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i Paper IF Citations

108 zineaScaleMReconstructionMofMtheMyvolutionMofMzββaggMMultidrugMResistanceMPlasmidsMynablesM
’ighaResolutionM‘enomicMSurveillancebbMMSystemsYM2022YMeddlgefe 7.6 3

107 wharacterizationMofMphageMresistanceMandMphagesMcapableMofMintestinalMdecolonizationMofM
carbapenemaresistantMKlebsiellaMpneumoniaeMinMmicebbMCommunicationshBiologyYM2022YMiYMhl 6.7 4

106 ProkaryoteMpangenomesMareMdynamicMentitiesbbMCurrenthOpinionhinhMicrobiologyYM2022YMjjYMkgakl 7.9 2

105 SuRSawoVafMTestingMinMtheMwommunitynMTestingMPositiveMSamplesMwithMtheMTaqManMSuRSawoVafM
MutationMPanelMToMzindMVariantsMinMRealMTimebbMJournalhofhClinicalhMicrobiologyYM2022YMedfhdlfe 9.7 1

104 andMprovideMresistanceMtoMtravelaassociatedMintestinalMcolonizationMbyMmultiadrugMresistantMbbMGuth
MicrobesYM2022YMehYMfdjdjkj 8.8 1

103 wovidaemMtestingMinMtheMUKMwasMnotMaMOshamblesOMinMfdfdbbMBMJwhTheYM2022YMgkkYMomej 5.9

102 yxponentialMgrowthYMhighMprevalenceMofMSuRSawoVafYMandMvaccineMeffectivenessMassociatedMwithMtheM
xeltaMvariantbMScienceYM2021YMgkhYMeablmiie 33.3 31

101 TheMroleMofMpotentiatingMmutationsMinMtheMevolutionMofMpandemicMyscherichiaMcoliMclonesbMEuropeanh
JournalhofhClinicalhMicrobiologyhandhInfectioushDiseasesYM2021YMe 5.3 3

100 KlebsiellaMoxytocaMwomplexnMUpdateMonMTaxonomyYMuntimicrobialMResistanceYMandMVirulencebMClinicalh
MicrobiologyhReviewsYM2021YMeddddjfe 34 6

99 MappingM‘eneabya‘eneMSingleaNucleotideMVariationMinMlYigiMMycobacteriumMtuberculosisM‘enomesnM
aMResourceMToMSupportMPotentialMVaccineMandMxrugMxevelopmentbMMSphereYM2021YMjYM 5 2

98 ussessingMtransmissibilityMofMSuRSawoVafMlineageMvbebebkMinMynglandbMNatureYM2021YMimgYMfjjafjm 50.4 452

97 SensitivityMofMSuRSawoVafMvbebebkMtoMmRNuMvaccineaelicitedMantibodiesbMNatureYM2021YMimgYMegjaehe 50.4 376

96
ValidationMtestingMtoMdetermineMtheMsensitivityMofMlateralMflowMtestingMforMasymptomaticMSuRSawoVafM
detectionMinMlowMprevalenceMsettingsnMTestingMfrequencyMandMpublicMhealthMmessagingMisMkeybMPLoSh
BiologyYM2021YMemYMegddefej

9.7 26

95 LimitedMandMStrainaSpecificMTranscriptionalMandM‘rowthMResponsesMtoMucquisitionMofMaMMultidrugM
ResistanceMPlasmidMinM‘eneticallyMxiverseMyscherichiaMcoliMLineagesbMMSystemsYM2021YMjYM 7.6 6

94 xynamicsMofMintestinalMmultidrugaresistantMbacteriaMcolonisationMcontractedMbyMvisitorsMtoMaM
highaendemicMsettingnMaMprospectiveYMdailyYMrealatimeMsamplingMstudybMLancethMicrobewhTheYM2021YMfYMeeieaeeil22.2 7

93
ymergenceMandMdisseminationMofMantimicrobialMresistanceMinMyscherichiaMcoliMcausingMbloodstreamM
infectionsMinMNorwayMinMfddfaeknMaMnationwideYMlongitudinalYMmicrobialMpopulationMgenomicMstudybbM
LancethMicrobewhTheYM2021YMfYMeggeaeghe

22.2 5

92 whangesMinMsymptomatologyYMreinfectionYMandMtransmissibilityMassociatedMwithMtheMSuRSawoVafM
variantMvbebebknManMecologicalMstudybMLancethPublichHealthwhTheYM2021YMjYMeggiaeghi 22.4 146
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91 warbapenemMandMwolistinMResistanceMinMynterobacternMxeterminantsMandMwlonesbMTrendshinh
MicrobiologyYM2021YMfmYMhkgahkj 12.4 5

90 RecurrentMemergenceMofMSuRSawoVafMspikeMdeletionM’jmcVkdMandMitsMroleMinMtheMulphaMvariantM
vbebebkbMCellhReportsYM2021YMgiYMedmfmf 10.6 172

89
TransferableMucinetobacterMbaumanniiMplasmidMpxyTuvfMencodesMOXuailMandMNxMaeMandM
representsMaMnewMclassMofMantibioticMresistanceMplasmidsbMJournalhofhAntimicrobialhChemotherapyYM
2021YMkjYMeegdaeegh

5.1 6

88 WhatMmakesMnewMvariantsMofMSuRSawoVafMconcerningMisMnotMwhereMtheyMcomeMfromYMbutMtheM
mutationsMtheyMcontainbMBMJwhTheYM2021YMgkfYMnidh 5.9 10

87 SaVariantMSuRSawoVafMLineageMvebebkMβsMussociatedMWithMSignificantlyM’igherMViralMLoadMinMSamplesM
TestedMbyMTaqPathMPolymeraseMwhainMReactionbMJournalhofhInfectioushDiseasesYM2021YMffgYMejjjaejkd 7 121

86 SpreadMofMwarbapenemaResistantMKlebsiellaMpneumoniaeMinManMβntensiveMwareMUnitnMuM
Wholea‘enomeMSequenceavasedMProspectiveMObservationalMStudybMMicrobiologyhSpectrumYM2021YMmYMedddilfe8.9 4

85 ‘eneageneMrelationshipsMinManMaccessoryMgenomeMareMlinkedMtoMfunctionMandMmobilitybMMicrobialh
GenomicsYM2021YMkYM 4.4 2

84 untimicrobialMresistanceMgenesMandMclonalMsuccessMinMyscherichiaMcoliMisolatesMcausingMbloodstreamM
infectionMaMuuthorsTMreplybbMLancethMicrobewhTheYM2021YMfYMehmg 22.2 1

83 ’owMtoMestablishManMacademicMSuRSawoVafMtestingMlaboratorybMNaturehMicrobiologyYM2020YMiYMehifaehih 26.6 14

82 StruggleMToMSurvivenMtheMwhoirMofMTargetMulterationYM’ydrolyzingMynzymeYMandMPlasmidMyxpressionMasM
aMNovelMuztreonamauvibactamMResistanceMMechanismbMMSystemsYM2020YMiYM 7.6 10

81 KlebsiellaMpneumoniaeMtypeMVβMsecretionMsystemamediatedMmicrobialMcompetitionMisMPhoPQM
controlledMandMreactiveMoxygenMspeciesMdependentbMPLoShPathogensYM2020YMejYMeeddkmjm 7.6 29

80 ullelicMpolymorphismMshapesMcommunityMfunctionMinMevolvingMPseudomonasMaeruginosaM
populationsbMISMEhJournalYM2020YMehYMemfmaemhf 11.9 16

79 PangenomesMandMSelectionnMTheMPublicM‘oodsM’ypothesisM2020YMeieaejk 3

78 ScientificMconsensusMonMtheMwOVβxaemMpandemicnMweMneedMtoMactMnowbMLancetwhTheYM2020YMgmjYMekeaekf 40 124

77 PooledMtestingMforMSuRSawoVafMcouldMprovideMtheMsolutionMtoMUKTsMtestingMstrategybMBMJwhTheYM2020YM
gkeYMmhgef 5.9 6

76
’andwashingMsinksMasMtheMsourceMofMtransmissionMofMSTejMcarbapenemaresistantMKlebsiellaM
pneumoniaeYManMinternationalMhighariskMcloneYMinManMintensiveMcareMunitbMJournalhofhHospitalhInfectionYM
2020YMedhYMhmfahmj

6.9 12

75 KeyMevolutionaryMeventsMinMtheMemergenceMofMaMgloballyMdisseminatedYMcarbapenemMresistantMcloneM
inMtheMSThedMlineagebMCommunicationshBiologyYM2019YMfYMgff 6.7 17

74 TheMcoatransferMofMplasmidaborneMcolistinaresistantMgenesMmcraeMandMmcragbiYMtheMcarbapenemaseM
geneMblaMandMtheMejSMmethylaseMgeneMrmtvMfromMyscherichiaMcolibMScientifichReportsYM2019YMmYMjmj 4.9 27
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73 NxMMMetalloa˛†aLactamasesMandMTheirMvacterialMProducersMinM’ealthMwareMSettingsbMClinicalh
MicrobiologyhReviewsYM2019YMgfYM 34 211

72 vacterialMMicrocompartmentaMediatedMythanolamineMMetabolismMinMyscherichiaMcoliMUrinaryMTractM
βnfectionbMInfectionhandhImmunityYM2019YMlkYM 3.7 12

71 xiversificationMofMwolonizationMzactorsMinMaMMultidrugaResistantMyscherichiaMcoliMLineageMyvolvingM
underMNegativeMzrequencyaxependentMSelectionbMMBioYM2019YMedYM 7.8 55

70 untibioticMresistanceMgenesMareMabundantMandMdiverseMinMrawMsewageMusedMforMurbanMagricultureMinM
ufricaMandMassociatedMwithMurbanMpopulationMdensitybMEnvironmentalhPollutionYM2019YMfieYMehjaeih 9.3 15

69
womparativeMTranscriptomicMProfilingMofMYersiniaMenterocoliticaMOngMandMOnlMRevealsMMajorM
yxpressionMxifferencesMofMzitnessaMandMVirulenceaRelevantM‘enesMβndicatingMycologicalMSeparationbM
MSystemsYM2019YMhYM

7.6 5

68 ‘enomicMandMzunctionalMunalysisMofMymergingMVirulentMandMMultidrugaResistantMLineageMSequenceM
TypeMjhlbMAntimicrobialhAgentshandhChemotherapyYM2019YMjgYM 5.9 41

67 xoMweMreallyMunderstandMhowMfaecalMmicrobiotaMtransplantationMworkssbMEBioMedicineYM2019YMhfYMgm 8.8 0

66 woexistenceMofMthreeMblaMgenesMonManMβnczcβncRMplasmidMinMSTeeMKlebsiellaMpneumoniaebMJournalhofh
GlobalhAntimicrobialhResistanceYM2019YMekYMmdamg 3.4 13

65 TheMevolutionMandMtransmissionMofMmultiadrugMresistantMyscherichiaMcoliMandMKlebsiellaMpneumoniaenM
theMcomplexityMofMclonesMandMplasmidsbMCurrenthOpinionhinhMicrobiologyYM2019YMieYMieaij 7.9 59

64 TheMycologyMandMyvolutionMofMPangenomesbMCurrenthBiologyYM2019YMfmYMRedmhaReedg 6.3 81

63
βdentificationMandMtypingMofMYersiniaMenterocoliticaMandMYersiniaMpseudotuberculosisMisolatedMfromM
humanMclinicalMspecimensMinMynglandMbetweenMfddhMandMfdelbMJournalhofhMedicalhMicrobiologyYM2019
YMjlYMiglaihl

3.2 14

62 WastewaterMusedMforMurbanMagricultureMinMWestMufricaMasMaMreservoirMforMantibacterialMresistanceM
disseminationbMEnvironmentalhResearchYM2019YMejlYMehafh 7.9 38

61 wlinicallyMRelevantMPlasmida’ostMβnteractionsMβndicateMthatMTranscriptionalMandMNotM‘enomicM
ModificationsMumeliorateMzitnessMwostsMofMwarbapenemaseawarryingMPlasmidsbMMBioYM2018YMmYM 7.8 35

60 SequenceMTypeMfkgMwarbapenemaResistantMKlebsiellaMpneumoniaeMwarryingMandbMAntimicrobialh
AgentshandhChemotherapyYM2018YMjfYM 5.9 10

59 wonvergentMuminoMucidMSignaturesMinMPolyphyleticMwampylobacterMjejuniMSubpopulationsMSuggestM
’umanMNicheMTropismbMGenomehBiologyhandhEvolutionYM2018YMedYMkjgakkh 3.9 5

58 woexistenceMofMTwoM‘enesMonManMβnczMPlasmidMasMRevealedMbyMNanoporeMSequencingbMAntimicrobialh
AgentshandhChemotherapyYM2018YMjfYM 5.9 12

57 wrypticMtransmissionMofMSThdiMyscherichiaMcoliMcarryingMblaMinMhospitalbMScientifichReportsYM2018YMlYMgmd 4.9 13

56 OccurrenceMofMynterobacterMhormaecheiMcarryingMblaMandMblaMinMwhinabMDiagnostichMicrobiologyhandh
InfectioushDiseaseYM2018YMmdYMegmaehf 2.9 17
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55 OccurrenceMofMcolistinaresistantMhypervirulentMKlebsiellaMvariicolabMJournalhofhAntimicrobialh
ChemotherapyYM2018YMkgYMgddeagddh 5.1 24

54
wompleteMgenomicMcharacterizationMofMtwoMyscherichiaMcoliMlineagesMresponsibleMforMaMclusterMofM
carbapenemaresistantMinfectionsMinMaMwhineseMhospitalbMJournalhofhAntimicrobialhChemotherapyYM2018YM
kgYMfghdafghj

5.1 24

53 blaNxMafeYMaMnewMvariantMofMblaNxMMinManMyscherichiaMcoliMclinicalMisolateMcarryingMblawTXaMaiiMandM
rmtvbMJournalhofhAntimicrobialhChemotherapyYM2018YMkgYMfggjafggm 5.1 34

52 ‘enomicMepidemiologyMofMclinicalMwampylobacterMsppbMatMaMsingleMhealthMtrustMsitebMMicrobialh
GenomicsYM2018YMhYM 4.4 5

51 ucquisitionMandMLossMofMwTXaMaProducingMandMNonaProducingMyscherichiaMcoliMinMtheMzecalM
MicrobiomeMofMTravelersMtoMSouthMusiabMMBioYM2018YMmYM 7.8 13

50 TheMOccurenceMofMwolistinaResistantM’ypervirulentMinMwhinabMFrontiershinhMicrobiologyYM2018YMmYMfijl 5.7 24

49 βdentificationMofMMycobacteriumMchimaeraMinMheateracoolerMunitsMinMwhinabMScientifichReportsYM2018YMlYMklhg4.9 6

48 βncPMPlasmidMwarryingMwolistinMResistanceM‘eneMmcraeMinMKlebsiellaMpneumoniaeMfromM’ospitalM
SewagebMAntimicrobialhAgentshandhChemotherapyYM2017YMjeYM 5.9 57

47 WhyMprokaryotesMhaveMpangenomesbMNaturehMicrobiologyYM2017YMfYMekdhd 26.6 182

46 NewMVariantMofMinManMyxtensivelyMxrugaResistantMyscherichiaMcoliMwlinicalMβsolateMwarryingMandbM
AntimicrobialhAgentshandhChemotherapyYM2017YMjeYM 5.9 52

45
βnteractionMnetworksYMecologicalMstabilityYMandMcollectiveMantibioticMtoleranceMinMpolymicrobialM
infectionsbMProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYM2017YM
eehYMedjjjaedjke

11.5 72

44 OptimisedMchronicMinfectionMmodelsMdemonstrateMthatMsiderophoreMTcheatingTMinMPseudomonasM
aeruginosaMisMcontextMspecificbMISMEhJournalYM2017YMeeYMfhmfafidm 11.9 20

43 ReplyMtoMTTheMpopulationMgeneticsMofMpangenomesTbMNaturehMicrobiologyYM2017YMfYMeiki 26.6 7

42 RemarkableMxiversityMofMwarryingMfromM’ospitalMSewageMwithMtheMβdentificationMofMTwoMNewM
VariantsbMFrontiershinhMicrobiologyYM2017YMlYMfdmh 5.7 44

41 PhylogeographicMseparationMandMformationMofMsexuallyMdiscreteMlineagesMinMaMglobalMpopulationMofbM
MicrobialhGenomicsYM2017YMgYMedddegg 4.4 8

40 TuddYMstirMandMreduceTnMYersiniaMsppbMasMmodelMbacteriaMforMpathogenMevolutionbMNaturehReviewsh
MicrobiologyYM2016YMehYMekkamd 22.2 95

39
βncreaseMinMbacteraemiaMcasesMinMtheMyastMMidlandsMregionMofMtheMUKMdueMtoMMxRMyscherichiaMcoliM
STkgnMhighMlevelsMofMgenomicMandMplasmidMdiversityMinMcausativeMisolatesbMJournalhofhAntimicrobialh
ChemotherapyYM2016YMkeYMggmahg

5.1 16

38 ullMYersiniaMenterocoliticaMareMpathogenicnMvirulenceMofMphylogroupMeMYbMenterocoliticaMinMaM‘alleriaM
mellonellaMinfectionMmodelbMMicrobiologyhsUnitedhKingdomtYM2016YMejfYMegkmaeglk 2.9 12
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37 ResponseMtoMTRefinedManalysesMsuggestMthatMrecombinationMisMaMminorMsourceMofMgenomicMdiversityMinM
chronicMcysticMfibrosisMinfectionsTMbyMVbMMicrobialhGenomicsYM2016YMfYMeddddih 4.4 1

36 wombinedMunalysisMofMVariationMinMworeYMuccessoryMandMRegulatoryM‘enomeMRegionsMProvidesMaM
SuperaResolutionMViewMintoMtheMyvolutionMofMvacterialMPopulationsbMPLoShGeneticsYM2016YMefYMeeddjfld 6 117

35 yscherichiaMcoliMofMsequenceMtypeMglgiMcarryingMblaMNxMaeYMblaMwTXaMaeiYMblaMwMYahfMandMblaM
S’VaefbMScientifichReportsYM2015YMiYMeffki 4.9 25

34
‘eneMLossMandMLineageaSpecificMRestrictionaModificationMSystemsMussociatedMwithMNicheM
xifferentiationMinMtheMwampylobacterMjejuniMSequenceMTypeMhdgMwlonalMwomplexbMAppliedhandh
EnvironmentalhMicrobiologyYM2015YMleYMgjheak

4.8 18

33
UseMofMwholeagenusMgenomeMsequenceMdataMtoMdevelopMaMmultilocusMsequenceMtypingMtoolMthatM
accuratelyMidentifiesMYersiniaMisolatesMtoMtheMspeciesMandMsubspeciesMlevelsbMJournalhofhClinicalh
MicrobiologyYM2015YMigYMgiahf

9.7 32

32 ‘enomicMdissectionMofMtheMemmhMwronobacterMsakazakiiMoutbreakMinMaMzrenchMneonatalMintensiveMcareM
unitbMBMChGenomicsYM2015YMejYMkid 4.5 20

31 ‘eneticMimportMandMphenotypeMspecificMallelesMassociatedMwithMhyperainvasionMinMwampylobacterM
jejunibMBMChGenomicsYM2015YMejYMlif 4.5 11

30 RecombinationMisMaMkeyMdriverMofMgenomicMandMphenotypicMdiversityMinMaMPseudomonasMaeruginosaM
populationMduringMcysticMfibrosisMinfectionbMScientifichReportsYM2015YMiYMkjhm 4.9 81

29 xirectionalMgeneMflowMandMecologicalMseparationMinbMMicrobialhGenomicsYM2015YMeYMeddddgd 4.4 15

28 ParallelMindependentMevolutionMofMpathogenicityMwithinMtheMgenusMYersiniabMProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaYM2014YMeeeYMjkjlakg 11.5 114

27 PhenotypicMmicroarraysMsuggestMyscherichiaMcoliMSTegeMisMnotMaMmetabolicallyMdistinctMlineageMofM
extraaintestinalMpathogenicMybMcolibMPLoShONEYM2014YMmYMellgkh 3.7 14

26 womparativeMgenomeManalysisMidentifiesMfewMtraitsMuniqueMtoMtheMyscherichiaMcoliMSTegeM’gdRxMcladeM
andMextensiveMmosaicismMatMtheMcapsuleMlocusbMBMChGenomicsYM2014YMeiYMlgd 4.5 20

25 xraftM‘enomeMSequenceMofMOwandidatusMwronobacterMcolletisOMNwTwMehmghTYMaMNewMSpeciesMinMtheM
‘enusMwronobacterbMGenomehAnnouncementsYM2014YMfYM 6

24
xraftM‘enomeMSequencesMofMThreeMNewlyMβdentifiedMSpeciesMinMtheM‘enusMwronobacterYMwbMhelveticusM
LM‘fgkgfTYMwbMpulverisMLM‘fhdimYMandMwbMzurichensisMLM‘fgkgdTbMGenomehAnnouncementsYM2013YM
eYM

11

23
TheMevolutionaryMpathMtoMextraintestinalMpathogenicYMdrugaresistantMyscherichiaMcoliMisMmarkedMbyM
drasticMreductionMinMdetectableMrecombinationMwithinMtheMcoreMgenomebMGenomehBiologyhandh
EvolutionYM2013YMiYMjmmaked

3.9 38

22 MultidrugaresistantMyscherichiaMcoliMbacteremiabMEmerginghInfectioushDiseasesYM2013YMemYMejmmakde 10.2 45

21 yvolutionaryMdynamicsMofMtheMYersiniaMenterocoliticaMcomplexbMAdvanceshinhExperimentalhMedicineh
andhBiologyYM2012YMmihYMeiaff 3.6 5

20
‘enomicManalysisMuncoversMaMphenotypicallyMdiverseMbutMgeneticallyMhomogeneousMyscherichiaMcoliM
STegeMcloneMcirculatingMinMunrelatedMurinaryMtractMinfectionsbMJournalhofhAntimicrobialhChemotherapyYM
2012YMjkYMljlakk

5.1 40

Alan McNally

6



19 wjeegjMisMrequiredMforMlipooligosaccharideMbiosynthesisYMhyperinvasionYMandMchickMcolonizationMbyM
wampylobacterMjejunibMInfectionhandhImmunityYM2012YMldYMfgjeakd 3.7 19

18
βncreasedMhumanMpathogenicMpotentialMofMyscherichiaMcoliMfromMpolymicrobialMurinaryMtractM
infectionsMinMcomparisonMtoMisolatesMfromMmonomicrobialMcultureMsamplesbMJournalhofhMedicalh
MicrobiologyYM2011YMjdYMedfaedm

3.2 45

17
MolecularMepidemiologyMofMextraintestinalMpathogenicMyscherichiaMcoliMisolatesMfromMaMregionalM
cohortMofMelderlyMpatientsMhighlightsMtheMprevalenceMofMSTegeMstrainsMwithMincreasedMantimicrobialM
resistanceMinMbothMcommunityMandMhospitalMcareMsettingsbMJournalhofhAntimicrobialhChemotherapyYM
2011YMjjYMfideal

5.1 74

16 uuthorsâ��MreplyMtoMâ��PathogenicMpotentialMofMyscherichiaMcoliMfromMpolymicrobialMurinaryMtractM
infectionsâ��bMJournalhofhMedicalhMicrobiologyYM2011YMjdYMeiihaeiii 3.2 0

15 βnfectionMdynamicsMofMhighlyMpathogenicMavianMinfluenzaMandMvirulentMavianMparamyxovirusMtypeMeM
virusesMinMchickensYMturkeysMandMducksbMAvianhPathologyYM2010YMgmYMfjiakg 2.4 46

14 xevelopmentMofMrapidYMautomatedMdiagnosticsMforMinfectiousMdiseasenMadvancesMandMchallengesbM
ExperthReviewhofhMedicalhDevicesYM2009YMjYMjheaie 3.5 30

13
βntestinalMcarriageMofMverocytotoxigenicMyscherichiaMcoliMOeikYMSalmonellaYMthermophilicM
wampylobacterMandMYersiniaMenterocoliticaYMinMcattleYMsheepMandMpigsMatMslaughterMinM‘reatMvritainM
duringMfddgbMEpidemiologyhandhInfectionYM2008YMegjYMkgmaie

4.3 108

12 ValidatedM’iMyurasianMrealatimeMreverseMtranscriptaseapolymeraseMchainMreactionMandMitsMapplicationM
inM’iNeMoutbreaksMinMfddiafddjbMAvianhDiseasesYM2007YMieYMgkgak 1.6 125

11
unMaflagellateMmutantMYersiniaMenterocoliticaMbiotypeMeuMstrainMdisplaysMalteredMinvasionMofM
epithelialMcellsYMpersistenceMinMmacrophagesYMandMcytokineMsecretionMprofilesMinMvitrobMMicrobiologyh
sUnitedhKingdomtYM2007YMeigYMeggmaeghm

2.9 27

10
YersiniaMenterocoliticaMisolatesMofMdifferingMbiotypesMfromMhumansMandManimalsMareMadherentYM
invasiveMandMpersistMinMmacrophagesYMbutMdifferMinMcytokineMsecretionMprofilesMinMvitrobMJournalhofh
MedicalhMicrobiologyYM2006YMiiYMekfiaekgh

3.2 31

9 xifferencesMinMlevelsMofMsecretedMlocusMofMenterocyteMeffacementMproteinsMbetweenMhumanM
diseaseaassociatedMandMbovineMyscherichiaMcoliMOeikbMInfectionhandhImmunityYM2005YMkgYMfike 3.7 2

8
womparisonMofMtheMbiotypesMofMYersiniaMenterocoliticaMisolatedMfromMpigsYMcattleMandMsheepMatM
slaughterMandMfromMhumansMwithMyersiniosisMinM‘reatMvritainMduringMemmmafdddbMLettershinhAppliedh
MicrobiologyYM2004YMgmYMedgal

2.9 79

7 xifferencesMinMlevelsMofMsecretedMlocusMofMenterocyteMeffacementMproteinsMbetweenMhumanM
diseaseaassociatedMandMbovineMyscherichiaMcoliMOeikbMInfectionhandhImmunityYM2001YMjmYMiedkaeh 3.7 69

6 wompleteMgenomicMcharacterisationMofMtwoMyscherichiaMcoliMlineagesMresponsibleMforMaMclusterMofM
carbapenemMresistantMinfectionsMinMaMwhineseMhospital 1

5 ValidationMtestingMtoMdetermineMtheMeffectivenessMofMlateralMflowMtestingMforMasymptomaticM
SuRSawoVafMdetectionMinMlowMprevalenceMsettings 6

4 SavariantMSuRSawoVafMisMassociatedMwithMsignificantlyMhigherMviralMloadsMinMsamplesMtestedMbyM
ThermozisherMTaqPathMRTaQPwR 22

3 SignaturesMofMnegativeMfrequencyMdependentMselectionMinMcolonisationMfactorsMandMtheMevolutionMofM
aMmultiadrugMresistantMlineageMofMyscherichiaMcoli 1

2 ullelicMpolymorphismMshapesMcommunityMfunctionMinMevolvingMPseudomonasMaeruginosaMpopulations 1

(-2012)
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1 RealatimeMsamplingMofMtravelersMshowsMintestinalMcolonizationMbyMmultidrugaresistantMbacteriaMtoMbeM
aMdynamicMprocessMwithMmultipleMtransientMacquisitions 3
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