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j Paper IF Citations

165 wmergenceLofLmethicillinLresistanceLpredatesLtheLclinicalLuseLofLantibioticsZZLNatureXL2022XL 50.4 33

164 SsRSYuoVYdLtransmissibilityLcomparedLbetweenLvariantsLofLconcernLandLvaccinationLstatusZZL
BriefingsfinfBioinformaticsXL2022XL 13.4 2

163 PublicLhealthLimpactLandLcostYeffectivenessLofLgonorrhoeaLvaccinationlLanLintegratedL
transmissionYdynamicLhealthYeconomicLmodellingLanalysisZZLLancetfInfectiousfDiseasesufTheXL2022XL 25.5 2

162 yenomicLsignaturesLofLpreYresistanceLinLMycobacteriumLtuberculosisZZLNaturefCommunicationsXL
2021XLcdXLiecd 17.4 3

161 MajorLgeneticLdiscontinuityLandLnovelLtoxigenicLspeciesLinLtaxonomyZLELifeXL2021XLcbXL 8.9 15

160 sdditiveLUncorrelatedLRelaxedLulockLModelsLforLtheLvatingLofLyenomicLwpidemiologyLPhylogeniesZL
MolecularfBiologyfandfEvolutionXL2021XLejXLebiYeci 8.3 8

159 PhylogeneticLMethodsLforLyenomeYWideLsssociationLStudiesLinLtacteriaZLMethodsfinfMolecularf
BiologyXL2021XLddfdXLdbgYddb 1.4 1

158 yenomicLwpidemiologyLsnalysisLofL–nfectiousLviseaseLOutbreaksLUsingLTransPhyloZLCurrentf
ProtocolsXL2021XLcXLehb 6

157 sssessingLtheLextentLofLcommunityLspreadLcausedLbyLminkYderivedLSsRSYuoVYdLvariantsZL
InnovationpChinarXL2021XLdXLcbbcdj 17.8 5

156
PhylogenomicsLrevealsLtheLbasisLofLadaptationLofLPseudorhizobiumLspeciesLtoLextremeL
environmentsLandLsupportsLaLtaxonomicLrevisionLofLtheLgenusZLSystematicfandfAppliedfMicrobiologyXL
2021XLffXLcdhchg

4.2 8

155 –dentificationLofLziddenLPopulationLStructureLinLTimeYScaledLPhylogeniesZLSystematicfBiologyXL2020XL
hkXLjjfYjkh 8.4 5

154 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesZLPLoSfNeglectedfTropicalfDiseasesXL2020XLcfXLebbbjbfh 4.8 6

153 uomparativeLgenomicsLofLtoxinotypesLidentifiesLmoduleYbasedLtoxinLgeneLevolutionZLMicrobialf
GenomicsXL2020XLhXL 4.4 3

152 tacterialLMicroevolutionLandLtheLPangenomeL2020XLcdkYcfk 1

151 RapidLvetectionLofLMobilizedLuolistinLResistanceLusingLaLNucleicLscidLtasedLLabYonYaYuhipL
viagnosticLSystemZLScientificfReportsXL2020XLcbXLjffj 4.9 18

150 SuddenLemergenceLofLaLcladeLwithLreducedLsusceptibilityLtoLextendedYspectrumLcephalosporinsXL
NorwayZLMicrobialfGenomicsXL2020XLhXL 4.4 6

149
sssessmentLofLtheLPotentialLofLVaccinationLtoLuombatLsntibioticLResistanceLinLyonorrhealLsL
ModelingLsnalysisLtoLvetermineLPreferredLProductLuharacteristicsZLClinicalfInfectiousfDiseasesXL2020
XLicXLckcdYckck

11.6 2
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148 –nferenceLofLpersonYtoYpersonLtransmissionLofLuOV–vYckLrevealsLhiddenLsuperYspreadingLeventsL
duringLtheLearlyLoutbreakLphaseZLNaturefCommunicationsXL2020XLccXLgbbh 17.4 49

147 PopulationLgenomicsLandLantimicrobialLresistanceLinLuorynebacteriumLdiphtheriaeZLGenomef
MedicineXL2020XLcdXLcbi 14.4 11

146 wmergingLphylogeneticLstructureLofLtheLSsRSYuoVYdLpandemicZLVirusfEvolutionXL2020XLhXLveaabjd 3.7 11

145 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

144 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

143 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

142 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

141 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

140 yenomicLepidemiologyLofLVibrioLcholeraeLrevealsLtheLregionalLandLglobalLspreadLofLtwoLepidemicL
nonYtoxigenicLlineagesL2020XLcfXLebbbjbfh

139 WithinYhostLevolutionLofLzelicobacterLpyloriLshapedLbyLnicheYspecificLadaptationXLintragastricL
migrationsLandLselectiveLsweepsZLNaturefCommunicationsXL2019XLcbXLddie 17.4 43

138 xrameworkLforLvNsLQuantificationLandLOutlierLvetectionLUsingLMultidimensionalLStandardLuurvesZL
AnalyticalfChemistryXL2019XLkcXLifdhYifef 7.8 10

137 ulostridiumLdifficileLtrehaloseLmetabolismLvariantsLareLcommonLandLnotLassociatedLwithLadverseL
patientLoutcomesLwhenLvariablyLpresentLinLtheLsameLlineageZLEBioMedicineXL2019XLfeXLefiYegg 8.8 18

136 sLdynamicLpowerYlawLsexualLnetworkLmodelLofLgonorrhoeaLoutbreaksZLPLoSfComputationalfBiologyXL
2019XLcgXLecbbhifj 5 7

135 sLRoleLforLTetracyclineLSelectionLinLRecentLwvolutionLofLsgricultureYsssociatedLPuRLRibotypeLbijZL
MBioXL2019XLcbXL 7.8 32

134 RapidLphenotypicLevolutionLinLmultidrugYresistantLKlebsiellaLpneumoniaeLhospitalLoutbreakLstrainsZL
MicrobialfGenomicsXL2019XLgXL 4.4 13

133 TheLPopulationLStructureLofLPseudomonasLaeruginosaL–sLuharacterizedLbyLyeneticL–solationLofL
exoUWLandLexoSWLLineagesZLGenomefBiologyfandfEvolutionXL2019XLccXLcijbYcikh 3.9 29

132 MachineYlearningYassistedLselectionLofLantibioticLprescriptionZLNaturefMedicineXL2019XLdgXLcbeeYcbef 50.5 4

131 TheLspeciationLandLhybridizationLhistoryLofLtheLgenusZLMicrobialfGenomicsXL2019XLgXL 4.4 9

(2019-2020)
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130 ModelingLtheLyrowthLandLveclineLofLPathogenLwffectiveLPopulationLSizeLProvidesL–nsightLintoL
wpidemicLvynamicsLandLvriversLofLsntimicrobialLResistanceZLSystematicfBiologyXL2018XLhiXLickYidj 8.4 38

129 RangeLwxpansionLandLtheLOriginLofLUSsebbLNorthLsmericanLwpidemicLMethicillinYResistantZLMBioXL
2018XLkXL 7.8 26

128 TheLglobalLdistributionLandLspreadLofLtheLmobilizedLcolistinLresistanceLgeneLmcrYcZLNaturef
CommunicationsXL2018XLkXLccik 17.4 268

127 WholeLgenomeLsequencingLofLrevealsLtransmissionLclustersLinvolvingLpatientsLofLmixedLz–VL
serostatusZLSexuallyfTransmittedfInfectionsXL2018XLkfXLcejYcfe 2.8 15

126 wpidemiologicalLTrendsLofLsntibioticLResistantLyonorrhoeaLinLtheLUnitedLKingdomZLAntibioticsXL2018
XLiXL 4.9 19

125 sLphylogeneticLmethodLtoLperformLgenomeYwideLassociationLstudiesLinLmicrobesLthatLaccountsLforL
populationLstructureLandLrecombinationZLPLoSfComputationalfBiologyXL2018XLcfXLecbbgkgj 5 96

124 yenomicL–nvestigationLofLaLOutbreakL–nvolvingLPrisonLandLuommunityLuasesLinLxloridaXLUnitedL
StatesZLAmericanfJournalfoffTropicalfMedicinefandfHygieneXL2018XLkkXLjhiYjif 3.2 8

123 yenomicLsurveillanceLofLNeisseriaLgonorrhoeaeLtoLinvestigateLtheLdistributionLandLevolutionLofL
antimicrobialYresistanceLdeterminantsLandLlineagesZLMicrobialfGenomicsXL2018XLfXL 4.4 32

122 viseaseYassociatedLgenotypesLofLtheLcommensalLskinLbacteriumLStaphylococcusLepidermidisZL
NaturefCommunicationsXL2018XLkXLgbef 17.4 71

121 MicroevolutionLofLNeisseriaLlactamicaLduringLnasopharyngealLcolonisationLinducedLbyLcontrolledL
humanLinfectionZLNaturefCommunicationsXL2018XLkXLfige 17.4 18

120 outbreakerdlLaLmodularLplatformLforLoutbreakLreconstructionZLBMCfBioinformaticsXL2018XLckXLehe 3.6 30

119 tayesianLinferenceLofLancestralLdatesLonLbacterialLphylogeneticLtreesZLNucleicfAcidsfResearchXL2018XL
fhXLecef 20.1 71

118 TestingLforLgonorrhoeaLshouldLroutinelyLincludeLtheLpharynxZLLancetfInfectiousfDiseasesufTheXL2018XL
cjXLichYici 25.5 10

117 yenomicL–nfectiousLviseaseLwpidemiologyLinLPartiallyLSampledLandLOngoingLOutbreaksZLMolecularf
BiologyfandfEvolutionXL2017XLefXLkkiYcbbi 8.3 112

116 wffectsLofLcontrolLinterventionsLonLulostridiumLdifficileLinfectionLinLwnglandlLanLobservationalL
studyZLLancetfInfectiousfDiseasesufTheXL2017XLciXLfccYfdc 25.5 202

115 ReYemergenceLofLmethicillinLsusceptibilityLinLaLresistantLlineageLofLStaphylococcusLaureusZLJournalf
offAntimicrobialfChemotherapyXL2017XLidXLcdjgYcdjj 5.1 13

114 LocalLgenesLforLlocalLbacterialLwvidenceLofLallopatryLinLtheLgenomesLofLtransatlanticLuampylobacterL
populationsZLMolecularfEcologyXL2017XLdhXLffkiYfgbj 5.7 20

113 ulostridiumLdifficileLinLwnglandlLcanLweLstopLwashingLourLhandsqLYLsuthorsSLreplyZLLancetfInfectiousf
DiseasesufTheXL2017XLciXLfijYfik 25.5 1
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112 ReconstructingLtheLsncestralLRelationshipsLtetweenLtacterialLPathogenLyenomesZLMethodsfinf
MolecularfBiologyXL2017XLcgegXLcbkYcei 1.4 5

111 PneumococcalLuapsuleLSynthesisLLocusLcpsLasLwvolutionaryLzotspotLwithLPotentialLtoLyenerateL
NovelLSerotypesLbyLRecombinationZLMolecularfBiologyfandfEvolutionXL2017XLefXLdgeiYdggf 8.3 42

110 PhylogeneticLToolsLforLyeneralizedLz–VYcLwpidemicslLxindingsLfromLtheLPsNywsYz–VLMethodsL
uomparisonZLMolecularfBiologyfandfEvolutionXL2017XLefXLcjgYdbe 8.3 41

109
wvolutionLandLTransmissionLofLuarbapenemYResistantLKlebsiellaLpneumoniaeLwxpressingLtheL
blaOXsYdedLyeneLvuringLanL–nstitutionalLOutbreakLsssociatedLWithLwndoscopicLRetrogradeL
uholangiopancreatographyZLClinicalfInfectiousfDiseasesXL2017XLhfXLjkfYkbc

11.6 28

108 sLcombinedLcaseYcontrolLandLmolecularLsourceLattributionLstudyLofLhumanLuampylobacterL
infectionsLinLyermanyXLdbccYdbcfZLScientificfReportsXL2017XLiXLgcek 4.9 54

107 yenomeYwideLassociationLofLfunctionalLtraitsLlinkedLwithLuampylobacterLjejuniLsurvivalLfromLfarmL
toLforkZLEnvironmentalfMicrobiologyXL2017XLckXLehcYejb 5.2 61

106 ModelYbasedLanalysisLofLanLoutbreakLofLbubonicLplagueLinLuairoLinLcjbcZLJournalfoffthefRoyalfSocietyf
InterfaceXL2017XLcfXL 4.1 8

105 uomputationalLMethodsLinLMicrobialLPopulationLyenomicsZLPopulationfGenomicsXL2017XLeYdk 1.4 2

104 YkdYcbbkLcompleteLgenomeLsequenceZLStandardsfinfGenomicfSciencesXL2017XLcdXLfc 5

103 SimultaneousLinferenceLofLphylogeneticLandLtransmissionLtreesLinLinfectiousLdiseaseLoutbreaksZL
PLoSfComputationalfBiologyXL2017XLceXLecbbgfkg 5 55

102 wstimatingLtheLfitnessLcostLandLbenefitLofLcefiximeLresistanceLinLNeisseriaLgonorrhoeaeLtoLinformL
prescriptionLpolicylLsLmodellingLstudyZLPLoSfMedicineXL2017XLcfXLecbbdfch 11.6 30

101 TetracyclineLSelectiveLPressureLandLzomologousLRecombinationLShapeLtheLwvolutionLofLuhlamydiaL
suislLsLRecentlyL–dentifiedLZoonoticLPathogenZLGenomefBiologyfandfEvolutionXL2016XLjXLdhceYde 3.9 20

100 tayesianL–nferenceLofLtheLwvolutionLofLaLPhenotypeLvistributionLonLaLPhylogeneticLTreeZLGeneticsXL
2016XLdbfXLjkYkj 4 21

99 vynamicsLofLgenomeLchangeLamongLLegionellaLspeciesZLScientificfReportsXL2016XLhXLeeffd 4.9 14

98 WithinYhostLevolutionLofLbacterialLpathogensZLNaturefReviewsfMicrobiologyXL2016XLcfXLcgbYhd 22.2 239

97 wvolutionaryLzistoryLofLtheLylobalLwmergenceLofLtheLwscherichiaLcoliLwpidemicLuloneLSTcecZLMBioXL
2016XLiXLebdchd 7.8 200

96 TheLLandscapeLofLRealizedLzomologousLRecombinationLinLPathogenicLtacteriaZLMolecularfBiologyf
andfEvolutionXL2016XLeeXLfghYic 8.3 40

95 –mpactLofLz–VLcoYinfectionLonLtheLevolutionLandLtransmissionLofLmultidrugYresistantLtuberculosisZL
ELifeXL2016XLgXL 8.9 39

(2016-2017)
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94 veclaringLaLtuberculosisLoutbreakLoverLwithLgenomicLepidemiologyZLMicrobialfGenomicsXL2016XLdXLebbbbhb4.4 19

93 SimtaclLsimulationLofLwholeLbacterialLgenomesLwithLhomologousLrecombinationZLMicrobialf
GenomicsXL2016XLdXL 4.4 23

92 WholeYgenomeLsequencingLtoLdetermineLtransmissionLofLNeisseriaLgonorrhoeaelLanLobservationalL
studyZLLancetfInfectiousfDiseasesufTheXL2016XLchXLcdkgYcebe 25.5 118

91 yenomicLsnalysisLandLuomparisonLofLTwoLyonorrheaLOutbreaksZLMBioXL2016XLiXL 7.8 39

90 yenomeYwideLanalysisLofLchromosomalLimportLpatternsLafterLnaturalLtransformationLofL
zelicobacterLpyloriZLNaturefCommunicationsXL2016XLiXLcckkg 17.4 35

89 sLbarrierLtoLhomologousLrecombinationLbetweenLsympatricLstrainsLofLtheLcooperativeLsoilL
bacteriumLMyxococcusLxanthusZLISMEfJournalXL2016XLcbXLdfhjYii 11.9 31

88 wpidemiologicalLanalysisLofLtheLwyamLplagueLoutbreakLofLchhgYchhhZLProceedingsfoffthefRoyalf
SocietyfB:fBiologicalfSciencesXL2016XLdjeXL 4.4 43

87 zeroicLsacrificeLorLtragicLmistakeqLRevisitingLtheLwyamLplagueXLegbLyearsLonZLSignificanceXL2016XLceXLdbYdg0.5 0

86 ulonalxrameMLlLefficientLinferenceLofLrecombinationLinLwholeLbacterialLgenomesZLPLoSf
ComputationalfBiologyXL2015XLccXLecbbfbfc 5 458

85 TheLroleLofLuhinaLinLtheLglobalLspreadLofLtheLcurrentLcholeraLpandemicZLPLoSfGeneticsXL2015XLccXLecbbgbid6 58

84 WorldwideLPopulationLStructureXLLongYTermLvemographyXLandLLocalLsdaptationLofLzelicobacterL
pyloriZLGeneticsXL2015XLdbbXLkfiYhe 4 50

83 ProgressiveLgenomicLconvergenceLofLtwoLzelicobacterLpyloriLstrainsLduringLmixedLinfectionLofLaL
patientLwithLchronicLgastritisZLGutXL2015XLhfXLggfYhc 19.2 38

82 MeasurablyLevolvingLpathogensLinLtheLgenomicLeraZLTrendsfinfEcologyfandfEvolutionXL2015XLebXLebhYce 10.9 168

81 wpidemicLulonesXLOceanicLyeneLPoolsXLandLwcoYLvLinLtheLxreeLLivingLMarineLPathogenLVibrioL
parahaemolyticusZLMolecularfBiologyfandfEvolutionXL2015XLedXLcekhYfcb 8.3 63

80 turkholderiaLpseudomalleiLsequencingLidentifiesLgenomicLcladesLwithLdistinctLrecombinationXL
accessoryXLandLepigeneticLprofilesZLGenomefResearchXL2015XLdgXLcdkYfc 9.7 43

79 TheLapplicationLofLgenomicsLtoLtracingLbacterialLpathogenLtransmissionZLCurrentfOpinionfinf
MicrobiologyXL2015XLdeXLhdYi 7.9 63

78 xormalLuommentLtoLPettengilllLTheLTimeLtoLMostLRecentLuommonLsncestorLvoesLNotLTUsuallyUL
spproximateLtheLvateLofLvivergenceZLPLoSfONEXL2015XLcbXLebceffeg 3.7 2

77 PopulationLstructureLofLNeisseriaLgonorrhoeaeLbasedLonLwholeLgenomeLdataLandLitsLrelationshipL
withLantibioticLresistanceZLPeerJXL2015XLeXLejbh 3.1 58
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76 uhlamydiaceaeLyenomicsLRevealsL–nterspeciesLsdmixtureLandLtheLRecentLwvolutionLofLuhlamydiaL
abortusL–nfectingLLowerLMammalianLSpeciesLandLzumansZLGenomefBiologyfandfEvolutionXL2015XLiXLebibYjf3.9 21

75
KlebsiellaLpneumoniaeLcarbapenemaseLTKPuUYproducingLKZLpneumoniaeLatLaLsingleLinstitutionlL
insightsLintoLendemicityLfromLwholeYgenomeLsequencingZLAntimicrobialfAgentsfandfChemotherapyXL
2015XLgkXLchghYhe

5.9 107

74 TheLubiquitousLnatureLofLListeriaLmonocytogenesLcloneslLaLlargeYscaleLMultilocusLSequenceLTypingL
studyZLEnvironmentalfMicrobiologyXL2014XLchXLfbgYch 5.2 102

73 OutbreakToolslLaLnewLplatformLforLdiseaseLoutbreakLanalysisLusingLtheLRLsoftwareZLEpidemicsXL2014XL
iXLdjYef 5.1 32

72 tidirectionalLgenomicLexchangeLbetweenLzelicobacterLpyloriLstrainsLfromLaLfamilyLinLuoventryXL
UnitedLKingdomZLInternationalfJournalfoffMedicalfMicrobiologyXL2014XLebfXLccegYfh 3.7 17

71 zealthcareYassociatedLoutbreakLofLmeticillinYresistantLStaphylococcusLaureusLbacteraemialLroleLofLaL
crypticLvariantLofLanLepidemicLcloneZLJournalfoffHospitalfInfectionXL2014XLjhXLjeYk 6.9 25

70 –nferenceLofLtheLpropertiesLofLtheLrecombinationLprocessLfromLwholeLbacterialLgenomesZLGeneticsXL
2014XLckhXLdgeYhg 4 29

69 sLtayesianLapproachLtoLinferringLtheLphylogeneticLstructureLofLcommunitiesLfromLmetagenomicL
dataZLGeneticsXL2014XLckiXLkdgYei 4 18

68 tayesianLreconstructionLofLdiseaseLoutbreaksLbyLcombiningLepidemiologicLandLgenomicLdataZLPLoSf
ComputationalfBiologyXL2014XLcbXLecbbefgi 5 142

67 wfficientLinferenceLofLrecombinationLhotLregionsLinLbacterialLgenomesZLMolecularfBiologyfandf
EvolutionXL2014XLecXLcgkeYhbg 8.3 49

66 MobileLelementsLdriveLrecombinationLhotspotsLinLtheLcoreLgenomeLofLStaphylococcusLaureusZL
NaturefCommunicationsXL2014XLgXLekgh 17.4 90

65
yenomeLsequencingLofLanLextendedLseriesLofLNvMYproducingLKlebsiellaLpneumoniaeLisolatesLfromL
neonatalLinfectionsLinLaLNepaliLhospitalLcharacterizesLtheLextentLofLcommunityYLversusL
hospitalYassociatedLtransmissionLinLanLendemicLsettingZLAntimicrobialfAgentsfandfChemotherapyXL
2014XLgjXLiefiYgi

5.9 98

64 RecombinationLshapesLgenomeLarchitectureLinLanLorganismLfromLtheLarchaealLdomainZLGenomef
BiologyfandfEvolutionXL2014XLhXLcibYj 3.9 9

63 TheLcomplexityLandLdiversityLofLtheLPathogenicityLLocusLinLulostridiumLdifficileLcladeLgZLGenomef
BiologyfandfEvolutionXL2014XLhXLecgkYib 3.9 27

62 wvolutionaryLhistoryLofLtheLulostridiumLdifficileLpathogenicityLlocusZLGenomefBiologyfandfEvolutionXL
2014XLhXLehYgd 3.9 123

61 tayesianLinferenceLofLinfectiousLdiseaseLtransmissionLfromLwholeYgenomeLsequenceLdataZL
MolecularfBiologyfandfEvolutionXL2014XLecXLcjhkYik 8.3 138

60 uomparisonsLofLinfantLwscherichiaLcoliLisolatesLlinkLgenomicLprofilesLwithLadaptationLtoLtheL
ecologicalLnicheZLBMCfGenomicsXL2013XLcfXLjc 4.5 10

59 RecombinationalLswitchingLofLtheLulostridiumLdifficileLSYlayerLandLaLnovelLglycosylationLgeneL
clusterLrevealedLbyLlargeYscaleLwholeYgenomeLsequencingZLJournalfoffInfectiousfDiseasesXL2013XLdbiXLhigYjh7 72

(2013-2015)
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58 yenomicLevolutionLandLtransmissionLofLzelicobacterLpyloriLinLtwoLSouthLsfricanLfamiliesZL
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2013XLccbXLcejjbYg 11.5 80

57 viverseLsourcesLofLuZLdifficileLinfectionLidentifiedLonLwholeYgenomeLsequencingZLNewfEnglandf
JournalfoffMedicineXL2013XLehkXLcckgYdbg 59.2 471

56 WholeLgenomeLsequencingLinLtheLpreventionLandLcontrolLofLStaphylococcusLaureusLinfectionZL
JournalfoffHospitalfInfectionXL2013XLjeXLcfYdc 6.9 46

55 uomparativeLanalysisLofLuhlamydiaLpsittaciLgenomesLrevealsLtheLrecentLemergenceLofLaLpathogenicL
lineageLwithLaLbroadLhostLrangeZLMBioXL2013XLfXL 7.8 68

54
yenomeYwideLassociationLstudyLidentifiesLvitaminLtgLbiosynthesisLasLaLhostLspecificityLfactorLinL
uampylobacterZLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL
2013XLccbXLcckdeYi

11.5 178

53 ProgressiveLgenomeYwideLintrogressionLinLagriculturalLuampylobacterLcoliZLMolecularfEcologyXL2013XL
ddXLcbgcYhf 5.7 98

52 RoleLofLenergyLsensorLTlpvLofLzelicobacterLpyloriLinLgerbilLcolonizationLandLgenomeLanalysesLafterL
adaptationLinLtheLgerbilZLInfectionfandfImmunityXL2013XLjcXLegefYgc 3.7 26

51 WithinYhostLevolutionLofLStaphylococcusLaureusLduringLasymptomaticLcarriageZLPLoSfONEXL2013XLjXLehceck3.7 141

50 TransformingLclinicalLmicrobiologyLwithLbacterialLgenomeLsequencingZLNaturefReviewsfGeneticsXL
2012XLceXLhbcYhcd 30.1 508

49 PopulationLgenomicsLofLuhlamydiaLtrachomatislLinsightsLonLdriftXLselectionXLrecombinationXLandL
populationLstructureZLMolecularfBiologyfandfEvolutionXL2012XLdkXLekeeYfh 8.3 74

48 –mpactLofLhomologousLandLnonYhomologousLrecombinationLinLtheLgenomicLevolutionLofLwscherichiaL
coliZLBMCfGenomicsXL2012XLceXLdgh 4.5 95

47 TheLnucleotideLexcisionLrepairLTNwRULsystemLofLzelicobacterLpylorilLroleLinLmutationLpreventionLandL
chromosomalLimportLpatternsLafterLnaturalLtransformationZLBMCfMicrobiologyXL2012XLcdXLhi 4.5 15

46 sLpilotLstudyLofLrapidLbenchtopLsequencingLofLStaphylococcusLaureusLandLulostridiumLdifficileLforL
outbreakLdetectionLandLsurveillanceZLBMJfOpenXL2012XLdXL 3 197

45 MolecularLsignaturesLidentifyLaLcandidateLtargetLofLbalancingLselectionLinLanLarcvYlikeLgeneLofL
StaphylococcusLepidermidisZLJournalfoffMolecularfEvolutionXL2012XLigXLfeYgf 3.1 9

44 MicroevolutionaryLanalysisLofLulostridiumLdifficileLgenomesLtoLinvestigateLtransmissionZLGenomef
BiologyXL2012XLceXLRccj 18.3 151

43 MultilocusLsequenceLtypingLasLaLreplacementLforLserotypingLinLSalmonellaLentericaZLPLoSfPathogens
XL2012XLjXLecbbdiih 7.6 412

42 PatternsLofLgeneLflowLdefineLspeciesLofLthermophilicLsrchaeaZLPLoSfBiologyXL2012XLcbXLecbbcdhg 9.7 152

41 sfterLtheLbottlenecklLyenomeYwideLdiversificationLofLtheLMycobacteriumLtuberculosisLcomplexLbyL
mutationXLrecombinationXLandLnaturalLselectionZLGenomefResearchXL2012XLddXLidcYef 9.7 115
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40 yenomicLcharacterizationLofLtheLtacillusLcereusLsensuLlatoLspecieslLbackdropLtoLtheLevolutionLofL
tacillusLanthracisZLGenomefResearchXL2012XLddXLcgcdYdf 9.7 128

39 wvolutionaryLdynamicsLofLStaphylococcusLaureusLduringLprogressionLfromLcarriageLtoLdiseaseZL
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2012XLcbkXLfggbYg 11.5 195

38 LikelihoodYfreeLestimationLofLmodelLevidenceZLBayesianfAnalysisXL2011XLhXL 2.3 60

37 ulinicalLulostridiumLdifficilelLclonalityLandLpathogenicityLlocusLdiversityZLPLoSfONEXL2011XLhXLeckkke 3.7 131

36 PopulationLstructureLofLtheLYersiniaLpseudotuberculosisLcomplexLaccordingLtoLmultilocusLsequenceL
typingZLEnvironmentalfMicrobiologyXL2011XLceXLeccfYdi 5.2 63

35 uloselyLrelatedLuampylobacterLjejuniLstrainsLfromLdifferentLsourcesLrevealLaLgeneralistLratherLthanLaL
specialistLlifestyleZLBMCfGenomicsXL2011XLcdXLgjf 4.5 86

34 –nterplayLofLrecombinationLandLselectionLinLtheLgenomesLofLuhlamydiaLtrachomatisZLBiologyfDirectXL
2011XLhXLdj 7.2 57

33 zelicobacterLpyloriLgenomeLevolutionLduringLhumanLinfectionZLProceedingsfoffthefNationalfAcademyf
offSciencesfoffthefUnitedfStatesfoffAmericaXL2011XLcbjXLgbeeYj 11.5 183
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