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h Paper IF Citations

211 PopulationLstructureLanalysisLandLlaboratoryLmonitoringLofLShigellaLbyLcoreYgenomeLmultilocusL
sequenceLtypingZZLNaturedCommunicationsXL2022XLceXLggc 17.4 4

210 yenomicLuharacteristicsLofLRecentlyLRecognizedLVibrioLcholeraeLwlLTorLLineagesLsssociatedLwithL
uholeraLinLtangladeshXLckkcLtoLdbciZZLMicrobiologydSpectrumXL2022XLebbekcdd 8.9 0

209 ylobalLphylogenyLofLTreponemaLpallidumLlineagesLrevealsLrecentLexpansionLandLspreadLofL
contemporaryLsyphilisZLNaturedMicrobiologyXL2021XLhXLcgfkYcghb 26.6 2

208 wvolutionaryLhistoriesLandLantimicrobialLresistanceLinLShigellaLflexneriLandLShigellaLsonneiLinL
SoutheastLssiaZLCommunicationsdBiologyXL2021XLfXLege 6.7 3

207 wpidemiologicLandLyenomicLReidentificationLofLYawsXLLiberiaZLEmergingdInfectiousdDiseasesXL2021XL
diXLccdeYcced 10.2 0

206 ProgressLtowardsLanLinducibleXLreplicationYproficientLtransposonLdeliveryLvectorLforZLWellcomed
OpendResearchXL2021XLhXLjd 4.8 2

205 ylobalLpopulationLstructureLandLgenotypingLframeworkLforLgenomicLsurveillanceLofLtheLmajorL
dysenteryLpathogenXLShigellaLsonneiZLNaturedCommunicationsXL2021XLcdXLdhjf 17.4 9

204 OngoingLevolutionLofLlymphogranulomaLvenereumlLexploringLtheLgenomicLdiversityLofLcirculatingL
strainsZLMicrobialdGenomicsXL2021XLiXL 4.4 1

203 uanineLbrucellosisLinLuostaLRicaLrevealsLwidespreadLtrucellaLcanisLinfectionLandLtheLrecentL
introductionLofLforeignLstrainsZLVeterinarydMicrobiologyXL2021XLdgiXLcbkbid 3.3 1

202 trucellaLspZLsequenceYtypeLdiLassociatedLwithLabortionLinLdwarfLspermLwhaleLβogiaLsimaZLEuropeand
JournaldofdWildlifedResearchXL2021XLhiXLc 2 3

201
SWeLrealisedLweLneededLaLnewLapproachSlLyovernmentLandLlawLenforcementLperspectivesLonLtheL
implementationLandLfutureLofLtheLdrugLdecriminalisationLpolicyLinLvietnamZLInternationaldJournaldofd
DrugdPolicyXL2021XLjiXLcbdkkb

5.5 2

200 sLcomprehensiveLandLhighYqualityLcollectionLofLgenomesLandLtheirLgenesZLMicrobialdGenomicsXL2021XL
iXL 4.4 12

199 vifferentLevolutionaryLtrendsLformLtheLtwilightLzoneLofLtheLbacterialLpanYgenomeZLMicrobiald
GenomicsXL2021XLiXL 4.4 3

198 yenomicsXLsocialLmediaLandLmobileLphoneLdataLenableLmappingLofLSsRSYuoVYdLlineagesLtoLinformL
healthLpolicyLinLtangladeshZLNaturedMicrobiologyXL2021XLhXLcdicYcdij 26.6 1

197
LinkageLofLWholeLyenomeLSequencingXLwpidemiologicalXLandLulinicalLvataLtoLUnderstandLtheL
yeneticLviversityLandLulinicalLOutcomesLofLShigellaLflexneriLamongLMenLWhoLzaveLSexLwithLMenLinL
wnglandZZLMicrobiologydSpectrumXL2021XLebcdcedc

8.9 0

196 TheLNatureLandLwxtentLofLPlasmidLVariationLinZLMicroorganismsXL2020XLjXL 4.9 4

195 vetectingLextraYocularLuhlamydiaLtrachomatis´ inLaLtrachomaYendemicLcommunityLinLwthiopialL
–dentifyingLpotentialLroutesLofLtransmissionZLPLoSdNeglecteddTropicaldDiseasesXL2020XLcfXLebbbjcdb 4.8 18
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194 yenomicLsurveillanceLforLhypervirulenceLandLmultiYdrugLresistanceLinLinvasiveLβlebsiellaL
pneumoniaeLfromLSouthLandLSoutheastLssiaZLGenomedMedicineXL2020XLcdXLcc 14.4 74

193 NovelLSubcloneLofLuarbapenemYResistantLβlebsiellaLpneumoniaeLSequenceLTypeLccLwithLwnhancedL
VirulenceLandLTransmissibilityXLuhinaZLEmergingdInfectiousdDiseasesXL2020XLdhXLdjkYdki 10.2 52

192 TypeL––LandLtypeL–VLtoxinYantitoxinLsystemsLshowLdifferentLevolutionaryLpatternsLinLtheLglobalL
βlebsiellaLpneumoniaeLpopulationZLNucleicdAcidsdResearchXL2020XLfjXLfegiYfeib 20.1 10

191 yeneticLMarkersLinLParatyphiLuLRevealLPrimaryLsdaptationLtoLPigsZLMicroorganismsXL2020XLjXL 4.9 2

190 SuommunityLevolutionSLYLlaboratoryLstrainsLandLpedigreesLinLtheLageLofLgenomicsZLMicrobiologyd
nUniteddKingdomoXL2020XLchhXLdeeYdej 2.9 4

189 wmergenceLofLcarbapenemaseYproducingLwnterobacteriaceaeLinLMalawiZLJournaldofdGlobald
AntimicrobialdResistanceXL2020XLdbXLddgYddi 3.4 1

188 yenomicsLofLtheLsrgentinianLcholeraLepidemicLelucidateLtheLcontrastingLdynamicsLofLepidemicLandL
endemicLVibrioLcholeraeZLNaturedCommunicationsXL2020XLccXLfkcj 17.4 4

187 ViabilityLPuRLshowsLthatLnonYocularLsurfacesLcouldLcontributeLtoLtransmissionLofLuhlamydiaL
trachomatis´ infectionLinLtrachomaZLPLoSdNeglecteddTropicaldDiseasesXL2020XLcfXLebbbjffk 4.8 9

186 YawsLreYemergenceLandLbacterialLdrugLresistanceLselectionLafterLmassLadministrationLofL
azithromycinlLaLgenomicLepidemiologyLinvestigationZZLLancetdMicrobesdTheXL2020XLcXLedheYedic 22.2 7

185 NetworkLRewiringlLPhysiologicalLuonsequencesLofLReciprocallyLwxchangingLtheLPhysicalLLocationsL
andLyrowthYPhaseYvependentLwxpressionLPatternsLofLtheLandLyenesZLMBioXL2020XLccXL 7.8 5

184 xineLcapsuleLvariationLaffectsLbacteriophageLsusceptibilityLinLβlebsiellaLpneumoniaeLSTdgjZLFASEBd
JournalXL2020XLefXLcbjbcYcbjci 0.9 8

183 PersistenceLofLtrucellaLabortusLlineagesLrevealedLbyLgenomicLcharacterizationLandLphylodynamicL
analysisZLPLoSdNeglecteddTropicaldDiseasesXL2020XLcfXLebbbjdeg 4.8 6

182 uontrastingLpatternsLofLlongitudinalLpopulationLdynamicsLandLantimicrobialLresistanceLmechanismsL
inLtwoLpriorityLbacterialLpathogensLoverLi´ yearsLinLaLsingleLcenterZLGenomedBiologyXL2019XLdbXLcjf 18.3 12

181 WholeLgenomeLsequenceLofLVibrioLcholeraeLdirectlyLfromLdriedLspottedLfilterLpaperZLPLoSdNeglectedd
TropicaldDiseasesXL2019XLceXLebbbieeb 4.8 3

180 sntimicrobialLResistanceLviversityLSuggestiveLofLvistinctLTyphimuriumLSourcesLorLSelectiveL
PressuresLinLxoodYProductionLsnimalsZLFrontiersdindMicrobiologyXL2019XLcbXLibj 5.7 15

179 TheLhistoryXLgenomeLandLbiologyLofLNuTuLeblLaLnonYpandemicLVibrioLcholeraeLisolateLfromLWorldL
WarLOneZLProceedingsdofdthedRoyaldSocietydB:dBiologicaldSciencesXL2019XLdjhXLdbcjdbdg 4.4 8

178 zighLqualityLreferenceLgenomesLforLtoxigenicLandLnonYtoxigenicLVibrioLcholeraeLserogroupLOcekZL
ScientificdReportsXL2019XLkXLgjhg 4.9 7

177 yeneticLandLPhenotypicLuharacterizationLofLtheLwtiologicalLsgentLofLuanineLOrchiepididymitisL
SmoothLspZLtuuNjfZeZLFrontiersdindVeterinarydScienceXL2019XLhXLcig 3.1 9

(2019-2020)
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176 yenomicLepidemiologyLofLsyphilisLrevealsLindependentLemergenceLofLmacrolideLresistanceLacrossL
multipleLcirculatingLlineagesZLNaturedCommunicationsXL2019XLcbXLedgg 17.4 31

175 TypeL–––LsecretionLsystemLconfersLenhancedLvirulenceLinLclinicalLnonYOcanonYOcekLVibrioLcholeraeZL
MicrobialdPathogenesisXL2019XLcegXLcbehfg 3.8 8

174
veterminingLantimicrobialLsusceptibilityLinLSalmonellaLentericaLserovarLTyphimuriumLthroughL
wholeLgenomeLsequencinglLaLcomparisonLagainstLmultipleLphenotypicLsusceptibilityLtestingL
methodsZLBMCdMicrobiologyXL2019XLckXLcfj

4.5 12

173 vissectingLtheLmolecularLevolutionLofLfluoroquinoloneYresistantLShigellaLsonneiZLNatured
CommunicationsXL2019XLcbXLfjdj 17.4 17

172 UsingLhumanLiPSuLderivedLsmallLintestinalLorganoidsLasLaLmodelLforLentericLdiseaseLcausedLbyL
wnterotoxigenicLwZLcoliLandLVibrioLcholeraeZLAccessdMicrobiologyXL2019XLcXL 1 1

171 ulinicalLandLlaboratoryYinducedLcolistinYresistanceLmechanismsLinLscinetobacterLbaumanniiZL
MicrobialdGenomicsXL2019XLgXL 4.4 12

170 rPineconelLvefineLsubYlineagesLofLaLclonalLexpansionLviaLaLphylogeneticLtreeZLMicrobialdGenomicsXL
2019XLgXL 4.4 7

169 uaribbeanLmultiYcentreLstudyLofLβlebsiellaLpneumoniaelLwholeYgenomeLsequencingXLantimicrobialL
resistanceLandLvirulenceLfactorsZLMicrobialdGenomicsXL2019XLgXL 4.4 9

168 TheLspeciationLandLhybridizationLhistoryLofLtheLgenusZLMicrobialdGenomicsXL2019XLgXL 4.4 9

167
UseLofLwholeYgenomeLsequencingLtoLidentifyLclustersLofLassociatedLwithLsexualLtransmissionLinLmenL
whoLhaveLsexLwithLmenLinLwnglandlLaLvalidationLstudyLusingLlinkedLbehaviouralLdataZLMicrobiald
GenomicsXL2019XLgXL

4.4 6

166 yenomicLanalysisLofLβlebsiellaLpneumoniaeLisolatesLfromLMalawiLrevealsLacquisitionLofLmultipleL
wStLLdeterminantsLacrossLdiverseLlineagesZLJournaldofdAntimicrobialdChemotherapyXL2019XLifXLcddeYcded 5.1 19

165 yenomicLinsightsLintoLtheLdbchYdbciLcholeraLepidemicLinLYemenZLNatureXL2019XLghgXLdebYdee 50.4 92

164 TheLziddenLyenomicsLofLuhlamydiaLtrachomatisZLCurrentdTopicsdindMicrobiologydanddImmunologyXL
2018XLfcdXLcbiYcec 3.3 3

163 zorizontalLantimicrobialLresistanceLtransferLdrivesLepidemicsLofLmultipleLShigellaLspeciesZLNatured
CommunicationsXL2018XLkXLcfhd 17.4 57

162 sntimicrobialYResistantLβlebsiellaLpneumoniaeLuarriageLandL–nfectionLinLSpecializedLyeriatricLuareL
WardsLLinkedLtoLscquisitionLinLtheLReferringLzospitalZLClinicaldInfectiousdDiseasesXL2018XLhiXLchcYcib 11.6 57

161 viagnosticsLforLYawsLwradicationlL–nsightsLxromLvirectLNextYyenerationLSequencingLofLuutaneousL
StrainsLofLTreponemaLpallidumZLClinicaldInfectiousdDiseasesXL2018XLhhXLjcjYjdf 11.6 20

160 MorphologicalXLgenomicLandLtranscriptomicLresponsesLofLβlebsiellaLpneumoniaeLtoLtheLlastYlineL
antibioticLcolistinZLScientificdReportsXL2018XLjXLkjhj 4.9 11

159 MicroevolutionLandLPatternsLofLTransmissionLofLShigellaLsonneiLwithinLuyclicLOutbreaksLShigellosisXL
–sraelZLEmergingdInfectiousdDiseasesXL2018XLdfXLceegYceek 10.2 4
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158 vynamicsLofLcholeraLepidemicsLfromLteninLtoLMauritaniaZLPLoSdNeglecteddTropicaldDiseasesXL2018XL
cdXLebbbheik 4.8 14

157 PanYgenomeLsnalysisLofLsncientLandLModernLSalmonellaLentericaLvemonstratesLyenomicLStabilityL
ofLtheL–nvasiveLParaLuLLineageLforLMillenniaZLCurrentdBiologyXL2018XLdjXLdfdbYdfdjZecb 6.3 44

156 PopulationYbasedLanalysisLofLocularLuhlamydiaLtrachomatisLinLtrachomaYendemicLWestLsfricanL
communitiesLidentifiesLgenomicLmarkersLofLdiseaseLseverityZLGenomedMedicineXL2018XLcbXLcg 14.4 8

155 yenomicLepidemiologyLofLShigellaLinLtheLUnitedLβingdomLshowsLtransmissionLofLpathogenL
sublineagesLandLdeterminantsLofLantimicrobialLresistanceZLScientificdReportsXL2018XLjXLiejk 4.9 35

154 TheLroleLofLintraYNsPLLdiffusionLonLmassLtransferLfromLMyPLresidualsZLJournaldofdContaminantd
HydrologyXL2018XLdceXLfkYhc 3.9 4

153 LongYLastingLyeomagneticallyL–nducedLuurrentsLandLzarmonicLvistortionLObservedLinLNewLZealandL
vuringLtheLiâ��jLSeptemberLdbciLvisturbedLPeriodZLSpacedWeatherXL2018XLchXLibfYici 3.7 28

152 TheLplasmidLrevisitedLlLnewLinsightsLintoLgrowthLkineticsZLWellcomedOpendResearchXL2018XLeXLdg 4.8 8

151 PlasmidTronlLassemblingLtheLcauseLofLphenotypesLandLgenotypesLfromLNySLdataZLMicrobiald
GenomicsXL2018XLfXL 4.4 4

150
WholeYgenomeLsequencingLrevealedLconcurrentLoutbreaksLofLshigellosisLinLtheLwnglishLOrthodoxL
 ewishLuommunityLcausedLbyLmultipleLimportationsLofLShigellaLsonneiLfromL–sraelZLMicrobiald
GenomicsXL2018XLfXL

4.4 8

149 snLoutbreakLofLaLrareLShigaYtoxinYproducingLwscherichiaLcoliLserotypeLTOccilziULamongLmenLwhoL
haveLsexLwithLmenZLMicrobialdGenomicsXL2018XLfXL 4.4 8

148 sssessingLgutLmicrobiotaLperturbationsLduringLtheLearlyLphaseLofLinfectiousLdiarrheaLinLVietnameseL
childrenZLGutdMicrobesXL2018XLkXLejYgf 8.8 41

147 uomplementLSusceptibilityLinLRelationLtoLyenomeLSequenceLofLRecentLβlebsiellaLpneumoniaeL
–solatesLfromLThaiLzospitalsZLMSphereXL2018XLeXL 5 9

146 NewLVariantLofLMultidrugYResistantLSerovarLTyphimuriumLsssociatedLwithL–nvasiveLviseaseLinL
–mmunocompromisedLPatientsLinLVietnamZLMBioXL2018XLkXL 7.8 26

145 virectLWholeYyenomeLSequencingLofLuutaneousLStrainsLofLzaemophilusLducreyiZLEmergingd
InfectiousdDiseasesXL2018XLdfXLijhYijk 10.2 4

144 yenomicLinsightsLintoLtheLemergenceLandLspreadLofLantimicrobialYresistantLbacterialLpathogensZL
ScienceXL2018XLehbXLieeYiej 33.3 146

143 yenomicLevidenceLthatLtheLliveLuhlamydiaLabortusLvaccineLstrainLctLisLnotLattenuatedLandLhasLtheL
potentialLtoLcauseLdiseaseZLVaccineXL2018XLehXLegkeYegkj 4.1 13

142 vefiningLendemicLcholeraLatLthreeLlevelsLofLspatiotemporalLresolutionLwithinLtangladeshZLNatured
GeneticsXL2018XLgbXLkgcYkgg 36.3 22

141 –dentificationLandLinitialLcharacterisationLofLaLproteinLinvolvedLinLuampylobacterLjejuniLcellLshapeZL
MicrobialdPathogenesisXL2017XLcbfXLdbdYdcc 3.8 8

(2017-2018)
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140 yenomicLlandscapeLofLextendedYspectrumL˛†YlactamaseLresistanceLinLwscherichiaLcoliLfromLanLurbanL
sfricanLsettingZLJournaldofdAntimicrobialdChemotherapyXL2017XLidXLchbdYchbk 5.1 27

139 wuropeanLuhlamydiaLabortusLlivestockLisolateLgenomesLrevealLunusualLstabilityLandLlimitedL
diversityXLreflectedLinLgeographicalLsignaturesZLBMCdGenomicsXL2017XLcjXLeff 4.5 19

138 uomprehensiveLglobalLgenomeLdynamicsLofLshowLancientLdiversificationLfollowedLbyLcontemporaryL
mixingLandLrecentLlineageLexpansionZLGenomedResearchXL2017XLdiXLcddbYcddk 9.7 65

137 snnotationLofLplasmidLgenesZLPlasmidXL2017XLkcXLhcYhi 3.3 28

136 WholeLgenomeLsequencingLofLShigellaLsonneiLthroughLPulseNetLLatinLsmericaLandLuaribbeanlL
advancingLglobalLsurveillanceLofLfoodborneLillnessesZLClinicaldMicrobiologydanddInfectionXL2017XLdeXLjfgYjge9.5 22

135 uommonLdeterminantsLofLantimicrobialLresistanceLinLsequentialLepisodesLofLsexuallyLtransmittedL
shigellosisLinLmenLwhoLhaveLsexLwithLmenlLaLcrossYsectionalLstudyZLLancetsdTheXL2017XLejkXLSdf 40 2

134 yastrointestinalLuarriageL–sLaLMajorLReservoirLofLβlebsiellaLpneumoniaeL–nfectionLinL–ntensiveLuareL
PatientsZLClinicaldInfectiousdDiseasesXL2017XLhgXLdbjYdcg 11.6 193

133 trucellaLneotomaeL–nfectionLinLzumansXLuostaLRicaZLEmergingdInfectiousdDiseasesXL2017XLdeXLkkiYcbbb 10.2 28

132 MinimalLgeneticLchangeLinLVibrioLcholeraeLinLMozambiqueLoverLtimelLMultilocusLvariableLnumberL
tandemLrepeatLanalysisLandLwholeLgenomeLsequencingZLPLoSdNeglecteddTropicaldDiseasesXL2017XLccXLebbbghic4.8 22

131 MycoplasmaLgenitaliumlLwholeLgenomeLsequenceLanalysisXLrecombinationLandLpopulationL
structureZLBMCdGenomicsXL2017XLcjXLkke 4.5 22

130 uoncernLregardingLtheLallegedLspreadLofLhypervirulentLlymphogranulomaLvenereumLuhlamydiaL
trachomatisLstrainLinLwuropeZLEurosurveillanceXL2017XLddXL 19.8 5

129 yenomeYwideLprofilingLofLhumoralLimmunityLandLpathogenLgenesLunderLselectionLidentifiesL
immuneLevasionLtacticsLofLuhlamydiaLtrachomatisLduringLocularLinfectionZLScientificdReportsXL2017XLiXLkhef4.9 8

128 yalleriaLmellonellaLisLlowLcostLandLsuitableLsurrogateLhostLforLstudyingLvirulenceLofLhumanL
pathogenicLVibrioLcholeraeZLGeneXL2017XLhdjXLcYi 3.8 9

127 trucellaLyeneticLVariabilityLinLWildlifeLMarineLMammalsLPopulationsLRelatesLtoLzostLPreferenceL
andLOceanLvistributionZLGenomedBiologydanddEvolutionXL2017XLkXLckbcYckcd 3.9 19

126 MolecularLepidemiologyLofLβlebsiellaLpneumoniaeLinvasiveLinfectionsLoverLaLdecadeLatLβilifiLuountyL
zospitalLinLβenyaZLInternationaldJournaldofdMedicaldMicrobiologyXL2017XLebiXLfddYfdk 3.7 33

125 yenomicLhistoryLofLtheLseventhLpandemicLofLcholeraLinLsfricaZLScienceXL2017XLegjXLijgYijk 33.3 157

124 –ntegratedLviewLofLinLtheLsmericasZLScienceXL2017XLegjXLijkYike 33.3 79

123 TranscriptomeLandLproteomeLanalysisLofLSalmonellaLentericaLserovarLTyphimuriumLsystemicL
infectionLofLwildLtypeLandLimmuneYdeficientLmiceZLPLoSdONEXL2017XLcdXLebcjcehg 3.7 6
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122 snLuntypeableLenterotoxigenicLrepresentsLoneLofLtheLdominantLtypesLcausingLhumanLdiseaseZL
MicrobialdGenomicsXL2017XLeXLebbbcdc 4.4 10

121 vistinctLSalmonellaLwnteritidisLlineagesLassociatedLwithLenterocolitisLinLhighYincomeLsettingsLandL
invasiveLdiseaseLinLlowYincomeLsettingsZLNaturedGeneticsXL2016XLfjXLcdccYcdci 36.3 116

120 sLgenomicLislandLinLVibrioLcholeraeLwithLVP–YcLsiteYspecificLrecombinationLcharacteristicsLcontainsL
uR–SPRYuasLandLtypeLV–LsecretionLmodulesZLScientificdReportsXL2016XLhXLehjkc 4.9 28

119 ylobalLphylogeographyLandLevolutionaryLhistoryLofLShigellaLdysenteriaeLtypeLcZLNaturedMicrobiology
XL2016XLcXLchbdi 26.6 47

118
TheLTypeL–––LSecretionLSystemLwffectorLSeouLofLSalmonellaLentericaLsubspZLsalamaeLandLSZLentericaL
subspZLarizonaeLsvPYRibosylatesLSrcLandL–nhibitsLOpsonophagocytosisZLInfectiondanddImmunityXL2016
XLjfXLehcjYehdj

3.7 5

117 SsddXLstirLandLreduceSlLYersiniaLsppZLasLmodelLbacteriaLforLpathogenLevolutionZLNaturedReviewsd
MicrobiologyXL2016XLcfXLciiYkb 22.2 95

116 wmergingLpathogensLofLgiltheadLseabreamlLcharacterisationLandLgenomicLanalysisLofLnovelL
intracellularL˛†YproteobacteriaZLISMEdJournalXL2016XLcbXLcikcYjbe 11.9 21

115 TheLgenomicLsignaturesLofLShigellaLevolutionXLadaptationLandLgeographicalLspreadZLNaturedReviewsd
MicrobiologyXL2016XLcfXLdegYgb 22.2 88

114
QuantitativeLproteomicLanalysisLofLShigellaLflexneriLandLShigellaLsonneiLyeneralizedLModulesLforL
MembraneLsntigensLTyMMsULrevealsLhighlyLpureLpreparationsZLInternationaldJournaldofdMedicald
MicrobiologyXL2016XLebhXLkkYcbj

3.7 13

113 QuantitativeLProteomicsLofLtheL–nfectiousLandLReplicativeLxormsLofLuhlamydiaLtrachomatisZLPLoSd
ONEXL2016XLccXLebcfkbcc 3.7 23

112 MolecularLcharacterisationLofLtheLuhlamydiaLpecorumLplasmidLfromLporcineXLovineXLbovineXLandL
koalaLstrainsLindicatesLplasmidYstrainLcoYevolutionZLPeerJXL2016XLfXLechhc 3.1 8

111 TravelYLandLuommunityYtasedLTransmissionLofLMultidrugYResistantShigellasonneiLineageLamongL
–nternationalLOrthodoxL ewishLuommunitiesZLEmergingdInfectiousdDiseasesXL2016XLddXLcgfgYcgge 10.2

110 TravelYLandLuommunityYtasedLTransmissionLofLMultidrugYResistantLShigellaLsonneiLLineageLamongL
–nternationalLOrthodoxL ewishLuommunitiesZLEmergingdInfectiousdDiseasesXL2016XLddXLcgfgYge 10.2 14

109 TheLdiversityLofLsurfaceLpolysaccharidesZLMicrobialdGenomicsXL2016XLdXLebbbbie 4.4 101

108 –dentificationLofLcapsuleLsynthesisLlociLfromLwholeLgenomeLdataZLMicrobialdGenomicsXL2016XLdXLebbbcbd 4.4 216

107 SalmonellaLwnteritidisL–solateLzarboringLMultipleLwffluxLPumpsLandLPathogenicityLxactorsXLShowsL
sbsenceLofLOLsntigenLPolymeraseLyeneZLFrontiersdindMicrobiologyXL2016XLiXLcceb 5.7 1

106 StrainLdebjLWisconsinLyenomelL–mportanceLofLtheLvefinitionLofLReferenceLStrainsZLFrontiersdind
MicrobiologyXL2016XLiXLcggi 5.7 16

105 RetrospectiveLsnalysisLofLSerotypeLSwitchingLofLVibrioLcholeraeLOcLinLaLuholeraLwndemicLRegionL
ShowsL–tL–sLaLNonYrandomLProcessZLPLoSdNeglecteddTropicaldDiseasesXL2016XLcbXLebbbgbff 4.8 12

(2016-2017)

7



104 SouthLssiaLasLaLReservoirLforLtheLylobalLSpreadLofLuiprofloxacinYResistantLShigellaLsonneilLsL
urossYSectionalLStudyZLPLoSdMedicineXL2016XLceXLecbbdbgg 11.6 56

103 uhlamydiaLtrachomatisLfromLsustralianLsboriginalLpeopleLwithLtrachomaLareLpolyphyleticL
composedLofLmultipleLdistinctiveLlineagesZLNaturedCommunicationsXL2016XLiXLcbhjj 17.4 30

102 yenomicLvariationsLleadingLtoLalterationsLinLcellLmorphologyLofLuampylobacterLsppZLScientificd
ReportsXL2016XLhXLejebe 4.9 17

101 yenomicLsnalysisLofLSalmonellaLentericaLSerovarLTyphimuriumLfromLWildLPasserinesLinLwnglandLandL
WalesZLApplieddanddEnvironmentaldMicrobiologyXL2016XLjdXLhidjYhieg 4.8 32

100 PatternsLofLgenomeLevolutionLthatLhaveLaccompaniedLhostLadaptationLinLSalmonellaZLProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2015XLccdXLjheYj 11.5 154

99 yenomicL–nvestigationsLunmaskLMycoplasmaLamphoriformeXLaLnewLrespiratoryLpathogenZLClinicald
InfectiousdDiseasesXL2015XLhbXLejcYj 11.6 4

98 snLOLantigenLcapsuleLmodulatesLbacterialLpathogenesisLinLShigellaLsonneiZLPLoSdPathogensXL2015XL
ccXLecbbfifk 7.6 64

97
yenomicLanalysisLofLdiversityXLpopulationLstructureXLvirulenceXLandLantimicrobialLresistanceLinL
βlebsiellaLpneumoniaeXLanLurgentLthreatLtoLpublicLhealthZLProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaXL2015XLccdXLwegifYjc

11.5 588

96 –ntercontinentalLdisseminationLofLazithromycinYresistantLshigellosisLthroughLsexualLtransmissionlLaL
crossYsectionalLstudyZLLancetdInfectiousdDiseasessdTheXL2015XLcgXLkceYdc 25.5 139

95 PhylogeographicalLanalysisLofLtheLdominantLmultidrugYresistantLzgjLcladeLofLSalmonellaLTyphiL
identifiesLinterYLandLintracontinentalLtransmissionLeventsZLNaturedGeneticsXL2015XLfiXLhedYk 36.3 305

94 uoYcultivationLandLtranscriptomeLsequencingLofLtwoLcoYexistingLfishLpathogensLMoritellaLviscosaL
andLsliivibrioLwodanisZLBMCdGenomicsXL2015XLchXLffi 4.5 21

93 sLcompleteLviewLofLtheLgeneticLdiversityLofLtheLwscherichiaLcoliLOYantigenLbiosynthesisLgeneL
clusterZLDNAdResearchXL2015XLddXLcbcYi 4.5 108

92
UseLofLwholeYgenusLgenomeLsequenceLdataLtoLdevelopLaLmultilocusLsequenceLtypingLtoolLthatL
accuratelyLidentifiesLYersiniaLisolatesLtoLtheLspeciesLandLsubspeciesLlevelsZLJournaldofdClinicald
MicrobiologyXL2015XLgeXLegYfd

9.7 32

91 sLhighYresolutionLgenomicLanalysisLofLmultidrugYresistantLhospitalLoutbreaksLofLβlebsiellaL
pneumoniaeZLEMBOdMoleculardMedicineXL2015XLiXLddiYek 12 67

90
wnvironmentalLmarineLpathogenLisolationLusingLmesocosmLcultureLofLsharpsnoutLseabreamlL
strikingLgenomicLandLmorphologicalLfeaturesLofLnovelLwndozoicomonasLspZLScientificdReportsXL2015XL
gXLcihbk

4.9 38

89 TheLMurrayLcollectionLofLpreYantibioticLeraLwnterobacteriacaelLaLuniqueLresearchLresourceZLGenomed
MedicineXL2015XLiXLki 14.4 23

88 vraftLyenomeLSequenceLofLdfgibXLtheLTypeLStrainLofLShigellaLflexneriZLGenomedAnnouncementsXL
2015XLeXL 2

87 sntimicrobialLvrugLResistanceLofLVibrioLcholeraeXLvemocraticLRepublicLofLtheLuongoZLEmergingd
InfectiousdDiseasesXL2015XLdcXLjfiYgc 10.2 21
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86 NovelLRLpipelineLforLanalyzingLtiologLPhenotypicLMicrosrrayLdataZLPLoSdONEXL2015XLcbXLebccjekd 3.7 18

85 RelationshipLbetweenLvistinctLsfricanLuholeraLwpidemicsLRevealedLviaLMLVsLzaplotypingLofLeeiL
VibrioLcholeraeL–solatesZLPLoSdNeglecteddTropicaldDiseasesXL2015XLkXLebbbejci 4.8 20

84 SpeciesYwideLwholeLgenomeLsequencingLrevealsLhistoricalLglobalLspreadLandLrecentLlocalL
persistenceLinLShigellaLflexneriZLELifeXL2015XLfXLebieeg 8.9 65

83 vraftLgenomesLofLShigellaLstrainsLusedLbyLtheLSTOPwNTwR–uSLconsortiumZLGutdPathogensXL2015XLiXLcf 5.4 6

82 WholeLgenomeLanalysisLtoLdetectLpotentialLvaccineYinducedLchangesLonLShigellaLsonneiLgenomeZL
VaccineXL2015XLeeXLdkijYje 4.1 2

81 sLputativeXLnovelLcoliLsurfaceLantigenLjtLTuSjtULofLenterotoxigenicLwscherichiaLcoliZLPathogensdandd
DiseaseXL2015XLieXL 4.2 1

80
yenomeYwideLtransposonLmutagenesisLindicatesLthatLMycobacteriumLmarinumLcustomizesLitsL
virulenceLmechanismsLforLsurvivalLandLreplicationLinLdifferentLhostsZLInfectiondanddImmunityXL2015XL
jeXLciijYjj

3.7 44

79 VibrioLcholeraeLSerogroupLOceklL–solationLfromLuholeraLPatientsLandLssymptomaticLzouseholdL
xamilyLMembersLinLtangladeshLbetweenLdbceLandLdbcfZLPLoSdNeglecteddTropicaldDiseasesXL2015XLkXLebbbfcje4.8 29

78
yeneticLcharacterizationLofLthreeLqnrScYharbouringLmultidrugYresistanceLplasmidsLandL
qnrScYcontainingLtransposonsLcirculatingLinLzoLuhiLMinhLuityXLVietnamZLJournaldofdMedicald
MicrobiologyXL2015XLhfXLjhkYjij

3.2 8

77 virectionalLgeneLflowLandLecologicalLseparationLinZLMicrobialdGenomicsXL2015XLcXLebbbbeb 4.4 15

76 –ntroductionLandLestablishmentLofLfluoroquinoloneYresistantLintoLthutanZLMicrobialdGenomicsXL2015XL
cXLebbbbfd 4.4 8

75 TheLYersiniaLpseudotuberculosisLcomplexlLcharacterizationLandLdelineationLofLaLnewLspeciesXL
YersiniaLwautersiiZLInternationaldJournaldofdMedicaldMicrobiologyXL2014XLebfXLfgdYhe 3.7 38

74 tacillaryLdysenteryLfromLWorldLWarLcLandLNuTucXLtheLfirstLbacterialLisolateLinLtheLNationalL
uollectionZLLancetsdTheXL2014XLejfXLcidb 40 10

73 –dentificationLofLenterotoxigenicLwscherichiaLcoliLTwTwuULcladesLwithLlongYtermLglobalLdistributionZL
NaturedGeneticsXL2014XLfhXLcedcYh 36.3 134

72 ParallelLindependentLevolutionLofLpathogenicityLwithinLtheLgenusLYersiniaZLProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2014XLcccXLhihjYie 11.5 114

71
vraftLgenomeLsequencesLofLtheLtypeLstrainsLofLShigellaLflexneriLheldLatLPublicLzealthLwnglandlL
comparisonLofLclassicalLphenotypicLandLnovelLmolecularLassaysLwithLwholeLgenomeLsequenceZLGutd
PathogensXL2014XLhXLi

5.4 13

70 yenomicLepidemiologyLofLVibrioLcholeraeLOcLassociatedLwithLfloodsXLPakistanXLdbcbZLEmergingd
InfectiousdDiseasesXL2014XLdbXLceYdb 10.2 30

69 TheLpopulationLstructureLofLVibrioLcholeraeLfromLtheLuhandigarhLRegionLofLNorthernL–ndiaZLPLoSd
NeglecteddTropicaldDiseasesXL2014XLjXLedkjc 4.8 20
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68 TheLgeneticLbasisLofLplasmidLtropismLbetweenLuhlamydiaLtrachomatisLandLuhlamydiaLmuridarumZL
PathogensdanddDiseaseXL2014XLidXLckYde 4.2 18

67 yenomicLwpidemiologyLofVibrioLcholeraeOcLsssociatedLwithLxloodsXLPakistanXLdbcbZLEmergingd
InfectiousdDiseasesXL2014XLdbXLceYdb 10.2 29

66 RNsYseqLanalysisLofLtheLinfluenceLofLanaerobiosisLandLxNRLonLShigellaLflexneriZLBMCdGenomicsXL2014
XLcgXLfej 4.5 20

65 yenomeLevolutionLandLplasticityLofLSerratiaLmarcescensXLanLimportantLmultidrugYresistantL
nosocomialLpathogenZLGenomedBiologydanddEvolutionXL2014XLhXLdbkhYccb 3.9 114

64 TheLextantLWorldLWarLcLdysenteryLbacillusLNuTuclLaLgenomicLanalysisZLLancetsdTheXL2014XLejfXLchkcYi 40 21

63 PlasmidLdeficiencyLinLurogenitalLisolatesLofLuhlamydiaLtrachomatisLreducesLinfectivityLandLvirulenceL
inLaLmouseLmodelZLPathogensdanddDiseaseXL2014XLibXLhcYk 4.2 43

62 PublicLhealthLvalueLofLnextYgenerationLvNsLsequencingLofLenterohemorrhagicLwscherichiaLcoliL
isolatesLfromLanLoutbreakZLJournaldofdClinicaldMicrobiologyXL2013XLgcXLdedYi 9.7 67

61 yeneratingLwholeLbacterialLgenomeLsequencesLofLlowYabundanceLspeciesLfromLcomplexLsamplesL
withL–MSYMvsZLNaturedProtocolsXL2013XLjXLdfbfYcd 18.8 32

60 WholeYgenomeLsequencesLofLuhlamydiaLtrachomatisLdirectlyLfromLclinicalLsamplesLwithoutLcultureZL
GenomedResearchXL2013XLdeXLjggYhh 9.7 95

59 yenomeLSequenceLofLuhlamydiaLpsittaciLStrainLbcvucdLOriginatingLfromLSwineZLGenomed
AnnouncementsXL2013XLcXL 7

58 yenomeLSequenceLofLβlebsiellaLpneumoniaeLwcljXLaLReferenceLStrainLforLTargetedLyeneticL
ManipulationZLGenomedAnnouncementsXL2013XLcXL 11

57 yenomeLandLtranscriptomeLadaptationLaccompanyingLemergenceLofLtheLdefinitiveLtypeLdL
hostYrestrictedLSalmonellaLentericaLserovarLTyphimuriumLpathovarZLMBioXL2013XLfXLebbghgYce 7.8 47

56 yenomicLcharacterisationLofLinvasiveLnonYtyphoidalLSalmonellaLentericaLSubspeciesLentericaL
SerovarLtovismorbificansLisolatesLfromLMalawiZLPLoSdNeglecteddTropicaldDiseasesXL2013XLiXLedggi 4.8 18

55
SequencingLandLfunctionalLannotationLofLavianLpathogenicLwscherichiaLcoliLserogroupLOijLstrainsL
revealLtheLevolutionLofLwZLcoliLlineagesLpathogenicLforLpoultryLviaLdistinctLmechanismsZLInfectiondandd
ImmunityXL2013XLjcXLjejYfk

3.7 64

54 WholeYgenomeLsequencingLofLbacterialLsexuallyLtransmittedLinfectionslLimplicationsLforLcliniciansZL
CurrentdOpiniondindInfectiousdDiseasesXL2013XLdhXLkbYj 5.4 10

53
ylobalLphylogenyLofLShigellaLsonneiLstrainsLfromLlimitedLsingleLnucleotideLpolymorphismsLTSNPsUL
andLdevelopmentLofLaLrapidLandLcostYeffectiveLSNPYtypingLschemeLforLstrainLidentificationLbyL
highYresolutionLmeltingLanalysisZLJournaldofdClinicaldMicrobiologyXL2013XLgcXLebeYg

9.7 16

52 TrackingLtheLestablishmentLofLlocalLendemicLpopulationsLofLanLemergentLentericLpathogenZL
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2013XLccbXLcigddYi 11.5 89

51 sLstudyLonLtheLgeophylogenyLofLclinicalLandLenvironmentalLVibrioLcholeraeLinLβenyaZLPLoSdONEXL
2013XLjXLeifjdk 3.7 27
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50 ShigellaLsonneiLgenomeLsequencingLandLphylogeneticLanalysisLindicateLrecentLglobalLdisseminationL
fromLwuropeZLNaturedGeneticsXL2012XLffXLcbghYk 36.3 203

49 WholeYgenomeLanalysisLofLdiverseLuhlamydiaLtrachomatisLstrainsLidentifiesLphylogeneticL
relationshipsLmaskedLbyLcurrentLclinicalLtypingZLNaturedGeneticsXL2012XLffXLfceYkXLSc 36.3 222

48 NewLinsightsLintoLtheLbacterialLfitnessYassociatedLmechanismsLrevealedLbyLtheLcharacterizationLofL
largeLplasmidsLofLanLavianLpathogenicLwZLcoliZLPLoSdONEXL2012XLiXLedkfjc 3.7 19

47
yutLinflammationLcanLboostLhorizontalLgeneLtransferLbetweenLpathogenicLandLcommensalL
wnterobacteriaceaeZLProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmerica
XL2012XLcbkXLcdhkYif

11.5 277

46 TheLtranscriptionalLlandscapeLandLsmallLRNssLofLSalmonellaLentericaLserovarLTyphimuriumZL
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2012XLcbkXLwcdiiYjh 11.5 294

45 wvidenceLforLseveralLwavesLofLglobalLtransmissionLinLtheLseventhLcholeraLpandemicZLNatureXL2011XL
fiiXLfhdYg 50.4 492

44
vifferentialLphenotypicLandLgenotypicLcharacteristicsLofLqnrScYharboringLplasmidsLcarriedLbyL
hospitalLandLcommunityLcommensalLenterobacteriaZLAntimicrobialdAgentsdanddChemotherapyXL2011XL
ggXLcikjYjbd

5.9 10

43 SalmonellaLbongoriLprovidesLinsightsLintoLtheLevolutionLofLtheLSalmonellaeZLPLoSdPathogensXL2011XL
iXLecbbdckc 7.6 123

42 YersiniaLpestisLgenomeLsequencingLidentifiesLpatternsLofLglobalLphylogeneticLdiversityZLNatured
GeneticsXL2010XLfdXLccfbYe 36.3 393

41 TheLSwedishLnewLvariantLofLuhlamydiaLtrachomatislLgenomeLsequenceXLmorphologyXLcellLtropismL
andLphenotypicLcharacterizationZLMicrobiologydnUniteddKingdomoXL2010XLcghXLcekfYcfbf 2.9 67

40 TheLsuddenLdominanceLofLblauTXYMLharbouringLplasmidsLinLShigellaLsppZLuirculatingLinLSouthernL
VietnamZLPLoSdNeglecteddTropicaldDiseasesXL2010XLfXLeibd 4.8 45

39 uhlamydiaLtrachomatislLsmallLgenomeXLbigLchallengesZLFuturedMicrobiologyXL2010XLgXLgggYhc 2.9 16

38 sLcommensalLgoneLbadlLcompleteLgenomeLsequenceLofLtheLprototypicalLenterotoxigenicL
wscherichiaLcoliLstrainLzcbfbiZLJournaldofdBacteriologyXL2010XLckdXLgjddYec 3.5 141

37 TheLgenomeLofLturkholderiaLcenocepaciaL decgXLanLepidemicLpathogenLofLcysticLfibrosisLpatientsZL
JournaldofdBacteriologyXL2009XLckcXLdhcYii 3.5 270

36 wpidemicLmultipleLdrugLresistantLSalmonellaLTyphimuriumLcausingLinvasiveLdiseaseLinLsubYSaharanL
sfricaLhaveLaLdistinctLgenotypeZLGenomedResearchXL2009XLckXLddikYji 9.7 374

35 sLsimpleLmethodLforLdirectionalLtranscriptomeLsequencingLusingL–lluminaLtechnologyZLNucleicdAcidsd
ResearchXL2009XLeiXLecfj 20.1 77

34 VariationLinLSalmonellaLentericaLserovarLtyphiL–ncz–cLplasmidsLduringLtheLglobalLspreadLofLresistantL
typhoidLfeverZLAntimicrobialdAgentsdanddChemotherapyXL2009XLgeXLichYdi 5.9 73

33 uoYevolutionLofLgenomesLandLplasmidsLwithinLuhlamydiaLtrachomatisLandLtheLemergenceLinL
SwedenLofLaLnewLvariantLstrainZLBMCdGenomicsXL2009XLcbXLdek 4.5 99
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32 PseudogeneLaccumulationLinLtheLevolutionaryLhistoriesLofLSalmonellaLentericaLserovarsLParatyphiLsL
andLTyphiZLBMCdGenomicsXL2009XLcbXLeh 4.5 120

31 yenomicLandLphenotypicLvariationLinLepidemicYspanningLSalmonellaLentericaLserovarLwnteritidisL
isolatesZLBMCdMicrobiologyXL2009XLkXLdei 4.5 34

30 sLstrandYspecificLRNsYSeqLanalysisLofLtheLtranscriptomeLofLtheLtyphoidLbacillusLSalmonellaLtyphiZL
PLoSdGeneticsXL2009XLgXLecbbbghk 6 188

29 TheLgenomeLsequenceLofLtheLfishLpathogenLsliivibrioLsalmonicidaLstrainLLx–cdejLshowsLextensiveL
evidenceLofLgeneLdecayZLBMCdGenomicsXL2008XLkXLhch 4.5 77

28 TheLpangenomeLstructureLofLwscherichiaLcolilLcomparativeLgenomicLanalysisLofLwZLcoliLcommensalL
andLpathogenicLisolatesZLJournaldofdBacteriologyXL2008XLckbXLhjjcYke 3.5 607

27 uomparativeLgenomeLanalysisLofLSalmonellaLwnteritidisLPTfLandLSalmonellaLyallinarumLdjiakcL
providesLinsightsLintoLevolutionaryLandLhostLadaptationLpathwaysZLGenomedResearchXL2008XLcjXLchdfYei 9.7 320

26 uhlamydiaLtrachomatislLgenomeLsequenceLanalysisLofLlymphogranulomaLvenereumLisolatesZL
GenomedResearchXL2008XLcjXLchcYic 9.7 154

25 sLbimodalLpatternLofLrelatednessLbetweenLtheLSalmonellaLParatyphiLsLandLTyphiLgenomeslL
convergenceLorLdivergenceLbyLhomologousLrecombinationqZLGenomedResearchXL2007XLciXLhcYj 9.7 98

24 MultidrugYresistantLSalmonellaLentericaLserovarLparatyphiLsLharborsL–ncz–cLplasmidsLsimilarLtoL
thoseLfoundLinLserovarLtyphiZLJournaldofdBacteriologyXL2007XLcjkXLfdgiYhf 3.5 64

23
ProphageLsequencesLdefiningLhotLspotsLofLgenomeLvariationLinLSalmonellaLentericaLserovarL
TyphimuriumLcanLbeLusedLtoLdiscriminateLbetweenLfieldLisolatesZLJournaldofdClinicaldMicrobiologyXL
2007XLfgXLdgkbYj

9.7 44

22 TheLcompleteLgenomeLsequenceLandLcomparativeLgenomeLanalysisLofLtheLhighLpathogenicityL
YersiniaLenterocoliticaLstrainLjbjcZLPLoSdGeneticsXL2006XLdXLedbh 6 192

21 wscherichiaLcoliLβYcdlLaLcooperativelyLdevelopedLannotationLsnapshotYYdbbgZLNucleicdAcidsdResearchXL
2006XLefXLcYk 20.1 525

20 ProteomicLandLmicroarrayLcharacterizationLofLtheLsggRLregulonLidentifiesLaLpheULpathogenicityL
islandLinLenteroaggregativeLwscherichiaLcoliZLMoleculardMicrobiologyXL2006XLhcXLcdhiYjd 4.1 185

19
TheLgenomeLofLtheLheartwaterLagentLwhrlichiaLruminantiumLcontainsLmultipleLtandemLrepeatsLofL
activelyLvariableLcopyLnumberZLProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesd
ofdAmericaXL2005XLcbdXLjejYfe

11.5 139

18 TheLuhlamydophilaLabortusLgenomeLsequenceLrevealsLanLarrayLofLvariableLproteinsLthatLcontributeL
toLinterspeciesLvariationZLGenomedResearchXL2005XLcgXLhdkYfb 9.7 144

17 yenomicLplasticityLofLtheLcausativeLagentLofLmelioidosisXLturkholderiaLpseudomalleiZLProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2004XLcbcXLcfdfbYg 11.5 569
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