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molecularMepidemiologyMstudiescMBMClMicrobiologyaM2008aMmaMhi 4.5 57
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RapidMdirectMdetectionMofMmultipleMrifampinMandMisoniazidMresistanceMmutationsMinMMycobacteriumM
tuberculosisMinMrespiratoryMsamplesMbyMrealbtimeMPxRcMAntimicrobiallAgentslandlChemotherapyaM2004aM
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pPSfeMinfluenceMplasmidMhostMrangecMJournalloflBacteriologyaM1995aMfllaMihllbmi 3.5 43

93 SystematicMsurveyMofMclonalMcomplexityMinMtuberculosisMatMaMpopulationalMlevelMandMdetailedM
characterizationMofMtheMisolatesMinvolvedcMJournalloflClinicallMicrobiologyaM2011aMinaMifhfbl 9.7 41

92 IsolationMofMMycobacteriumMtuberculosisMstrainsMwithMaMsilentMmutationMinMrpowMleadingMtoMpotentialM
misassignmentMofMresistanceMcategorycMJournalloflClinicallMicrobiologyaM2011aMinaMgkmmbne 9.7 41

91 MolecularMepidemiologyMofMvspergillusMfumigatusoManMinbdepthMgenotypicManalysisMofMisolatesM
involvedMinManMoutbreakMofMinvasiveMaspergillosiscMJournalloflClinicallMicrobiologyaM2011aMinaMhinmbjeh 9.7 41

90  irstMworldwideMproficiencyMstudyMonMvariablebnumberMtandembrepeatMtypingMofMMycobacteriumM
tuberculosisMcomplexMstrainscMJournalloflClinicallMicrobiologyaM2012aMjeaMkkgbn 9.7 41

89 TheMclonalMcompositionMofMMycobacteriumMtuberculosisMinMclinicalMspecimensMcouldMbeMmodifiedMbyM
culturecMTuberculosisaM2010aMneaMgefbl 2.6 41

88 HumansMasMsourceMofMMycobacteriumMtuberculosisMinfectionMinMcattleaMSpaincMEmerginglInfectiousl
DiseasesaM2011aMflaMghnhbj 10.2 35
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85 MolecularManalysisMofMrelapseMvsMrebinfectionMinMHIVbpositiveMpatientsMsufferingMfromMrecurrentM
xlostridiumMdifficileMassociatedMdiarrhoeacMJournalloflHospitallInfectionaM2001aMimaMmkbng 6.9 31

84 RapidMdetectionMofMtoxigenicMxlostridiumMdifficileMfromMstoolMsamplesMbyMaMnestedMPxRMofMtoxinMwM
genecMJournalloflHospitallInfectionaM1999aMifaMfijbn 6.9 30

83
ProspectiveMuniversalMapplicationMofMmycobacterialMinterspersedMrepetitivebunitbvariablebnumberM
tandembrepeatMgenotypingMtoMcharacterizeMMycobacteriumMtuberculosisMisolatesMforMfastM
identificationMofMclusteredMandMorphanMcasescMJournalloflClinicallMicrobiologyaM2009aMilaMgegkbhg
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82
vnalysisMofMmutationsMinMstreptomycinbresistantMstrainsMrevealsMaMsimpleMandMreliableMgeneticMmarkerM
forMidentificationMofMtheMMycobacteriumMtuberculosisMweijingMgenotypecMJournalloflClinicall
MicrobiologyaM2013aMjfaMgfgibhe

9.7 27

81 TransmissionMpermeabilityMofMtuberculosisMinvolvingMimmigrantsaMrevealedMbyMaMmulticentreManalysisM
ofMclusterscMClinicallMicrobiologylandlInfectionaM2009aMfjaMihjbig 9.5 27

80 xharacterizationMofMmicroevolutionMeventsMinMMycobacteriumMtuberculosisMstrainsMinvolvedMinMrecentM
transmissionMclusterscMJournalloflClinicallMicrobiologyaM2011aMinaMhllfbk 9.7 27

79 vnalysisMofMclonalMcompositionMofMMycobacteriumMtuberculosisMisolatesMinMprimaryMinfectionsMinM
childrencMJournalloflClinicallMicrobiologyaM2004aMigaMhifjbm 9.7 27
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PediatriclInfectiouslDiseaselJournalaM2006aMgjaMijlbn 3.4 21
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69 RealbtimeMmolecularMepidemiologyMofMtuberculosisMbyMdirectMgenotypingMofMsmearbpositiveMclinicalM
specimenscMJournalloflClinicallMicrobiologyaM2012aMjeaMfljjbl 9.7 19

68 xomparisonMofMphenotypicMwithMgenotypicMproceduresMforMconfirmationMofMcoagulasebnegativeM
StaphylococcusMcatheterbrelatedMbloodstreamMinfectionscMJournalloflClinicallMicrobiologyaM2006aMiiaMhjgnbhg9.7 19

67
 astMandMlowbcostMdecentralizedMsurveillanceMofMtransmissionMofMtuberculosisMbasedMonMstrainbspecificM
PxRsMtailoredMfromMwholeMgenomeMsequencingMdataoMaMpilotMstudycMClinicallMicrobiologylandlInfection
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9.5 18
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MicrobiologyaM2010aMfeaMfjf 4.5 18
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ResultsMforMSvRSbxoVbgcMJournalloflClinicallMicrobiologyaM2021aMjnaM 9.7 18

63 ISkffebbasedMglobalMphylogenyMofMMycobacteriumMtuberculosiscMInfectionílGeneticslandlEvolutionaM
2011aMffaMfhgbm 4.5 17
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JournalloflClinicallMicrobiologyaM2006aMiiaMgnklbn 9.7 17

61 UltrafastMvssessmentMofMtheMPresenceMofMaMHighbRiskMMycobacteriumMtuberculosisMStrainMinMaM
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57 vnalysisMofMMycobacteriumMtuberculosisMgenotypesMinMMadridMandMidentificationMofMtwoMnewMfamiliesM
specificMtoMSpainbrelatedMsettingscMJournalloflClinicallMicrobiologyaM2005aMihaMflnlbmek 9.7 15
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tuberculosiscMEmerginglInfectiouslDiseasesaM2015aMgfaMgenmbfee 10.2 14

55 RapidMdetectionMandMidentificationMofMvspergillusMfromMlowerMrespiratoryMtractMspecimensMbyMuseMofMaM
combinedMprobebhighbresolutionMmeltingManalysiscMJournalloflClinicallMicrobiologyaM2012aMjeaMhghmbih 9.7 14
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MicrobiologyaM2015aMjhaMhighbn

9.7 13

53 wKMvirusMinfectionMinMhumanMimmunodeficiencyMvirusbinfectedMpatientscMEuropeanlJournalloflClinicall
MicrobiologylandlInfectiouslDiseasesaM2012aMhfaMfjhfbj 5.3 12

52 UnmaskingMsubtleMdifferencesMinMtheMinfectivityMofMmicroevolvedMMycobacteriumMtuberculosisM
variantsMcoinfectingMtheMsameMpatientcMInternationallJournalloflMedicallMicrobiologyaM2013aMhehaMknhbk 3.7 12

51
zvaluationMofMtheMinaccurateMassignmentMofMmixedMinfectionsMbyMMycobacteriumMtuberculosisMasM
exogenousMreinfectionMandManalysisMofMtheMpotentialMroleMofMbacterialMfactorsMinMreinfectioncMJournall
oflClinicallMicrobiologyaM2011aMinaMfhhfbm

9.7 12

50
UrgentMImplementationMinMaMHospitalMSettingMofMaMStrategyMToMRuleMOutMSecondaryMxasesMxausedMbyM
ImportedMzxtensivelyMyrugbResistantMMycobacteriumMtuberculosisMStrainsMatMyiagnosiscMJournallofl
ClinicallMicrobiologyaM2016aMjiaMgnknbgnli

9.7 12

49 wKMpolyomavirusMgenotypingMatMinterbMandMintrabpatientMlevelMinMSpaincMJournalloflMedicallVirologyaM
2013aMmjaMfiegbm 19.7 11

48 OptimizedMmolecularMresolutionMofMcrossbcontaminationMalertsMinMclinicalMmycobacteriologyM
laboratoriescMBMClMicrobiologyaM2008aMmaMhe 4.5 11

47 zvaluationMofMboneMmarrowMandMbloodMculturesMforMtheMrecoveryMofMmycobacteriaMinMtheMdiagnosisMofM
disseminatedMmycobacterialMinfectionscMClinicallMicrobiologylandlInfectionaM2004aMfeaMlhibl 9.5 11

46 yifferencesMbetweenMaMprobableMandMprovenMwxGMinfectionMfollowingMintravesicalMinstillationsoMfkM
yearsMexperienceMinMaMtertiaryMcareMhospitalcMDiagnosticlMicrobiologylandlInfectiouslDiseaseaM2016aMmjaMhhmbhih2.9 11

45 MultipleMsamplingMandMdiscriminatoryMfingerprintingMrevealsMclonallyMcomplexMandM
compartmentalizedMinfectionsMbyMMcMbovisMinMcattlecMVeterinarylMicrobiologyaM2015aMfljaMnnbfei 3.3 10

44 vcquiresMLimitedMGeneticMyiversityMinMProlongedMInfectionsaMReactivationsMandMTransmissionsM
InvolvingMMultipleMHostscMFrontierslinlMicrobiologyaM2017aMmaMgkkf 5.7 10

43 RapidMidentificationMofMlinezolidMresistanceMinMznterococcusMsppcMbasedMonMhighbresolutionMmeltingM
analysiscMJournalloflMicrobiologicallMethodsaM2014aMnmaMifbh 2.8 10
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42 LowMdoseMaerosolMfitnessMatMtheMinnateMphaseMofMmurineMinfectionMbetterMpredictsMvirulenceMamongstM
clinicalMstrainsMofMMycobacteriumMtuberculosiscMPLoSlONEaM2012aMlaMegnefe 3.7 10

41 yetailedMchronologicalManalysisMofMmicroevolutionMeventsMinMherdsMinfectedMpersistentlyMbyM
MycobacteriumMboviscMVeterinarylMicrobiologyaM2016aMfmhaMnlbfeg 3.3 9

40
vMnovelMstrategyMbasedMonMgenomicsMandMspecificMPxRMrevealsMhowMa´ multidrugbresistantM
MycobacteriumMtuberculosisMstrainMbecameMprevalentMinMzquatorialMGuineaMfjMyearsMafterMitsM
emergencecMClinicallMicrobiologylandlInfectionaM2017aMghaMngbnl

9.5 9

39 GenotypingMofMaMnosocomialMoutbreakMofMpandemicMinfluenzaMvdHfNfMgeencMJournalloflClinicall
VirologyaM2011aMjgaMfgnbhg 14.5 9

38 MolecularMandMepidemiologicalMpopulationbbasedMintegrativeManalysisMofMhumanMandManimalM
MycobacteriumMbovisMinfectionsMinMaMlowbprevalenceMsettingcMVeterinarylMicrobiologyaM2016aMfnjaMhebhk 3.3 9

37 SusceptibilityMtestingMtoMsecondblineMdrugsMandMethambutolMbyMGenoTypeMMTwyRslMandMwactecMMGITM
nkeMcomparingMwithMagarMproportionMmethodcMTuberculosisaM2012aMngaMiflbgf 2.6 8

36 RebanalysisMofMepidemiologicallyMlinkedMtuberculosisMcasesMnotMsupportedMbyMISkffebR LPbbasedM
genotypingcMClinicallMicrobiologylandlInfectionaM2009aMfjaMlkhbn 9.5 8

35 RevealingMhiddenMclonalMcomplexityMinMMycobacteriumMtuberculosisMinfectionMbyMqualitativeMandM
quantitativeMimprovementMofMsamplingcMClinicallMicrobiologylandlInfectionaM2015aMgfaMfilcefbl 9.5 7

34 OptimizingMandMacceleratingMtheMassignationMofMlineagesMinMMycobacteriumMtuberculosisMusingMnovelM
alternativeMsinglebtubeMassayscMPLoSlONEaM2017aMfgaMeefmknjk 3.7 7

33 HighbthroughputMmultiplexMMIRUbVNTRMtypingMofMMycobacteriumMboviscMResearchlinlVeterinaryl
ScienceaM2014aMnkaMiggbj 2.5 7

32 MolecularaMepidemiologicalMandMinfectivityMcharacterisationMofMaMMycobacteriumMtuberculosisMstrainM
prevalentMinMMadridcMClinicallMicrobiologylandlInfectionaM2007aMfhaMfgfebh 9.5 7

31
yifferentialMfindingsMregardingMmolecularMepidemiologyMofMtuberculosisMbetweenMtwoMconsecutiveM
periodsMinMtheMcontextMofMsteadyMincreaseMofMimmigrationcMClinicallMicrobiologylandlInfectionaM2013aM
fnaMgngbl

9.5 6

30 yiagnosticMperformanceMofMvnyplexMIIMMTwdMyRdXyRMforMdetectionMofMresistanceMtoMfirstMandM
secondMlineMdrugsMinMMycobacteriumMtuberculosiscMJournalloflMicrobiologicallMethodsaM2017aMfhnaMliblm 2.8 5

29
QualitativeMvnalysisMToMvscertainMGenotypicMIdentityMofMorMyifferencesMbetweenMMycobacteriumM
tuberculosisMIsolatesMinMLaboratoriesMwithMLimitedMResourcescMJournalloflClinicallMicrobiologyaM2013aM
jfaMighebh

9.7 5

28 yifferencesMinMtheMrobustnessMofMclustersMinvolvingMtheMMycobacteriumMtuberculosisMstrainsMmostM
frequentlyMisolatedMfromMimmigrantMcasesMinMMadridcMClinicallMicrobiologylandlInfectionaM2010aMfkaMfjiibji9.5 5

27 vMproposalMforMapplyingMmolecularMmarkersMasManMaidMtoMidentifyingMpotentialMcasesMofMimportedM
tuberculosisMinMimmigrantscMTuberculosisaM2008aMmmaMkifbl 2.6 5

26 yynamicMandMcomplexMMycobacteriumMtuberculosisMmicroevolutionMunrevealedMbyMstandardM
genotypingcMTuberculosisaM2012aMngaMghgbj 2.6 4

25 SubtleMgenotypicMchangesMcanMbeMobservedMsoonMafterMdiagnosisMinMMycobacteriumMtuberculosisM
infectioncMInternationallJournalloflMedicallMicrobiologyaM2016aMhekaMiefbj 3.7 4
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24 RecurrencesMofMmultidrugbresistantMtuberculosisoMStrainsMinvolvedaMwithinbhostMdiversityaMandM
finebtunedMallocationMofMreinfectionscMTransboundarylandlEmerginglDiseasesaM2021aM 4.2 4

23 xlonalMxomplexityMinMMycobacteriumMtuberculosisMxanMHamperMyiagnosticMProcedurescMJournallofl
ClinicallMicrobiologyaM2017aMjjaMfhmmbfhnj 9.7 3

22 InbyepthMxharacterizationMandM unctionalMvnalysisMofMxlonalMVariantsMinMaMStrainMProneMtoM
MicroevolutioncMFrontierslinlMicrobiologyaM2017aMmaMkni 5.7 3

21 yecreasedMtuberculosisMincidenceMandMdecliningMclusteredMcaseMratesaMMadridcMEmerginglInfectiousl
DiseasesaM2008aMfiaMfkifbh 10.2 3

20 zffectMofMpotentiallyMinterferingMsubstancesMonMtheMmeasurementMofMHIVbfMviralMloadMbyMtheMbyNvM
assaycMJournalloflVirologicallMethodsaM1999aMlmaMfinbjg 2.6 3

19 yifferentMdynamicsMofMmeanMSvRSbxoVbgMRTbPxRMxtMvaluesMbetweenMtheMfirstMandMsecondMxOVIybfnM
wavesMinMtheMMadridMpopulationcMTransboundarylandlEmerginglDiseasesaM2021aMkmaMhfehbhfek 4.2 3

18 yifferentMWithinbHostMViralMzvolutionMyynamicsMinMSeverelyMImmunosuppressedMxasesMwithM
PersistentMSvRSbxoVbgcMBiomedicinesaM2021aMnaM 4.8 3

17 UsefulnessMofMGenotypeMMTwyRplusMassayMinMacidbfastMbacilliMpositiveMsmearMspecimensMinMvlmeriaaM
SpaincMEnfermedadeslInfecciosaslYlMicrobiologˆ›alClˆ›nicaaM2014aMhgaMjffbi 0.9 2

16 xompleteMvnalysisMofMtheMzpidemiologicalMScenarioMaroundMaMSvRSbxoVbgMReinfectionoMPreviousM
InfectionMzventsMandMSubsequentMTransmissioncMMSphereaM2021aMkaMeeejnkgf 5 2

15 GeneticMfeaturesMsharedMbyMMycobacteriumMtuberculosisMstrainsMinvolvedMinMmicroevolutionMeventscM
InfectionílGeneticslandlEvolutionaM2013aMfkaMhgkbn 4.5 1

14 SvRSbxoVbgMsuperinfectionMandMreinfectionMwithMthreeMdifferentMstrainscMTransboundarylandl
EmerginglDiseasesaM2021aM 4.2 1

13 zxpandedMtrackingMofMaMweijingMMycobacteriumMtuberculosisMstrainMinvolvedMinManMoutbreakMinM
 rancecMTravellMedicinelandlInfectiouslDiseaseaM2021aMiiaMfegfkl 8.4 1

12 zvaluationMofMtheMpotentialMroleMofMaMnewMmutationMinMmabvMinMmodifyingMtheMresponseMofM
MycobacteriumMtuberculosisMtoMisoniazidcMTuberculosisaM2013aMnhaMkkibl 2.6 0

11 NosocomialMTransmissionMofMSvRSbxoVbgMInvolvingMVaccinatedMHealthMxareMWorkersccMMicrobiologyl
SpectrumaM2022aMeefjhggf 8.9 0

10 SvRSbxoVbgMwcfcfclMyeclineMIsMNotMyrivenMbyMtheMIntroductionMofMaMMoreMSuccessfulMVariantcM
MicrobiologylSpectrumaM2021aMeeffgmgf 8.9 0

9 ProbableMlongbtermMprevalenceMforMaMpredominantMMycobacteriumMtuberculosisMcloneMofMaMweijingM
genotypeMinMxolonaMPanamacMTransboundarylandlEmerginglDiseasesaM2021aMkmaMgggnbgghm 4.2 0

8 vMdeletionMhamperingMappropriateMtypingMofMMycobacteriumMafricanumcMTuberculosisaM2017aMfehaMgibgl 2.6

7 zquatorialMGuineaaMaMmultidrugbresistantMtuberculosisMhotspotMinMxentralMvfricacMEuropeanl
RespiratorylJournalaM2017aMinaM 13.6
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6 OijeMInfectionsMdueMtoMnonbpigmentedMrapidlyMgrowingMmycobacteriaMinMMadridaMgeejcMInternationall
JournalloflAntimicrobiallAgentsaM2007aMgnaMSnibSnj 14.3

5 InsightsMintoMtheMxomplexityMofMaMyormantMxlusterMOnceMTransmissionMIsMResumedccMMicrobiologyl
SpectrumaM2022aMeefhmfgf 8.9

4
SharedMMutationsMinMzmergingMSvRSbxoVbgMxirculatingMVariantsMMayMLeadMtoMReverseM
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