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j Paper IF Citations

112
TheQantimicrobialQactivityQofQzincQagainstQgroupQzQStreptococcusQisQstrainedependentQacrossQdiverseQ
sequenceQtypesdQcapsularQserotypesdQandQinvasiveQversusQcolonizingQisolatesffQBMCfMicrobiologydQ
2022dQjjdQjk

4.5 1

111
ZoonoticQTransmissionQofQtoQCaretakersQFromQSickQPenQCalvesQCarryingQaQMixedQPopulationQofQ
StrainsQWithQandQWithoutQGuillainQzarrˆ'QSyndromeeyssociatedQLipooligosaccharideQLociffQFrontiersfinf
MicrobiologydQ2022dQikdQphhjnq

5.7 0

110 ProductionQandQCompositionQofQGroupQzQStreptococcalQMembraneQVesiclesQVaryQycrossQéiverseQ
LineagesfQFrontiersfinfMicrobiologydQ2021dQijdQoohlqq 5.7 1

109 ComparingQgutQresistomeQcompositionQamongQpatientsQwithQacuteQCampylobacterQinfectionsQandQ
healthyQfamilyQmembersfQScientificfReportsdQ2021dQiidQjjknp 4.9 0

108 yntibiofilmQyctivityQofQHumanQMilkQOligosaccharidesQagainstQMultidrugQResistantQandQSusceptibleQ
IsolatesQoffQACSfInfectiousfDiseasesdQ2021dQodQkjmlekjnk 5.5 4

107 GenomicQanalysisQofQshigaQtoxinecontainingQEscherichiaQcoliQOimorHoQisolatedQfromQyrgentineanQ
cattlefQPLoSfONEdQ2021dQindQehjmpomk 3.7

106 yntibacterialQandQyntiebiofilmQyctivityQofQtheQHumanQzreastQMilkQGlycoproteinQLactoferrinQagainstQ
GroupQzQStreptococcusfQChemBioChemdQ2021dQjjdQjijlejikk 3.8 12

105
ynalysisQofQyntimicrobialQandQyntibiofilmQyctivityQofQHumanQMilkQLactoferrinQComparedQtoQzovineQ
LactoferrinQagainstQMultidrugQResistantQandQSusceptibleQClinicalQIsolatesfQACSfInfectiousfDiseasesdQ
2021dQodQjiinejijn

5.5 6

104 GroupQzQIsQRequiredQforQSerotypeQVQCapsuleQProductionQandQyidsQinQziofilmQFormationQandQ
yscendingQInfectionQofQtheQReproductiveQTractQduringQPregnancyfQACSfInfectiousfDiseasesdQ2021dQodQjnpnejnqn5.5 2

103 EpidemiologicQyssociationsQVaryQzetweenQTetracyclineQandQFluoroquinoloneQResistantQInfectionsfQ
FrontiersfinfPublicfHealthdQ2021dQqdQnojlok 6 3

102 VariabilityQinQtheQOccupancyQofQOimoQIntegrationQSitesQbyQShigaQToxineEncodingQProphagesfQToxinsdQ
2021dQikdQ 4.9 2

101 ynalysisQofQvirulenceQphenotypesQandQantibioticQresistanceQinQclinicalQstrainsQofQycinetobacterQ
baumanniiQisolatedQinQNashvilledQTennesseefQBMCfMicrobiologydQ2021dQjidQji 4.5 5

100 PopulationQstructureQandQgeneticQdiversityQofQnoneOimoQShigaQtoxineproducingQEscherichiaQcoliQ
ZSTECaQclinicalQisolatesQfromQMichiganfQScientificfReportsdQ2021dQiidQllni 4.9 3

99
yntibioticQSusceptibilityQProfilesQandQFrequencyQofQResistanceQGenesQinQClinicalQShigaQ
ToxineProducingQEscherichiaQcoliQIsolatesQfromQMichiganQoverQaQileYearQPeriodfQAntimicrobialfAgentsf
andfChemotherapydQ2021dQnmdQehiipqji

5.9

98 CharacterizingQtheQCattleQGutQMicrobiomeQinQFarmsQwithQaQHighQandQLowQPrevalenceQofQShigaQToxinQ
ProducingfQMicroorganismsdQ2021dQqdQ 4.9 3

97
ynalysisQofQSusceptibilityQtoQtheQyntimicrobialQandQyntieziofilmQyctivityQofQHumanQMilkQLactoferrinQinQ
ClinicalQStrainsQofQWithQéiverseQCapsularQandQSequenceQTypesfQFrontiersfinfCellularfandfInfectionf
MicrobiologydQ2021dQiidQolhpoj

5.9 1

96 EffectsQofQaQhighQfatQdietQonQgutQmicrobiomeQdysbiosisQinQaQmouseQmodelQofQGulfQWarQIllnessfQ
ScientificfReportsdQ2020dQihdQqmjq 4.9 12
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95 GeneticQéiversityQofQNoneOimoQShigaQToxineProducingQRecoveredQFromQPatientsQinQMichiganQandQ
ConnecticutfQFrontiersfinfMicrobiologydQ2020dQiidQmjq 5.7 6

94 LactoferrinrQyQCriticalQMediatorQofQzothQHostQImmuneQResponseQandQyntimicrobialQyctivityQinQ
ResponseQtoQStreptococcalQInfectionsfQACSfInfectiousfDiseasesdQ2020dQndQinimeinjk 5.5 11

93
yQSolutionQtoQyntifolateQResistanceQinQGroupQzQrQUntargetedQMetabolomicsQIdentifiesQHumanQMilkQ
OligosaccharideeInducedQPerturbationsQThatQResultQinQPotentiationQofQTrimethoprimfQMBiodQ2020dQ
iidQ

7.8 13

92 iiqqfQPhylogenomicQanalysisQofQCampylobacterQjejuniQisolatedQfromQgastroenteritisQcasesQinQ
MichiganfQOpenfForumfInfectiousfDiseasesdQ2020dQodQSnjieSnji 1

91 VitaminQéQandQStreptococcirQTheQInterfaceQofQNutritiondQHostQImmuneQResponsedQandQyntimicrobialQ
yctivityQinQResponseQtoQInfectionfQACSfInfectiousfDiseasesdQ2020dQndQkikiekilh 5.5 6

90 GeneticQandQPhenotypicQFactorsQyssociatedQwithQPersistentQSheddingQofQShigaQToxineProducingQ
EscherichiaQcoliQbyQzeefQCattlefQAppliedfandfEnvironmentalfMicrobiologydQ2020dQpndQ 4.8 2

89 TheQimpactQofQLactobacillusQonQgroupQzQstreptococcalQinteractionsQwithQcellsQofQtheQextraplacentalQ
membranesfQMicrobialfPathogenesisdQ2020dQilpdQihllnk 3.8 5

88 LactobacillusQstrainsQvaryQinQtheirQabilityQtoQinteractQwithQhumanQendometrialQstromalQcellsfQPLoSfONE
dQ2020dQimdQehjkpqqk 3.7 2

87 GeneticallyQdistinctQGroupQzQStreptococcusQstrainsQinduceQvaryingQmacrophageQcytokineQresponsesfQ
PLoSfONEdQ2019dQildQehjjjqih 3.7 6

86 ModulationQofQéeathQandQInflammatoryQSignalingQinQéecidualQStromalQCellsQfollowingQExposureQtoQ
GroupQzfQInfectionfandfImmunitydQ2019dQpodQ 3.7 7

85 RamanQmicrospectroscopyQdifferentiatesQperinatalQpathogensQonQexQvivoQinfectedQhumanQfetalQ
membraneQtissuesfQJournalfoffBiophotonicsdQ2019dQijdQejhiphhllq 3.1 3

84 PopulationQgeneQintrogressionQandQhighQgenomeQplasticityQforQtheQzoonoticQpathogenQStreptococcusQ
agalactiaefQMolecularfBiologyfandfEvolutiondQ2019dQ 8.3 19

83 IncreasingQFrequenciesQofQyntibioticQResistantQNonetyphoidalQInfectionsQinQMichiganQandQRiskQ
FactorsQforQéiseasefQFrontiersfinfMedicinedQ2019dQndQjmh 4.9 7

82 ProteinQkinaseQéQmediatesQinflammatoryQresponsesQofQhumanQplacentalQmacrophagesQtoQGroupQzQ
StreptococcusfQAmericanfJournalfoffReproductivefImmunologydQ2019dQpidQeikhom 3.8 9

81 yQNonhemolyticQGroupQzQStreptococcusQStrainQExhibitsQHypervirulencefQJournalfoffInfectiousf
DiseasesdQ2018dQjiodQqpkeqpo 7 12

80 PrevalenceQandQcharacteristicsQofQShigaQtoxineproducingQEscherichiaQcoliQinQfinishingQpigsrQ
ImplicationsQonQpublicQhealthfQInternationalfJournalfoffFoodfMicrobiologydQ2018dQjnldQpeim 5.8 20

79 VariationQinQMacrophageQPhagocytosisQofQéoesQNotQReflectQzacterialQCapsularQSerotypedQMultilocusQ
SequenceQTypedQorQyssociationQwithQInvasiveQInfectionfQPathogensfandfImmunitydQ2018dQkdQnkeoi 4.9 4

78 jhiifQIdentificationQofQStreptococcusQagalactiaeQonQHumanQFetalQMembraneQTissuesQUsingQRamanQ
MicrospectroscopyfQOpenfForumfInfectiousfDiseasesdQ2018dQmdQSmpneSmpn 1 78

(2018-2020)
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77 InvestigationQofQtheQRoleQThatQNyéHQPeroxidaseQPlaysQinQOxidativeQStressQSurvivalQinQGroupQzfQ
FrontiersfinfMicrobiologydQ2018dQqdQjopn 5.7 16

76
GroupQzQstreptococcalQcolonizationQandQtransmissionQdynamicsQinQpregnantQwomenQandQtheirQ
newbornsQinQNigeriarQimplicationsQforQpreventionQstrategiesfQClinicalfMicrobiologyfandfInfectiondQ2017
dQjkdQnokfeqenokfein

9.5 12

75 IntestinalQMicrobialQCommunityQéynamicsQofQWhiteeTailedQéeerQZOdocoileusQvirginianusaQinQanQ
ygroecosystemfQMicrobialfEcologydQ2017dQoldQlqnemhn 4.4 12

74 yntimicrobialQérugeResistantQShigaQToxineProducingQEscherichiaQcoliQInfectionsdQMichigandQUSyfQ
EmergingfInfectiousfDiseasesdQ2017dQjkdQinhqeinii 10.2 13

73 GeneticQVariationQinQShigaQToxineproducingQEscherichiaQcoliQRecoveredQfromQPatientsQinQMichiganQ
andQConnecticutfQOpenfForumfInfectiousfDiseasesdQ2017dQldQSknkeSknk 1 78

72 zovineQLeukemiaQVirusQandQMycobacteriumQaviumQsubspfQparatuberculosisQyreQNotQyssociatedQwithQ
ShigaQToxineProducingQEscherichiaQcoliQSheddingQinQCattlefQJournalfoffFoodfProtectiondQ2017dQphdQpnepq 2.5 1

71 IntrinsicQMaturationalQNeonatalQImmuneQéeficienciesQandQSusceptibilityQtoQGroupQzQStreptococcusQ
InfectionfQClinicalfMicrobiologyfReviewsdQ2017dQkhdQqokeqpq 34 9

70 éifferingQmechanismsQofQsurvivingQphagosomalQstressQamongQgroupQzQStreptococcusQstrainsQofQ
varyingQgenotypesfQVirulencedQ2017dQpdQqjleqko 4.7 18

69
FrequencyQofQyntimicrobialQResistanceQinQShigaQToxineProducingQEscherichiaQcoliQZSTECaQandQ
NoneTyphoidalQSalmonellaQZNTSaQClinicalQInfectionsQandQyssociationQwithQEpidemiologicalQFactorsfQ
OpenfForumfInfectiousfDiseasesdQ2017dQldQSknneSknn

1 78

68 ContributionQofQtheQRgféQQuorumQSensingQPeptideQtoQrgfQRegulationQandQHostQCellQyssociationQinQ
GroupQzQStreptococcusfQGenesdQ2017dQpdQ 4.2 7

67 GroupQzQInducesQNeutrophilQRecruitmentQtoQGestationalQTissuesQandQElaborationQofQExtracellularQ
TrapsQandQNutritionalQImmunityfQFrontiersfinfCellularfandfInfectionfMicrobiologydQ2017dQodQiq 5.9 36

66 ComparingQtheQGeneticQéiversityQandQyntimicrobialQResistanceQProfilesQofQRecoveredQfromQCattleQ
andQHumansfQFrontiersfinfMicrobiologydQ2017dQpdQpip 5.7 29

65
GenomicQynalysisQofQSalmonellaQentericaQSerovarQTyphimuriumQCharacterizesQStrainQéiversityQforQ
RecentQUfSfQSalmonellosisQCasesQandQIdentifiesQMutationsQLinkedQtoQLossQofQFitnessQunderQ
NitrosativeQandQOxidativeQStressfQMBiodQ2016dQodQehhiml

7.8 15

64 yntimicrobialQSusceptibilityQProfilesQofQHumanQCampylobacterQjejuniQIsolatesQandQyssociationQwithQ
PhylogeneticQLineagesfQFrontiersfinfMicrobiologydQ2016dQodQmpq 5.7 25

63 FactorsQyssociatedQwithQShigaQToxineProducingQEscherichiaQcoliQSheddingQbyQéairyQandQzeefQCattlefQ
AppliedfandfEnvironmentalfMicrobiologydQ2016dQpjdQmhlqemn 4.8 38

62 éraftQGenomeQSequenceQofQanQInvasiveQStreptococcusQagalactiaeQIsolateQLackingQPigmentationfQ
GenomefAnnouncementsdQ2016dQldQ 8

61 FactorsQassociatedQwithQincreasingQcampylobacteriosisQincidenceQinQMichigandQjhhlejhikfQ
EpidemiologyfandfInfectiondQ2016dQilldQkkinekkjm 4.3 12

60 yssociationQbetweenQgenotypicQdiversityQandQbiofilmQproductionQinQgroupQzQStreptococcusfQBMCf
MicrobiologydQ2016dQindQpn 4.5 31
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59 IncreasingQincidenceQofQnoneOimoQShigaQtoxineproducingQEscherichiaQcoliQZSTECaQinQMichiganQandQ
associationQwithQclinicalQillnessfQEpidemiologyfandfInfectiondQ2016dQilldQikqlelhm 4.3 23

58 ImpactQofQageQandQsexQonQtheQcompositionQandQabundanceQofQtheQintestinalQmicrobiotaQinQindividualsQ
withQandQwithoutQentericQinfectionsfQAnnalsfoffEpidemiologydQ2016dQjndQkphem 6.4 30

57 HighQprevalenceQofQcladeQpQEscherichiaQcoliQOimorHoQisolatedQfromQretailQmeatQandQbutcherQshopQ
environmentfQInfectiontfGeneticsfandfEvolutiondQ2016dQlmdQiem 4.5 5

56 WithineFarmQChangesQinQéairyQFarmeyssociatedQSalmonellaQSubtypesQandQComparisonQtoQHumanQ
ClinicalQIsolatesQinQMichigandQjhhhejhhiQandQjhhqfQAppliedfandfEnvironmentalfMicrobiologydQ2015dQpidQmojlekm4.8 6

55 EffectQofQfeedingQaQdirectefedQmicrobialQonQtotalQandQantimicrobialeresistantQfecalQcoliformQcountsQinQ
preweanedQdairyQcalvesfQAmericanfJournalfoffVeterinaryfResearchdQ2015dQondQophep 1.1 4

54 IntestinalQmicrobialQcommunitiesQassociatedQwithQacuteQentericQinfectionsQandQdiseaseQrecoveryfQ
MicrobiomedQ2015dQkdQlm 16.6 102

53 éraftQGenomeQSequenceQofQaQéiarrheagenicQMorganellaQmorganiiQIsolatefQGenomefAnnouncementsdQ
2015dQkdQ 2

52 CharacterizationQofQenteropathogenicQandQShigaQtoxineproducingQEscherichiaQcoliQinQcattleQandQdeerQ
inQaQsharedQagroecosystemfQFrontiersfinfCellularfandfInfectionfMicrobiologydQ2015dQmdQjq 5.9 36

51 CladeQpQandQCladeQnQStrainsQofQEscherichiaQcoliQOimorHoQfromQCattleQinQyrgentinaQhaveQ
HypervirulenteLikeQPhenotypesfQPLoSfONEdQ2015dQihdQehijooih 3.7 24

50 SepsisQfromQtheQgutrQtheQentericQhabitatQofQbacteriaQthatQcauseQlateeonsetQneonatalQbloodstreamQ
infectionsfQClinicalfInfectiousfDiseasesdQ2014dQmpdQijiiep 11.6 124

49 EmergenceQofQaQhypervirulentQneonatalQpathogenfQLancetfInfectiousfDiseasestfThedQ2014dQildQihjpeihkh 25.5 4

48
ExploitingQtheQexplosionQofQinformationQassociatedQwithQwholeQgenomeQsequencingQtoQtackleQShigaQ
toxineproducingQEscherichiaQcoliQZSTECaQinQglobalQfoodQproductionQsystemsfQInternationalfJournalfoff
FoodfMicrobiologydQ2014dQipodQmoeoj

5.8 58

47 PilusQdistributionQamongQlineagesQofQgroupQbQstreptococcusrQanQevolutionaryQandQclinicalQ
perspectivefQBMCfMicrobiologydQ2014dQildQimq 4.5 46

46 éiverseQvirulenceQgeneQcontentQofQShigaQtoxineproducingQEscherichiaQcoliQfromQfinishingQswinefQ
AppliedfandfEnvironmentalfMicrobiologydQ2014dQphdQnkqmelhj 4.8 32

45 MolecularQCharacterizationQofQShigaQToxineProducingQEscherichiaQcoliQ2014dQjomekhj

44 yssociationQandQvirulenceQgeneQexpressionQvaryQamongQserotypeQIIIQgroupQzQstreptococcusQisolatesQ
followingQexposureQtoQdecidualQandQlungQepithelialQcellsfQInfectionfandfImmunitydQ2014dQpjdQlmpoeqm 3.7 16

43 ShigaQtoxineproducingQEscherichiaQcoliQinQswinerQtheQpublicQhealthQperspectivefQAnimalfHealthf
ResearchfReviewsdQ2014dQimdQnkeom 2.1 44

42
PhylogeneticQCladesQnQandQpQofQEnterohemorrhagicQEscherichiaQcoliQOimorHoQWithQParticularQstxQ
SubtypesQareQMoreQFrequentlyQFoundQinQIsolatesQFromQHemolyticQUremicQSyndromeQPatientsQThanQ
FromQysymptomaticQCarriersfQOpenfForumfInfectiousfDiseasesdQ2014dQidQofuhni

1 36

(2014-2016)
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41 WholeQgenomeQsequencingQofQMycobacteriumQtuberculosisQrevealsQslowQgrowthQandQlowQmutationQ
ratesQduringQlatentQinfectionsQinQhumansfQPLoSfONEdQ2014dQqdQeqihjl 3.7 49

40
ycquisitionQandQpersistenceQofQantimicrobialeresistantQbacteriaQisolatedQfromQdogsQandQcatsQ
admittedQtoQaQveterinaryQteachingQhospitalfQJournalfoffthefAmericanfVeterinaryfMedicalfAssociationdQ
2013dQjlkdQqqheihhh

1 30

39 éraftQgenomeQsequencesQofQtheQdiarrheagenicQEscherichiaQcoliQcollectionfQJournalfoffBacteriologydQ
2012dQiqldQkhjneo 3.5 19

38 WholeegenomeQshotgunQsequencingQofQaQcolonizingQmultilocusQsequenceQtypeQioQStreptococcusQ
agalactiaeQstrainfQJournalfoffBacteriologydQ2012dQiqldQnhhm 3.5 6

37 CorrelationQbetweenQinQvivoQbiofilmQformationQandQvirulenceQgeneQexpressionQinQEscherichiaQcoliQ
OihlrHlfQPLoSfONEdQ2012dQodQelinjp 3.7 49

36 ShigaQtoxinQjQoverexpressionQinQEscherichiaQcoliQOimorHoQstrainsQassociatedQwithQsevereQhumanQ
diseasefQMicrobialfPathogenesisdQ2011dQmidQlnneoh 3.8 52

35 TheQEvolutionQofQFoodborneQPathogensQ2011dQlmmelpo

34 yssociationQofQGroupQzQStreptococcusQcolonizationQandQbovineQexposurerQaQprospectiveQ
crossesectionalQcohortQstudyfQPLoSfONEdQ2010dQmdQepoqm 3.7 51

33 IncreasedQadherenceQandQexpressionQofQvirulenceQgenesQinQaQlineageQofQEscherichiaQcoliQOimorHoQ
commonlyQassociatedQwithQhumanQinfectionsfQPLoSfONEdQ2010dQmdQeihino 3.7 59

32 éifferentialQexpressionQofQvirulenceQandQstressQfitnessQgenesQbetweenQEscherichiaQcoliQOimorHoQ
strainsQwithQclinicalQorQbovineebiasedQgenotypesfQAppliedfandfEnvironmentalfMicrobiologydQ2010dQondQnhep 4.8 47

31 éifferencesQinQadherenceQandQvirulenceQgeneQexpressionQbetweenQtwoQoutbreakQstrainsQofQ
enterohaemorrhagicQEscherichiaQcoliQOimoQrQHofQMicrobiologyfoUnitedfKingdompdQ2010dQimndQlhpeliq 2.9 44

30
PrevalenceQofQtheQoperonQencodingQsubtilaseQcytotoxinQinQnoneOimoQShigaQtoxineproducingQ
EscherichiaQcoliQisolatedQfromQhumansQinQtheQUnitedQStatesfQJournalfoffClinicalfMicrobiologydQ2009dQ
lodQkhmpeq

9.7 12

29 SelectiondQrecombinationdQandQvirulenceQgeneQdiversityQamongQgroupQzQstreptococcalQgenotypesfQ
JournalfoffBacteriologydQ2009dQiqidQmliqejo 3.5 45

28 MultilocusQsequenceQtypesQassociatedQwithQneonatalQgroupQzQstreptococcalQsepsisQandQmeningitisQinQ
CanadafQJournalfoffClinicalfMicrobiologydQ2009dQlodQiilkep 9.7 138

27 HeatQWavesdQImperviousQSurfacesdQandQHospitalQydmissionsQamongQtheQElderlyQinQUfSfQCitiesfQ
EpidemiologydQ2009dQjhdQSilm 3.1 2

26 VariationQinQvirulenceQamongQcladesQofQEscherichiaQcoliQOimorHoQassociatedQwithQdiseaseQoutbreaksfQ
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericadQ2008dQihmdQlpnpeok 11.5 354

25 GeneticQdifferentiationQofQEscherichiaQcoliQOimorHoQcladesQassociatedQwithQhumanQdiseaseQbyQ
realetimeQPCRfQJournalfoffClinicalfMicrobiologydQ2008dQlndQjhohek 9.7 45

24 GeneticQdiversityQandQantimicrobialQresistanceQinQgroupQzQstreptococcusQcolonizingQyoungdQ
nonpregnantQwomenfQClinicalfInfectiousfDiseasesdQ2008dQlodQkppeqh 11.6 17
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23 GenotypicQdiversityQandQserotypeQdistributionQofQgroupQzQstreptococcusQisolatedQfromQwomenQ
beforeQandQafterQdeliveryfQClinicalfInfectiousfDiseasesdQ2008dQlndQipjqeko 11.6 72

22 SurveillanceQforQShigaQtoxineproducingQEscherichiaQcolidQMichigandQjhhiejhhmfQEmergingfInfectiousf
DiseasesdQ2007dQikdQkipeji 10.2 53

21 RiskQfactorsQforQgroupQzQstreptococcalQcolonizationrQpotentialQforQdifferentQtransmissionQsystemsQbyQ
capsularQtypefQAnnalsfoffEpidemiologydQ2007dQiodQpmlenj 6.4 60

20 VaccinationQforQGroupQzQStreptococcusQduringQpregnancyrQattitudesQandQconcernsQofQwomenQandQ
healthQcareQprovidersfQSocialfSciencefandfMedicinedQ2006dQnkdQkloemp 5.1 18

19 IncidenceQandQdurationQofQgroupQzQStreptococcusQbyQserotypeQamongQmaleQandQfemaleQcollegeQ
studentsQlivingQinQaQsingleQdormitoryfQAmericanfJournalfoffEpidemiologydQ2006dQinkdQmllemi 3.8 25

18 NaturallyQoccurringQantibodiesQforQtheQgroupQzQstreptococcalQsurfaceQimmunogenicQproteinQZSipaQinQ
pregnantQwomenQandQnewbornQbabiesfQVaccinedQ2006dQjldQnqhmeij 4.1 17

17 TheQfrequencyQofQgenesQencodingQthreeQputativeQgroupQzQstreptococcalQvirulenceQfactorsQamongQ
invasiveQandQcolonizingQisolatesfQBMCfInfectiousfDiseasesdQ2006dQndQiin 4 28

16 FrequencyQofQantimicrobialQresistanceQamongQinvasiveQandQcolonizingQGroupQzQstreptococcalQ
isolatesfQBMCfInfectiousfDiseasesdQ2006dQndQmo 4 47

15 ChoosingQanQappropriateQbacterialQtypingQtechniqueQforQepidemiologicQstudiesfQEpidemiologicf
PerspectivesfandfInnovationsdQ2005dQjdQih 65

14 éNyQpolymorphismQandQmolecularQsubtypingQofQtheQcapsularQgeneQclusterQofQgroupQzQstreptococcusfQ
JournalfoffClinicalfMicrobiologydQ2005dQlkdQniiken 9.7 24

13 PrevalenceQofQgroupQzQstreptococcusQcolonizationQandQpotentialQforQtransmissionQbyQcasualQcontactQ
inQhealthyQyoungQmenQandQwomenfQClinicalfInfectiousfDiseasesdQ2004dQkqdQkphep 11.6 54

12 ComparisonQofQéNyQdotQblotQhybridizationQandQlancefieldQcapillaryQprecipitinQmethodsQforQgroupQzQ
streptococcalQcapsularQtypingfQJournalfoffClinicalfMicrobiologydQ2004dQljdQilnemh 9.7 41

11 CorrelatesQofQyntibioticeResistantQGroupQzQStreptococcusQIsolatedQFromQPregnantQWomenfQ
ObstetricsfandfGynecologydQ2003dQihidQoleoq 4.9 27

10 MolecularQepidemiologyQofQStreptococcusQagalactiaeQZgroupQzQStreptococcusafQFrontiersfinf
BiosciencefufLandmarkdQ2003dQpdQsieip 2.8 14

9 CorrelatesQofQantibioticeresistantQgroupQzQstreptococcusQisolatedQfromQpregnantQwomenfQObstetricsf
andfGynecologydQ2003dQihidQoleq 4.9 31

8 UropathogenicQEscherichiaQcoliQareQmoreQlikelyQthanQcommensalQEfQcoliQtoQbeQsharedQbetweenQ
heterosexualQsexQpartnersfQAmericanfJournalfoffEpidemiologydQ2002dQimndQiikkelh 3.8 80

7 GroupQzQStreptococcusQcolonizationQinQmaleQandQnonpregnantQfemaleQuniversityQstudentsrQaQ
crossesectionalQprevalenceQstudyfQClinicalfInfectiousfDiseasesdQ2002dQkldQipleqh 11.6 76

6 éeterminantsQofQcoecolonizationQwithQgroupQzQstreptococcusQamongQheterosexualQcollegeQcouplesfQ
EpidemiologydQ2002dQikdQmkkeq 3.1 34

(2002-2008)
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5 VariationsQinQihQputativeQuropathogenQvirulenceQgenesQamongQurinarydQfaecalQandQperieurethralQ
EscherichiaQcolifQJournalfoffMedicalfMicrobiologydQ2002dQmidQikpeilj 3.2 58

4 PrevalenceQofQknownQPefimbrialQGQallelesQinQEscherichiaQcoliQandQidentificationQofQaQnewQadhesinQ
classfQVaccinefJournaldQ2001dQpdQnkoelh 14

3 MolecularQepidemiologicQapproachesQtoQurinaryQtractQinfectionQgeneQdiscoveryQinQuropathogenicQ
EscherichiaQcolifQInfectionfandfImmunitydQ2000dQnpdQjhhqeim 3.7 38

2 RepeatedQevolutionQofQanQacetateecrossfeedingQpolymorphismQinQlongetermQpopulationsQofQ
EscherichiaQcolifQMolecularfBiologyfandfEvolutiondQ1998dQimdQopqeqo 8.3 215

1 MolecularQEvolutionQofQEnterohemorrhagicQEscherichiaQcoliQandQypplicationQtoQEpidemiologyjpoekhj

Shannon D Manning
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