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l Paper IF Citations

146 t ySdblKScalableKanalysisKofKbacterialKgenomeKvariationKatKtheKpopulationKlevelYKBMCcBioinformaticsWK
2010WKccWKgkg 3.6 1462

145 OpenXaccessKbacterialKpopulationKgenomicslKt ySdbKsoftwareWKtheKPubMLSTYorgKwebsiteKandKtheirK
applicationsYKWellcomecOpencResearchWK2018WKeWKcdf 4.8 677

144 MultilocusKsequenceKtypingKsystemKforKtheKendosymbiontKWolbachiaKpipientisYKAppliedcandc
EnvironmentalcMicrobiologyWK2006WKidWKibkjXccb 4.8 583

143 mlstdbNetKXKdistributedKmultiXlocusKsequenceKtypingKSMLSTTKdatabasesYKBMCcBioinformaticsWK2004WKgWKjh 3.6 416

142 MLSTKrevisitedlKtheKgeneXbyXgeneKapproachKtoKbacterialKgenomicsYKNaturecReviewscMicrobiologyWK
2013WKccWKidjXeh 22.2 410

141 RibosomalKmultilocusKsequenceKtypinglKuniversalKcharacterizationKofKbacteriaKfromKdomainKtoK
strainYKMicrobiologyclUnitedcKingdommWK2012WKcgjWKcbbgXcbcg 2.9 325

140 MultilocusKsequenceKtypingKofKulostridiumKdifficileYKJournalcofcClinicalcMicrobiologyWK2010WKfjWKiibXj 9.7 310

139 vescriptionKandKnomenclatureKofKNeisseriaKmeningitidisKcapsuleKlocusYKEmergingcInfectiouscDiseasesWK
2013WKckWKghhXie 10.2 214

138
vistributionKofKserogroupsKandKgenotypesKamongKdiseaseXassociatedKandKcarriedKisolatesKofK
NeisseriaKmeningitidisKfromKtheKuzechKRepublicWKyreeceWKandKNorwayYKJournalcofcClinicalc
MicrobiologyWK2004WKfdWKgcfhXge

9.7 203

137
yenomeXwideKassociationKstudyKidentifiesKvitaminKtgKbiosynthesisKasKaKhostKspecificityKfactorKinK
uampylobacterYKProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaWK
2013WKccbWKcckdeXi

11.5 178

136 yeneticKanalysisKofKmeningococciKcarriedKbyKchildrenKandKyoungKadultsYKJournalcofcInfectiousc
DiseasesWK2005WKckcWKcdheXic 7 164

135 yenomicKevidenceKforKtheKevolutionKofKStreptococcusKequilKhostKrestrictionWKincreasedKvirulenceWK
andKgeneticKexchangeKwithKhumanKpathogensYKPLoScPathogensWK2009WKgWKecbbbefh 7.6 160

134 yenomicKresolutionKofKanKaggressiveWKwidespreadWKdiverseKandKexpandingKmeningococcalKserogroupK
tWKuKandKWKlineageYKJournalcofcInfectionWK2015WKicWKgffXgd 18.9 151

133 sKchromosomallyKintegratedKbacteriophageKinKinvasiveKmeningococciYKJournalcofcExperimentalc
MedicineWK2005WKdbcWKckbgXce 16.6 148

132 uarriedKmeningococciKinKtheKuzechKRepubliclKaKdiverseKrecombiningKpopulationYKJournalcofcClinicalc
MicrobiologyWK2000WKejWKffkdXj 9.7 135

131 MolecularKtypingKofKmeningococcilKrecommendationsKforKtargetKchoiceKandKnomenclatureYKFEMSc
MicrobiologycReviewsWK2007WKecWKjkXkh 15.1 132

130 ulinicalKulostridiumKdifficilelKclonalityKandKpathogenicityKlocusKdiversityYKPLoScONEWK2011WKhWKeckkke 3.7 131
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129 PorsKvariableKregionsKofKNeisseriaKmeningitidisYKEmergingcInfectiouscDiseasesWK2004WKcbWKhifXj 10.2 131

128 sKgeneXbyXgeneKpopulationKgenomicsKplatformlKdeKnovoKassemblyWKannotationKandKgenealogicalK
analysisKofKcbjKrepresentativeKNeisseriaKmeningitidisKgenomesYKBMCcGenomicsWK2014WKcgWKccej 4.5 130

127 TheKinfluenceKofKmutationWKrecombinationWKpopulationKhistoryWKandKselectionKonKpatternsKofKgeneticK
diversityKinKNeisseriaKmeningitidisYKMolecularcBiologycandcEvolutionWK2005WKddWKghdXk 8.3 128

126 sKgenomicKapproachKtoKbacterialKtaxonomylKanKexaminationKandKproposedKreclassificationKofK
speciesKwithinKtheKgenusKNeisseriaYKMicrobiologyclUnitedcKingdommWK2012WKcgjWKcgibXcgjb 2.9 121

125 sKsurveillanceKnetworkKforKmeningococcalKdiseaseKinKwuropeYKFEMScMicrobiologycReviewsWK2007WKecWKdiXeh15.1 118

124
RoleKofKselectionKinKtheKemergenceKofKlineagesKandKtheKevolutionKofKvirulenceKinKNeisseriaK
meningitidisYKProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaWK2008WK
cbgWKcgbjdXi

11.5 105

123 RealXtimeKgenomicKepidemiologicalKevaluationKofKhumanKuampylobacterKisolatesKbyKuseKofK
wholeXgenomeKmultilocusKsequenceKtypingYKJournalcofcClinicalcMicrobiologyWK2013WKgcWKdgdhXef 9.7 104

122 sKyeneXtyXyeneKspproachKtoKtacterialKPopulationKyenomicslKWholeKyenomeKMLSTKofK
uampylobacterYKGenesWK2012WKeWKdhcXii 4.2 102

121 uronobacterWKtheKemergentKbacterialKpathogenKwnterobacterKsakazakiiKcomesKofKagemKMLSTKandK
wholeKgenomeKsequenceKanalysisYKBMCcGenomicsWK2014WKcgWKccdc 4.5 100

120 MultilocusKsequenceKtypingKforKglobalKsurveillanceKofKmeningococcalKdiseaseYKFEMScMicrobiologyc
ReviewsWK2007WKecWKcgXdh 15.1 100

119 ProgressiveKgenomeXwideKintrogressionKinKagriculturalKuampylobacterKcoliYKMolecularcEcologyWK2013WK
ddWKcbgcXhf 5.7 98

118 sKreferenceKpanXgenomeKapproachKtoKcomparativeKbacterialKgenomicslKidentificationKofKnovelK
epidemiologicalKmarkersKinKpathogenicKuampylobacterYKPLoScONEWK2014WKkWKekdikj 3.7 89

117 wcologicalKOverlapKandKzorizontalKyeneKTransferKinKStaphylococcusKaureusKandKStaphylococcusK
epidermidisYKGenomecBiologycandcEvolutionWK2015WKiWKceceXdj 3.9 86

116 TargetKgeneKsequencingKtoKcharacterizeKtheKpenicillinKyKsusceptibilityKofKNeisseriaKmeningitidisYK
AntimicrobialcAgentscandcChemotherapyWK2007WKgcWKdijfXkd 5.9 86

115 sntigenicKshiftKandKincreasedKincidenceKofKmeningococcalKdiseaseYKJournalcofcInfectiouscDiseasesWK
2006WKckeWKcdhhXif 7 82

114 RibosomalKproteinsKasKbiomarkersKforKbacterialKidentificationKbyKmassKspectrometryKinKtheKclinicalK
microbiologyKlaboratoryYKJournalcofcMicrobiologicalcMethodsWK2013WKkfWKekbXh 2.8 81

113 urypticKecologyKamongKhostKgeneralistKuampylobacterKjejuniKinKdomesticKanimalsYKMolecularcEcology
WK2014WKdeWKdffdXgc 5.7 80

112 vevelopmentKofKanKunambiguousKandKdiscriminatoryKmultilocusKsequenceKtypingKschemeKforKtheK
StreptococcusKzooepidemicusKgroupYKMicrobiologyclUnitedcKingdommWK2008WKcgfWKebchXebdf 2.9 80

(2008-2004)
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111 SequenceKvariationKofKtheKSeMKgeneKofKStreptococcusKequiKallowsKdiscriminationKofKtheKsourceKofK
stranglesKoutbreaksYKJournalcofcClinicalcMicrobiologyWK2006WKffWKfjbXh 9.7 79

110 SpeciesKstatusKofKNeisseriaKgonorrhoeaelKevolutionaryKandKepidemiologicalKinferencesKfromK
multilocusKsequenceKtypingYKBMCcBiologyWK2007WKgWKeg 7.3 76

109 RecombinationalKswitchingKofKtheKulostridiumKdifficileKSXlayerKandKaKnovelKglycosylationKgeneK
clusterKrevealedKbyKlargeXscaleKwholeXgenomeKsequencingYKJournalcofcInfectiouscDiseasesWK2013WKdbiWKhigXjh7 72

108 viseaseXassociatedKgenotypesKofKtheKcommensalKskinKbacteriumKStaphylococcusKepidermidisYK
NaturecCommunicationsWK2018WKkWKgbef 17.4 71

107 MultiKlocusKsequenceKtypingKofKuhlamydiaKrevealsKanKassociationKbetweenKuhlamydiaKpsittaciK
genotypesKandKhostKspeciesYKPLoScONEWK2010WKgWKecfcik 3.7 70

106 ResolutionKofKaKmeningococcalKdiseaseKoutbreakKfromKwholeXgenomeKsequenceKdataKwithKrapidK
WebXbasedKanalysisKmethodsYKJournalcofcClinicalcMicrobiologyWK2012WKgbWKebfhXge 9.7 65

105 PopulationKstructureKofKtheKYersiniaKpseudotuberculosisKcomplexKaccordingKtoKmultilocusKsequenceK
typingYKEnvironmentalcMicrobiologyWK2011WKceWKeccfXdi 5.2 63

104 yeneticKdiversityKandKcarriageKdynamicsKofKNeisseriaKlactamicaKinKinfantsYKInfectioncandcImmunityWK
2005WKieWKdfdfXed 3.7 63

103 uoreKyenomeKMultilocusKSequenceKTypingKSchemeKforKStableWKuomparativeKsnalysesKofK
uampylobacterKjejuniKandKuYKcoliKzumanKviseaseK solatesYKJournalcofcClinicalcMicrobiologyWK2017WKggWKdbjhXdbki9.7 61

102 yenomeXwideKassociationKofKfunctionalKtraitsKlinkedKwithKuampylobacterKjejuniKsurvivalKfromKfarmK
toKforkYKEnvironmentalcMicrobiologyWK2017WKckWKehcXejb 5.2 61

101
uhangesKinKtheKincidenceKofKinvasiveKdiseaseKdueKtoKStreptococcusKpneumoniaeWKzaemophilusK
influenzaeWKandKNeisseriaKmeningitidisKduringKtheKuOV vXckKpandemicKinKdhKcountriesKandK
territoriesKinKtheK nvasiveKRespiratoryK nfectionKSurveillanceK nitiativelKaKprospectiveKanalysisKofK
surveillanceKdataYKThecLancetcDigitalcHealthWK2021WKeWKeehbXeeib

14.4 58

100 yettingKaKgripKonKstrangleslKrecentKprogressKtowardsKimprovedKdiagnosticsKandKvaccinesYKVeterinaryc
JournalWK2007WKcieWKfkdXgbc 2.5 57

99 UsingKmultilocusKsequenceKtypingKtoKstudyKbacterialKvariationlKprospectsKinKtheKgenomicKeraYKFuturec
MicrobiologyWK2014WKkWKhdeXeb 2.9 56

98 yenomicKepidemiologyKofKageXassociatedKmeningococcalKlineagesKinKnationalKsurveillancelKanK
observationalKcohortKstudyYKLancetcInfectiouscDiseasespcTheWK2015WKcgWKcfdbXj 25.5 56

97 wvolutionKofKanKagricultureXassociatedKdiseaseKcausingKuampylobacterKcoliKcladelKevidenceKfromK
nationalKsurveillanceKdataKinKScotlandYKPLoScONEWK2010WKgWKecgibj 3.7 56

96 xirstKinsightsKintoKtheKevolutionKofKStreptococcusKuberislKaKmultilocusKsequenceKtypingKschemeKthatK
enablesKinvestigationKofKitsKpopulationKbiologyYKAppliedcandcEnvironmentalcMicrobiologyWK2006WKidWKcfdbXj4.8 54

95 PopulationKstructureKofKStreptococcusKoralisYKMicrobiologyclUnitedcKingdommWK2009WKcggWKdgkeXdhbd 2.9 50

94 uomparativeKsnalysisKofKtheKTwoKMultilocusKSequenceKTypingKSMLSTTKSchemesYKFrontierscinc
MicrobiologyWK2019WKcbWKkeb 5.7 47
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93 sutomatedKextractionKofKtypingKinformationKforKbacterialKpathogensKfromKwholeKgenomeKsequenceK
datalKNeisseriaKmeningitidisKasKanKexemplarYKEurosurveillanceWK2013WKcjWKdbeik 19.8 47

92 NeisseriaKadhesinKsKvariationKandKrevisedKnomenclatureKschemeYKVaccinecJournalWK2014WKdcWKkhhXic 46

91  dentificationKofKthreeKnovelKsuperantigenXencodingKgenesKinKStreptococcusKequiKsubspYK
zooepidemicusWKszexWKszeNWKandKszePYKInfectioncandcImmunityWK2010WKijWKfjciXdi 3.7 46

90 zospitalKeffluentlKsKreservoirKforKcarbapenemaseXproducingKwnterobacteralesqYKSciencecofcthecTotalc
EnvironmentWK2019WKhidWKhcjXhdf 10.2 45

89  dentifyingKNeisseriaKspeciesKbyKuseKofKtheKgbSKribosomalKproteinKLhKSrplxTKgeneYKJournalcofcClinicalc
MicrobiologyWK2014WKgdWKceigXjc 9.7 44

88 vefiningKtheKestimatedKcoreKgenomeKofKbacterialKpopulationsKusingKaKtayesianKdecisionKmodelYK
PLoScComputationalcBiologyWK2014WKcbWKecbbeijj 5 42

87 vihydrolipoamideKdehydrogenaseKfromKtheKhalophilicKarchaeonKzaloferaxKvolcaniilKhomologousK
overexpressionKofKtheKclonedKgeneYKJournalcofcBacteriologyWK1996WKcijWKebffXj 3.5 42

86
 mmunizationKwithKrecombinantKOpcKouterKmembraneKproteinKfromKNeisseriaKmeningitidislK
influenceKofKsequenceKvariationKandKlevelsKofKexpressionKonKtheKbactericidalKimmuneKresponseK
againstKmeningococciYKInfectioncandcImmunityWK2001WKhkWKejbkXch

3.7 41

85 yenotypicKandKphenotypicKmodificationsKofKNeisseriaKmeningitidisKafterKanKaccidentalKhumanK
passageYKPLoScONEWK2011WKhWKecicfg 3.7 41

84 TheKLandscapeKofKRealizedKzomologousKRecombinationKinKPathogenicKtacteriaYKMolecularcBiologyc
andcEvolutionWK2016WKeeWKfghXic 8.3 40

83 uhangesKinKserogroupKandKgenotypeKprevalenceKamongKcarriedKmeningococciKinKtheKUnitedK
KingdomKduringKvaccineKimplementationYKJournalcofcInfectiouscDiseasesWK2011WKdbfWKcbfhXge 7 40

82 OpacityXassociatedKadhesinKrepertoireKinKhyperinvasiveKNeisseriaKmeningitidisYKInfectioncandc
ImmunityWK2006WKifWKgbjgXkf 3.7 38

81 vefiningKaKuoreKyenomeKMultilocusKSequenceKTypingKSchemeKforKtheKylobalKwpidemiologyKofKVibrioK
parahaemolyticusYKJournalcofcClinicalcMicrobiologyWK2017WKggWKchjdXchki 9.7 36

80 yenomeKsequenceKanalysesKshowKthatKNeisseriaKoralisKisKtheKsameKspeciesKasKRNeisseriaKmucosaKvarYK
heidelbergensisRYKInternationalcJournalcofcSystematiccandcEvolutionarycMicrobiologyWK2013WKheWKekdbXekdh 2.2 36

79 SequenceWKdistributionKandKchromosomalKcontextKofKclassK KandKclassK  KpilinKgenesKofKNeisseriaK
meningitidisKidentifiedKinKwholeKgenomeKsequencesYKBMCcGenomicsWK2014WKcgWKdge 4.5 35

78 tiofilmKMorphotypesKandKPopulationKStructureKamongKStaphylococcusKepidermidisKfromK
uommensalKandKulinicalKSamplesYKPLoScONEWK2016WKccWKebcgcdfb 3.7 34

77  ntrogressionKinKtheKgenusKuampylobacterlKgenerationKandKspreadKofKmosaicKallelesYKMicrobiologyc
lUnitedcKingdommWK2011WKcgiWKcbhhXcbif 2.9 33

76 sctivationKofKhumanKdendriticKcellsKbyKtheKPorsKproteinKofKNeisseriaKmeningitidisYKCellularc
MicrobiologyWK2004WKhWKhgcXhd 3.9 32

(2004-2013)
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75 MulticenterKstudyKforKdefiningKtheKbreakpointKforKrifampinKresistanceKinKNeisseriaKmeningitidisKbyK
rpotKsequencingYKAntimicrobialcAgentscandcChemotherapyWK2010WKgfWKehgcXj 5.9 31

74 LackKofKimmunityKinKuniversityKstudentsKbeforeKanKoutbreakKofKserogroupKuKmeningococcalK
infectionYKJournalcofcInfectiouscDiseasesWK2000WKcjcWKccidXg 7 31

73 UseKofKanKimprovedKatpsKamplificationKandKsequencingKmethodKtoKidentifyKmembersKofKtheK
uampylobacteraceaeKandKzelicobacteraceaeYKLetterscincAppliedcMicrobiologyWK2014WKgjWKgjdXkb 2.9 30

72 MultivalentKliposomeXbasedKvaccinesKcontainingKdifferentKserosubtypesKofKPorsKproteinKinduceK
crossXprotectiveKbactericidalKimmuneKresponsesKagainstKNeisseriaKmeningitidisYKVaccineWK2006WKdfWKehXff 4.1 30

71 RecombinationXMediatedKzostKsdaptationKbyKsvianKStaphylococcusKaureusYKGenomecBiologycandc
EvolutionWK2017WKkWKjebXjfd 3.9 29

70 LongXtermKevolutionKofKantigenKrepertoiresKamongKcarriedKmeningococciYKProceedingscofcthecRoyalc
SocietycB:cBiologicalcSciencesWK2010WKdiiWKchegXfc 4.4 29

69 sgriculturalKintensificationKandKtheKevolutionKofKhostKspecialismKinKtheKentericKpathogenYK
ProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaWK2020WKcciWKccbcjXccbdj11.5 27

68 SiteXdirectedKmutagenesisKandKhalophilicityKofKdihydrolipoamideKdehydrogenaseKfromKtheKhalophilicK
archaeonWKzaloferaxKvolcaniiYKFEBScJournalWK1997WKdfjWKehdXj 27

67 TheKeffectKofKimmuneKselectionKonKtheKstructureKofKtheKmeningococcalKopaKproteinKrepertoireYKPLoSc
PathogensWK2008WKfWKecbbbbdb 7.6 27

66 TargetKgeneKsequencingKtoKdefineKtheKsusceptibilityKofKNeisseriaKmeningitidisKtoKciprofloxacinYK
AntimicrobialcAgentscandcChemotherapyWK2013WKgiWKckhcXf 5.9 26

65 sgdbNetKXKantigenKsequenceKdatabaseKsoftwareKforKbacterialKtypingYKBMCcBioinformaticsWK2006WKiWKecf 3.6 26

64 LineageXspecificKplasmidKacquisitionKandKtheKevolutionKofKspecializedKpathogensKinKtacillusK
thuringiensisKandKtheKtacillusKcereusKgroupYKMolecularcEcologyWK2018WKdiWKcgdfXcgfb 5.7 25

63
NaturallyKoccurringKisolatesKofKNeisseriaKgonorrhoeaeWKwhichKdisplayKanomalousKserovarKpropertiesWK
expressKP saP tKhybridKporinsWKdeletionsKinKP tKorKnovelKP sKmoleculesYKFEMScMicrobiologycLettersWK
1998WKchdWKigXjd

2.9 25

62 vatabaseKforKtheKampuKallelesKinKscinetobacterKbaumanniiYKPLoScONEWK2017WKcdWKebcihhkg 3.7 24

61 dXOxoacidKdehydrogenaseKmultienzymeKcomplexesKinKtheKhalophilicKsrchaeaqKyeneKsequencesKandK
proteinKstructuralKpredictionsYKMicrobiologyclUnitedcKingdommWK2000WKcfhKSKPtKgTWKcbhcXcbhk 2.9 24

60 ulonalKwxpansionKofKNewKPenicillinXResistantKuladeKofKNeisseriaKmeningitidisKSerogroupKWKulonalK
uomplexKccWKsustraliaYKEmergingcInfectiouscDiseasesWK2017WKdeWKcehfXcehi 10.2 23

59 sKcommonKgeneKpoolKforKtheKNeisseriaKxetsKantigenYKInternationalcJournalcofcMedicalcMicrobiologyWK
2009WKdkkWKceeXk 3.7 23

58 yenomeXtasedKuharacterizationKofKwmergentK nvasiveKNeisseriaKmeningitidisKSerogroupKYK solatesK
inKSwedenKfromKckkgKtoKdbcdYKJournalcofcClinicalcMicrobiologyWK2015WKgeWKdcgfXhd 9.7 22
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57 TheKdomesticationKofKtheKprobioticKbacteriumKLactobacillusKacidophilusYKScientificcReportsWK2014WKfWKidbd 4.9 22

56 PutativelyKnovelKserotypesKandKtheKpotentialKforKreducedKvaccineKeffectivenesslKcapsularKlocusK
diversityKrevealedKamongKgfbgKpneumococcalKgenomesYKMicrobialcGenomicsWK2016WKdWKbbbbkb 4.4 22

55 xrequentKcapsuleKswitchingKinKRultraXvirulentRKmeningococciKXKsreKwe´ readyKforKaKserogroupKtKSTXccK
complex´ outbreakqYKJournalcofcInfectionWK2017WKigWKkgXcbe 18.9 21

54 yenomicsKRevealsKtheKWorldwideKvistributionKofKMultidrugXResistantKSerotypeKhwKPneumococciYK
JournalcofcClinicalcMicrobiologyWK2015WKgeWKddicXjg 9.7 21

53 LocalKgenesKforKlocalKbacterialKwvidenceKofKallopatryKinKtheKgenomesKofKtransatlanticKuampylobacterK
populationsYKMolecularcEcologyWK2017WKdhWKffkiXfgbj 5.7 20

52  mplicationsKofKdifferentialKageKdistributionKofKdiseaseXassociatedKmeningococcalKlineagesKforK
vaccineKdevelopmentYKVaccinecJournalWK2014WKdcWKjfiXge 19

51
zighKdiversityKofKinvasiveKzaemophilusKinfluenzaeKisolatesKinKxranceKandKtheKemergenceKofK
resistanceKtoKthirdKgenerationKcephalosporinsKbyKalterationKofKfts KgeneYKJournalcofcInfectionWK2019WK
ikWKiXcf

18.9 18

50 sKRwSTfulKapplicationKprogrammingKinterfaceKforKtheKPubMLSTKmolecularKtypingKandKgenomeK
databasesYKDatabase:cthecJournalcofcBiologicalcDatabasescandcCurationWK2017WKdbciWK 5 18

49 ulonalKdistributionKofKdiseaseXassociatedKandKhealthyKcarrierKisolatesKofKNeisseriaKmeningitidisK
betweenKckjeKandKdbbgKinKuubaYKJournalcofcClinicalcMicrobiologyWK2010WKfjWKjbdXcb 9.7 18

48 NeisseriaKgenomicslKcurrentKstatusKandKfutureKperspectivesYKPathogenscandcDiseaseWK2017WKigWK 4.2 16

47 vetectionKofKOXsXfjXlikeXproducingKwnterobacteralesKinK rishKrecreationalKwaterYKSciencecofcthec
TotalcEnvironmentWK2019WKhkbWKcXh 10.2 16

46 yenomicKanalysesKofKtheKuhlamydiaKtrachomatisKcoreKgenomeKshowKanKassociationKbetweenK
chromosomalKgenomeWKplasmidKtypeKandKdiseaseYKBMCcGenomicsWK2018WKckWKceb 4.5 15

45 sKcuratedKpublicKdatabaseKforKmultilocusKsequenceKtypingKSMLSTTKandKanalysisKofKzaemophilusK
parasuisKbasedKonKanKoptimizedKtypingKschemeYKVeterinarycMicrobiologyWK2013WKchdWKjkkXkbh 3.3 15

44 OpaKproteinKrepertoiresKofKdiseaseXcausingKandKcarriedKmeningococciYKJournalcofcClinicalc
MicrobiologyWK2008WKfhWKebeeXfc 9.7 15

43 yenomeKevolutionKandKtheKemergenceKofKpathogenicityKinKavianKwscherichiaKcoliYKNaturec
CommunicationsWK2021WKcdWKihg 17.4 15

42 PubMLSTYorgXXTheKnewKhomeKforKtheKtorreliaKMLSsKdatabaseYKTickscandcTickrbornecDiseasesWK2015WK
hWKjhkXic 3.6 14

41 sKpublicKdatabaseKforKtheKnewKMLSTKschemeKforKsubspYKlKsurveillanceKandKepidemiologyKofKtheK
causativeKagentKofKsyphilisYKPeerJWK2019WKhWKehcjd 3.1 14

40 vomesticationKofKuampylobacterKjejuniKNuTuKccchjYKMicrobialcGenomicsWK2019WKgWK 4.4 14

(2019-2014)
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39  ntegrationKofKyenomicKandKOtherKwpidemiologicKvataKtoK nvestigateKandKuontrolKaK
urossX nstitutionalKOutbreakKofKStreptococcusKpyogenesYKEmergingcInfectiouscDiseasesWK2016WKddWKkieXjb 10.2 13

38 NeisseriaKgonorrhoeaeKPopulationKyenomicslKUseKofKtheKyonococcalKuoreKyenomeKtoK mproveK
SurveillanceKofKsntimicrobialKResistanceYKJournalcofcInfectiouscDiseasesWK2020WKdddWKcjchXcjdg 7 12

37 PotentialKuoverageKofKtheKfuMentKVaccineKagainstK nvasiveKSerogroupKtK solatedKfromKdbbkKtoK
dbceKinKtheKRepublicKofK relandYKMSphereWK2018WKeWK 5 12

36 vamKinactivationKinKNeisseriaKmeningitidislKprevalenceKamongKdiverseKhyperinvasiveKlineagesYKBMCc
MicrobiologyWK2004WKfWKef 4.5 12

35 MultiXlocusKsequenceKtypingYKMethodscincMolecularcMedicineWK2001WKhiWKcieXjh 12

34 ResolutionKofKaKProtractedKSerogroupKtKMeningococcalKOutbreakKwithKWholeXyenomeKSequencingK
ShowsK nterspeciesKyeneticKTransferYKJournalcofcClinicalcMicrobiologyWK2016WKgfWKdjkcXdjkk 9.7 12

33 PhylogeneticKsnalysisKofK nvasiveKSerotypeKcKPneumococcusKinKSouthKsfricaWKckjkKtoKdbceYKJournalc
ofcClinicalcMicrobiologyWK2016WKgfWKcedhXef 9.7 11

32 uomparisonKofKthreeKmolecularKtypingKmethodsKtoKassessKgeneticKdiversityKforKMycobacteriumK
tuberculosisYKJournalcofcMicrobiologicalcMethodsWK2013WKkeWKfdXj 2.8 11

31 uarriedKMeningococciKinKtheKuzechKRepubliclKaKviverseKRecombiningKPopulationYKJournalcofcClinicalc
MicrobiologyWK2002WKfbWKegfkXeggb 9.7 11

30 NotKallKPseudomonasKaeruginosaKareKequallKstrainsKfromKindustrialKsourcesKpossessKuniquelyKlargeK
multirepliconKgenomesYKMicrobialcGenomicsWK2019WKgWK 4.4 11

29
MeningococcalKveducedKVaccineKsntigenKReactivityKSMenveVsRTK ndexlKaKRapidKandKsccessibleK
ToolKThatKwxploitsKyenomicKvataKinKPublicKzealthKandKulinicalKMicrobiologyKspplicationsYKJournalcofc
ClinicalcMicrobiologyWK2020WKgkWK

9.7 9

28 yenomicKepidemiologyKofKuampylobacterKjejuniKassociatedKwithKasymptomaticKpediatricKinfectionKinK
theKPeruvianKsmazonYKPLoScNeglectedcTropicalcDiseasesWK2020WKcfWKebbbjgee 4.8 9

27 TheKsppliedKvevelopmentKofKaKTieredKMultilocusKSequenceKTypingKSMLSTTKSchemeKforYKFrontierscinc
MicrobiologyWK2018WKkWKggc 5.7 8

26 cgMLSTKcharacterisationKofKinvasiveKNeisseriaKmeningitidisKserogroupKuKandKWKstrainsKassociatedK
withKincreasingKdiseaseKincidenceKinKtheKRepublicKofK relandYKPLoScONEWK2019WKcfWKebdchiic 3.7 6

25  nternetXbasedKsequenceXtypingKdatabasesKforKbacterialKmolecularKepidemiologyYKMethodscinc
MolecularcBiologyWK2009WKggcWKebgXcd 1.4 6

24 sKWholeXyenomeXtasedKyeneXbyXyeneKTypingKSystemKforKStandardizedKzighXResolutionKStrainK
TypingKofKtacillusKanthracisYKJournalcofcClinicalcMicrobiologyWK2021WKgkWKebdjjkdb 9.7 6

23
yenomicKsnalysesKofKpeWcbbKNasopharyngealKPneumococciKRevealedKSignificantKvifferencesK
tetweenKPneumococciKRecoveredKinKxourKvifferentKyeographicalKRegionsYKFrontierscincMicrobiologyWK
2019WKcbWKeci

5.7 5

22 sssociationKofKNeisseriaKgonorrhoeaeKPlasmidsKWithKvistinctKLineagesKandKTheKwconomicKStatusKofK
TheirKuountryKofKOriginYKJournalcofcInfectiouscDiseasesWK2020WKdddWKcjdhXcjeh 7 5
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21 TypOnlKtheKmicrobialKtypingKontologyYKJournalcofcBiomedicalcSemanticsWK2014WKgWKfe 2.2 5

20 NeisseriaKmeningitidisKserogroupKXKsequenceKtypeKihiKinKTurkeyYKJournalcofcClinicalcMicrobiologyWK
2010WKfjWKfefbXc 9.7 5

19 TypingKcomplexKmeningococcalKvaccinesKtoKunderstandKdiversityKandKpopulationKstructureKofKkeyK
vaccineKantigensYKWellcomecOpencResearchWK2018WKeWKcgc 4.8 5

18 zeterogeneityKamongKestimatesKofKtheKcoreKgenomeKandKpanXgenomeKinKdifferentKpneumococcalKpopulations 5

17 snKMLSTKapproachKtoKsupportKtrackingKofKplasmidsKcarryingKOXsXfjXlikeKcarbapenemaseYKJournalcofc
AntimicrobialcChemotherapyWK2019WKifWKcjghXcjhd 5.1 4

16 TheKglobalKmeningitisKgenomeKpartnershipYKJournalcofcInfectionWK2020WKjcWKgcbXgdb 18.9 4

15 RecombinantKproteinsKinKvaccineKdevelopmentYKMethodscincMolecularcMedicineWK2001WKhhWKchiXjb 4

14 TypingKcomplexKmeningococcalKvaccinesKtoKunderstandKdiversityKandKpopulationKstructureKofKkeyK
vaccineKantigensYKWellcomecOpencResearchWK2018WKeWKcgc 4.8 4

13
MeningococcalKcarriageKinKperiodsKofKhighKandKlowKinvasiveKmeningococcalKdiseaseKincidenceKinKtheK
UKlKcomparisonKofKUKMenuarcXfKcrossXsectionalKsurveyKresultsYKLancetcInfectiouscDiseasespcTheWK
2021WKdcWKhiiXhji

25.5 4

12  nferringKMycobacteriumKbovisKtransmissionKbetweenKcattleKandKbadgersKusingKisolatesKfromKtheK
RandomisedKtadgerKuullingKTrialYKPLoScPathogensWK2021WKciWKecbcbbig 7.6 3

11 TheK nvasiveKRespiratoryK nfectionKSurveillanceKS R STK nitiativeKrevealsKsignificantKreductionsKinK
invasiveKbacterialKinfectionsKduringKtheKuOV vXckKpandemic 3

10 yeneticKandKantigenicKcharacterizationKofKNeisseriaKmeningitidisKstrainsKfromKTurkishKrecruitsKinK
dbbhYKInternalcMedicineWK2008WKfiWKckfkXgb 1.1 2

9 MethodsKforKTypingKofKMeningococciK2006WKeiXgd 2

8 sKdualKbarcodingKapproachKtoKbacterialKstrainKnomenclaturelKyenomicKtaxonomyKofKKlebsiellaK
pneumoniaeKstrains 2

7 uomputationalKmethodsKforKmeningococcalKpopulationKstudiesYKMethodscincMolecularcMedicineWK
2001WKhiWKegiXie 1

6 wstablishmentKofKaKPubliclyKsvailableKuoreKyenomeKMultilocusKSequenceKTypingKSchemeKforK
ulostridiumKperfringensYKMicrobiologycSpectrumWK2021WKkWKebbgeedc 8.9 1

5 RelationshipsKamongKstreptococciKfromKtheKmitisKgroupWKmisidentifiedKasKStreptococcusK
pneumoniaeYKEuropeancJournalcofcClinicalcMicrobiologycandcInfectiouscDiseasesWK2020WKekWKcjhgXcjij 5.3 1

4 wvolutionKofKSequenceKTypeKfjdcKulonalKuomplexKzyperinvasiveKandKQuinoloneXResistantK
MeningococciYKEmergingcInfectiouscDiseasesWK2021WKdiWKcccbXccdd 10.2 1
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3 yenomicKepidemiologyKofKgroupKtKstreptococciKspanningKcbKyearsKinKanK rishKmaternityKhospitalWK
dbbjXdbciYKJournalcofcInfectionWK2021WKjeWKeiXfg 18.9 0

2 SequenceKdataKmanagementKforKscientificKpurposesYKInfectionpcGeneticscandcEvolutionWK2017WKgfWKgbj 4.5

1  ntegrationKofKyenomicKandKOtherKwpidemiologicKvataKtoK nvestigateKandKuontrolKaK
urossX nstitutionalKOutbreakKofStreptococcusKpyogenesYKEmergingcInfectiouscDiseasesWK2016WKddWKkieXkjb10.2
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