VJaadVJaaaWaaf

6.9 3

24 TheJwenomeJofJrurkholderiaJcenocepaciaJzbcaeVJanJupidemicJPathogenJofJsysticJvibrosisJPatientsYJ
JournaldofdBacteriologyVJ2009VJaiaVJbi_gWbi_g 3.5 2

23 TheJmagnificentJsevenYJTrendsdindMicrobiologyVJ2003VJaaVJabWd 12.4 2

22 TheJwlobalJPosttranscriptionalJRegulatorJRsmqJModulatesJProductionJofJVirulenceJteterminantsJ
andJNWqcylhomoserineJLactonesJinJPseudomonasJaeruginosaYJJournaldofdBacteriologyVJ2002VJahdVJcceWcce3.5 2

21 wenomicJqnalysisJofJwlobalJStrainsJRevealsJtistinctJLineagesJWithJtifferingJVirulenceJandJ
qntibioticJResistanceJweneJsontentYYJFrontiersdindMicrobiologyVJ2021VJabVJgieagc 5.7 2

20 TheJSqRSWsoVWbJqlphaJvariantJcausesJincreasedJclinicalJseverityJofJdisease 2

19 PanWResistomeJsharacterizationJofJUropathogenicJandJStrainsJsirculatingJinJUgandaJandJβenyaVJ
ysolatedJfromJb_agWb_ahYYJAntibioticsVJ2021VJa_VJ 4.9 2

18
traftJwenomeJSequencesJofJtheJTypeJStrainsJofJqctinobacillusJindolicusJRdfβbsSJandJqctinobacillusJ
porcinusJRNMcaiSVJTwoJNqtWtependentJracterialJSpeciesJvoundJinJtheJRespiratoryJTractJofJPigsYJ
MicrobiologydResourcedAnnouncementsVJ2020VJiVJ

1.3 1

17
tiversityJofJStreptococcusJequiJsubspYJzooepidemicusJstrainsJisolatedJfromJtheJSpanishJsheepJandJ
goatJpopulationJandJtheJidentificationVJfunctionJandJprevalenceJofJaJnovelJarbutinJutilisationJ
systemYJVeterinarydMicrobiologyVJ2017VJb_gVJbcaWbch

3.3 1

16 ShrinkingJgenomicsYJNaturedReviewsdMicrobiologyVJ2004VJbVJaa 22.2 1

15 TheJgoodVJtheJbadJandJtheJuglyoYJTrendsdindMicrobiologyVJ2003VJaaVJb_dWe 12.4 1

14 voodJforJthoughtYJNaturedReviewsdMicrobiologyVJ2005VJcVJiabWc 22.2 1

13 RationallyJdesignedJvectorsJforJfunctionalJgenomicJanalysisJofJandJotherJspeciesJbyJ
transposonWdirectedJinsertionWsiteJsequencingJRTratySSYJAnimaldDiseasesVJ2021VJaVJbi 1

(2021-2021)
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12 umergenceJofJoptrqWmediatedJlinezolidJresistanceJinJmultipleJlineagesJandJplasmidsJofJ
unterococcusJfaecalisJrevealedJbyJlongJreadJsequencing 1

11 PanWresistomeJcharacterizationJofJuropathogenicJuscherichiaJcoliJandJβlebsiellaJpneumoniaeJstrainsJ
circulatingJinJUgandaJandJβenyaJisolatedJfromJb_agWb_ah 1

10 wenomicJSurveillanceJofJMethicillinWResistantJStaphylococcusJaureusJinJtheJPhilippinesJfromJb_acWb_ad 1

9 TheJemergenceJofJsuccessfulStreptococcusJpyogeneslineagesJthroughJconvergentJpathwaysJofJ
capsuleJlossJandJrecombinationJdirectingJhighJtoxinJexpression 1

8 TheJStaphylococcijJqJPostgenomicJViewab_Wad_ 1

7 SpeSjJqJNovelJSuperantigenJandJytsJPotentialJasJaJVaccineJqdjuvantJagainstJStranglesYJInternationald
JournaldofdMoleculardSciencesVJ2020VJbaVJ 6.3 1

6 wenomicJsurveillanceJofJmethicillinWresistantJinJtheJPhilippinesVJob_acWb_adYJWesterndPacificd
SurveillancedanddResponsedJournal:dWPSARVJ2021VJabVJfWaf 1 1

5
somparativeJepidemiologyJandJfactorsJassociatedJwithJmajorJhealthcareWassociatedJ
methicillinWresistantJStaphylococcusJaureusJclonesJamongJinterconnectedJacuteWVJintermediateWJandJ
longWtermJhealthcareJfacilitiesJinJSingaporeYJClinicaldMicrobiologydanddInfectionVJ2020VJ

9.5 1

4 wenomicJsurveillanceJofJinJtheJPhilippinesVJb_acWb_adYYJWesterndPacificdSurveillancedanddResponsed
Journal:dWPSARVJ2021VJabVJaWae 1 1

3 PinRJmediatesJtheJgenerationJofJreversibleJpopulationJdiversityJinJStreptococcusJzooepidemicusYJ
MicrobiologydmUniteddKingdomnVJ2015VJafaVJaa_eWaaab 2.9 0

2 wenomicJsurveillanceJofJinJtheJPhilippinesVJb_acWb_adYJWesterndPacificdSurveillancedanddResponsed
Journal:dWPSARVJ2021VJabVJagWbe 1 0

1 wenomicJsurveillanceJofJinJtheJPhilippinesVJb_acWb_adYJWesterndPacificdSurveillancedanddResponsed
Journal:dWPSARVJ2021VJabVJdWah 1
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