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211 VariableLhost_pathogenLcompatibilityLinLóycobacteriumLtuberculosisaLProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2006XLdcfXLekil_jf 11.5 761

210 Out_of_tfricaLmigrationLandLβeolithicLcoexpansionLofLóycobacteriumLtuberculosisLwithLmodernL
humansaLNaturefGeneticsXL2013XLghXLddji_ke 36.3 676

209 zlobalLphylogeographyLofLóycobacteriumLtuberculosisLandLimplicationsLforLtuberculosisLproductL
developmentaLLancetfInfectiousfDiseasesufTheXL2007XLjXLfek_fj 25.5 544

208 –umanLTLcellLepitopesLofLóycobacteriumLtuberculosisLareLevolutionarilyLhyperconservedaLNaturef
GeneticsXL2010XLgeXLglk_hcf 36.3 509

207 TheLcompetitiveLcostLofLantibioticLresistanceLinLóycobacteriumLtuberculosisaLScienceXL2006XLfdeXLdlgg_i 33.3 468

206 –ighLfunctionalLdiversityLinLóycobacteriumLtuberculosisLdrivenLbyLgeneticLdriftLandLhumanL
demographyaLPLoSfBiologyXL2008XLiXLefdd 9.7 421

205 Whole_genomeLsequencingLofLrifampicin_resistantLóycobacteriumLtuberculosisLstrainsLidentifiesL
compensatoryLmutationsLinLRβtLpolymeraseLgenesaLNaturefGeneticsXL2011XLggXLdci_dc 36.3 376

204 Pre_volumbianLmycobacterialLgenomesLrevealLsealsLasLaLsourceLofLβewLWorldLhumanLtuberculosisaL
NatureXL2014XLhdgXLglg_j 50.4 358

203 TheLinfluenceLofLhostLandLbacterialLgenotypeLonLtheLdevelopmentLofLdisseminatedLdiseaseLwithL
óycobacteriumLtuberculosisaLPLoSfPathogensXL2008XLgXLedccccfg 7.6 345

202 xvolutionaryLhistoryLandLglobalLspreadLofLtheLóycobacteriumLtuberculosisLueijingLlineageaLNaturef
GeneticsXL2015XLgjXLege_l 36.3 344

201 zenotypingLofLgeneticallyLmonomorphicLbacteriamLwβtLsequencingLinLóycobacteriumLtuberculosisL
highlightsLtheLlimitationsLofLcurrentLmethodologiesaLPLoSfONEXL2009XLgXLejkdh 3.7 317

200 óycobacteriumLtuberculosisLmutationLrateLestimatesLfromLdifferentLlineagesLpredictLsubstantialL
differencesLinLtheLemergenceLofLdrug_resistantLtuberculosisaLNaturefGeneticsXL2013XLghXLjkg_lc 36.3 297

199 zenomicLanalysisLidentifiesLtargetsLofLconvergentLpositiveLselectionLinLdrug_resistantL
óycobacteriumLtuberculosisaLNaturefGeneticsXL2013XLghXLddkf_l 36.3 295

198 –ost_pathogenLcoevolutionLinLhumanLtuberculosisaLPhilosophicalfTransactionsfoffthefRoyalfSocietyfB:f
BiologicalfSciencesXL2012XLfijXLkhc_l 5.8 255

197 vonsequencesLofLgenomicLdiversityLinLóycobacteriumLtuberculosisaLSeminarsfinfImmunologyXL2014XL
eiXLgfd_gg 10.7 243

196 tcquiredLResistanceLtoLuedaquilineLandLwelamanidLinLTherapyLforLTuberculosisaLNewfEnglandf
JournalfoffMedicineXL2015XLfjfXLdlki_k 59.2 229

195 ProgressionLtoLactiveLtuberculosisXLbutLnotLtransmissionXLvariesLbyLóycobacteriumLtuberculosisL
lineageLinLTheLzambiaaLJournalfoffInfectiousfDiseasesXL2008XLdlkXLdcfj_gf 7 226
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194 xcologyLandLevolutionLofLóycobacteriumLtuberculosisaLNaturefReviewsfMicrobiologyXL2018XLdiXLece_edf 22.2 225

193 zenomicLdeletionsLclassifyLtheLueijingbWLstrainsLasLaLdistinctLgeneticLlineageLofLóycobacteriumL
tuberculosisaLJournalfoffClinicalfMicrobiologyXL2005XLgfXLfdkh_ld 9.7 209

192 óycobacteriumLtuberculosisLlineageLgLcomprisesLgloballyLdistributedLandLgeographicallyLrestrictedL
sublineagesaLNaturefGeneticsXL2016XLgkXLdhfh_dhgf 36.3 208

191 tLstandardisedLmethodLforLinterpretingLtheLassociationLbetweenLmutationsLandLphenotypicLdrugL
resistanceLinaLEuropeanfRespiratoryfJournalXL2017XLhcXL 13.6 198

190 –umanLmacrophageLresponsesLtoLclinicalLisolatesLfromLtheLóycobacteriumLtuberculosisLcomplexL
discriminateLbetweenLancientLandLmodernLlineagesaLPLoSfPathogensXL2011XLjXLedccdfcj 7.6 193

189 TheLW_ueijingLlineageLofLóycobacteriumLtuberculosisLoverproducesLtriglyceridesLandLhasLtheLwosRL
dormancyLregulonLconstitutivelyLupregulatedaLJournalfoffBacteriologyXL2007XLdklXLehkf_l 3.5 191

188  mpactLofLbacterialLgeneticsLonLtheLtransmissionLofLisoniazid_resistantLóycobacteriumLtuberculosisaL
PLoSfPathogensXL2006XLeXLeid 7.6 168

187 vo_evolutionLofLóycobacteriumLtuberculosisLandL–omoLsapiensaLImmunologicalfReviewsXL2015XLeigXLi_eg 11.3 166

186 óycobacteriumLafricanum__reviewLofLanLimportantLcauseLofLhumanLtuberculosisLinLWestLtfricaaL
PLoSfNeglectedfTropicalfDiseasesXL2010XLgXLejgg 4.8 165

185 óycobacterialLlineagesLcausingLpulmonaryLandLextrapulmonaryLtuberculosisXLxthiopiaaLEmergingf
InfectiousfDiseasesXL2013XLdlXLgic_f 10.2 155

184 tntimicrobialLresistanceLinLóycobacteriumLtuberculosismLmechanisticLandLevolutionaryLperspectivesaL
FEMSfMicrobiologyfReviewsXL2017XLgdXLfhg_fjf 15.1 153

183
PutativeLcompensatoryLmutationsLinLtheLrpovLgeneLofLrifampin_resistantLóycobacteriumL
tuberculosisLareLassociatedLwithLongoingLtransmissionaLAntimicrobialfAgentsfandfChemotherapyXL
2013XLhjXLkej_fe

5.9 151

182  nfectiousnessXLreproductiveLfitnessLandLevolutionLofLdrug_resistantLóycobacteriumLtuberculosisaL
InternationalfJournalfoffTuberculosisfandfLungfDiseaseXL2009XLdfXLdghi_ii 2.1 147

181 TheLheterogeneousLevolutionLofLmultidrug_resistantLóycobacteriumLtuberculosisaLTrendsfinf
GeneticsXL2013XLelXLdic_l 8.5 136

180 zenomicLdiversityLamongLdrugLsensitiveLandLmultidrugLresistantLisolatesLofLóycobacteriumL
tuberculosisLwithLidenticalLwβtLfingerprintsaLPLoSfONEXL2009XLgXLejgcj 3.7 124

179 RelationshipLbetweenLóycobacteriumLtuberculosisLgenotypeLandLtheLclinicalLphenotypeLofL
pulmonaryLandLmeningealLtuberculosisaLJournalfoffClinicalfMicrobiologyXL2008XLgiXLdfif_k 9.7 120

178
yitLgenotypesLandLescapeLvariantsLofLsubgroupL   LβeisseriaLmeningitidisLduringLthreeLpandemicsLofL
epidemicLmeningitisaLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoff
AmericaXL2001XLlkXLhefg_l

11.5 118

177 woesLóaLtuberculosisLgenomicLdiversityLexplainLdiseaseLdiversityraLDrugfDiscoveryfTodayfDiseasef
MechanismsXL2010XLjXLegf_ehl 117

(2010-2018)
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176 TheLpastLandLfutureLofLtuberculosisLresearchaLPLoSfPathogensXL2009XLhXLedcccicc 7.6 112

175 WholeLgenomeLsequencingLofLóycobacteriumLtuberculosismLcurrentLstandardsLandLopenLissuesaL
NaturefReviewsfMicrobiologyXL2019XLdjXLhff_hgh 22.2 109

174
vlinicalLimplicationsLofLmolecularLdrugLresistanceLtestingLforLóycobacteriumLtuberculosismLaL
TuβxTbRxS ST_TuLconsensusLstatementaLInternationalfJournalfoffTuberculosisfandfLungfDiseaseXL
2016XLecXLeg_ge

2.1 101

173 TwoLnewLrapidLSβP_typingLmethodsLforLclassifyingLóycobacteriumLtuberculosisLcomplexLintoLtheL
mainLphylogeneticLlineagesaLPLoSfONEXL2012XLjXLegdehf 3.7 100

172 SouthernLxastLtsianLoriginLandLcoexpansionLofLóycobacteriumLtuberculosisLueijingLfamilyLwithL–anL
vhineseaLProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2015XLddeXLkdfi_gd11.5 97

171 óaLtuberculosisLTLvellLxpitopeLtnalysisLRevealsLPaucityLofLtntigenicLVariationLandL dentifiesLRareL
VariableLTuLtntigensaLCellfHostfandfMicrobeXL2015XLdkXLhfk_gk 23.4 95

170 zenomicLanalysisLdistinguishesLóycobacteriumLafricanumaLJournalfoffClinicalfMicrobiologyXL2004XLgeXLfhlg_l9.7 90

169 KvarQmLtargetedLandLdirectLvariantLcallingLfromLfastqLreadsLofLbacterialLgenomesaLBMCfGenomicsXL
2014XLdhXLkkd 4.5 89

168 wifferentialLvirulenceLandLdiseaseLprogressionLfollowingLóycobacteriumLtuberculosisLcomplexL
infectionLofLtheLcommonLmarmosetLTvallithrixLjacchusUaLInfectionfandfImmunityXL2013XLkdXLelcl_dl 3.7 83

167
tLclusterLofLmultidrug_resistantLóycobacteriumLtuberculosisLamongLpatientsLarrivingLinLxuropeL
fromLtheL–ornLofLtfricamLaLmolecularLepidemiologicalLstudyaLLancetfInfectiousfDiseasesufTheXL2018XL
dkXLgfd_ggc

25.5 81

166 ReversionLofLantibioticLresistanceLinLbyLspiroisoxazolineLSótRt_gecaLScienceXL2017XLfhhXLdeci_dedd 33.3 80

165 TowardsLhost_directedLtherapiesLforLtuberculosisaLNaturefReviewsfDrugfDiscoveryXL2015XLdgXLhdd_e 64.1 80

164 xffectLofLmutationLandLgeneticLbackgroundLonLdrugLresistanceLinLóycobacteriumLtuberculosisaL
AntimicrobialfAgentsfandfChemotherapyXL2012XLhiXLfcgj_hf 5.9 80

163 βovelLóycobacteriumLtuberculosisLcomplexLisolateLfromLaLwildLchimpanzeeaLEmergingfInfectiousf
DiseasesXL2013XLdlXLlil_ji 10.2 78

162 tdlLTheLimpactLofL– V_dLonLtheLevolutionLofLóycobacteriumLtuberculosisaLVirusfEvolutionXL2018XLgXL 3.7 78

161 tLβewLPhylogeneticLyrameworkLforLtheLtnimal_tdaptedLvomplexaLFrontiersfinfMicrobiologyXL2018XL
lXLekec 5.7 77

160 ueijingLsublineagesLofLóycobacteriumLtuberculosisLdifferLinLpathogenicityLinLtheLguineaLpigaLVaccinef
JournalXL2012XLdlXLdeej_fj 76

159 StrainLdiversityXLepistasisLandLtheLevolutionLofLdrugLresistanceLinLóycobacteriumLtuberculosisaL
ClinicalfMicrobiologyfandfInfectionXL2011XLdjXLkdh_ec 9.5 75
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158
TrackingLaLtuberculosisLoutbreakLoverLedLyearsmLstrain_specificLsingle_nucleotideLpolymorphismL
typingLcombinedLwithLtargetedLwhole_genomeLsequencingaLJournalfoffInfectiousfDiseasesXL2015XL
eddXLdfci_di

7 72

157 xpistasisLbetweenLantibioticLresistanceLmutationsLdrivesLtheLevolutionLofLextensivelyLdrug_resistantL
tuberculosisaLEvolutionufMedicinefandfPublicfHealthXL2013XLecdfXLih_jg 3 71

156
óycobacteriumLafricanumLelicitsLanLattenuatedLTLcellLresponseLtoLearlyLsecretedLantigenicLtargetXLiL
kwaXLinLpatientsLwithLtuberculosisLandLtheirLhouseholdLcontactsaLJournalfoffInfectiousfDiseasesXL2006XL
dlfXLdejl_ki

7 70

155 vlonalLwavesLofLβeisseriaLcolonisationLandLdiseaseLinLtheLtfricanLmeningitisLbeltmLeight_LyearL
longitudinalLstudyLinLnorthernLzhanaaLPLoSfMedicineXL2007XLgXLedcd 11.6 70

154 StandardLzenotypingLOverestimatesLTransmissionLofLóycobacteriumLtuberculosisLamongL
 mmigrantsLinLaLáow_ ncidenceLvountryaLJournalfoffClinicalfMicrobiologyXL2016XLhgXLdkie_dkjc 9.7 70

153 SequenceLdiversityLinLtheLpe_pgrsLgenesLofLóycobacteriumLtuberculosisLisLindependentLofLhumanLTL
cellLrecognitionaLMBioXL2014XLhXLecclic_df 7.8 69

152 tLsisterLlineageLofLtheLóycobacteriumLtuberculosisLcomplexLdiscoveredLinLtheLtfricanLzreatLáakesL
regionaLNaturefCommunicationsXL2020XLddXLeldj 17.4 68

151 –igh_throughputLmetabolomicLanalysisLpredictsLmodeLofLactionLofLuncharacterizedLantimicrobialL
compoundsaLSciencefTranslationalfMedicineXL2018XLdcXL 17.5 68

150 PopulationLzenomicsLofLóycobacteriumLtuberculosisLinLxthiopiaLvontradictsLtheLVirginLSoilL
–ypothesisLforL–umanLTuberculosisLinLSub_SaharanLtfricaaLCurrentfBiologyXL2015XLehXLfeic_i 6.3 66

149 PolyTumLaLgenomicLvariationLmapLforLóycobacteriumLtuberculosisaLTuberculosisXL2014XLlgXLfgi_hg 2.6 64

148 vomparativeLanalysisLofLóycobacteriumLtuberculosisLpeLandLppeLgenesLrevealsLhighLsequenceL
variationLandLanLapparentLabsenceLofLselectiveLconstraintsaLPLoSfONEXL2012XLjXLefchlf 3.7 64

147 – VLinfectionLdisruptsLtheLsympatricLhost_pathogenLrelationshipLinLhumanLtuberculosisaLPLoSf
GeneticsXL2013XLlXLedccffdk 6 61

146 TheLwithin_hostLpopulationLdynamicsLofLóycobacteriumLtuberculosisLvaryLwithLtreatmentLefficacyaL
GenomefBiologyXL2017XLdkXLjd 18.3 60

145 UseLofLwholeLgenomeLsequencingLtoLdetermineLtheLmicroevolutionLofLóycobacteriumLtuberculosisL
duringLanLoutbreakaLPLoSfONEXL2013XLkXLehkefh 3.7 60

144 vompensatoryLevolutionLdrivesLmultidrug_resistantLtuberculosisLinLventralLtsiaaLELifeXL2018XLjXL 8.9 60

143 TransientL–yperglycemiaLinLPatientsLWithLTuberculosisLinLTanzaniamL mplicationsLforLwiabetesL
ScreeningLtlgorithmsaLJournalfoffInfectiousfDiseasesXL2016XLedfXLddif_je 7 58

142 TheLgenomeLofLóycobacteriumLafricanumLWestLtfricanLeLrevealsLaLlineage_specificLlocusLandL
genomeLerosionLcommonLtoLtheLóaLtuberculosisLcomplexaLPLoSfNeglectedfTropicalfDiseasesXL2012XLiXLedhhe4.8 58

141 TheLmolecularLclockLofLóycobacteriumLtuberculosisaLPLoSfPathogensXL2019XLdhXLedcckcij 7.6 57
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140 tLroleLforLsystemsLepidemiologyLinLtuberculosisLresearchaLTrendsfinfMicrobiologyXL2011XLdlXLgle_hcc 12.4 57

139 xvolutionLofLdrugLresistanceLinLtuberculosismLrecentLprogressLandLimplicationsLforLdiagnosisLandL
therapyaLDrugsXL2014XLjgXLdcif_je 12.1 55

138 óappingLofLgenotype_phenotypeLdiversityLamongLclinicalLisolatesLofLmycobacteriumLtuberculosisL
byLsequence_basedLtranscriptionalLprofilingaLGenomefBiologyfandfEvolutionXL2013XLhXLdkgl_ie 3.9 55

137 áargeLsequenceLpolymorphismsLclassifyLóycobacteriumLtuberculosisLstrainsLwithLancestralL
spoligotypingLpatternsaLJournalfoffClinicalfMicrobiologyXL2007XLghXLfflf_h 9.7 52

136 OldLandLnewLselectiveLpressuresLonLóycobacteriumLtuberculosisaLInfectionufGeneticsfandfEvolutionXL
2012XLdeXLijk_kh 4.5 50

135
UseLofLspoligotypingLandLlargeLsequenceLpolymorphismsLtoLstudyLtheLpopulationLstructureLofLtheL
óycobacteriumLtuberculosisLcomplexLinLaLcohortLstudyLofLconsecutiveLsmear_positiveLtuberculosisL
casesLinLTheLzambiaaLJournalfoffClinicalfMicrobiologyXL2009XLgjXLllg_dccd

9.7 49

134 vonsensusLnumberingLsystemLforLtheLrifampicinLresistance_associatedLrpouLgeneLmutationsLinL
pathogenicLmycobacteriaaLClinicalfMicrobiologyfandfInfectionXL2017XLefXLdij_dje 9.5 48

133 NPseudo_ueijingNmLevidenceLforLconvergentLevolutionLinLtheLdirectLrepeatLregionLofLóycobacteriumL
tuberculosisaLPLoSfONEXL2011XLiXLeegjfj 3.7 48

132 TnSeqLofLóycobacteriumLtuberculosisLclinicalLisolatesLrevealsLstrain_specificLantibioticLliabilitiesaL
PLoSfPathogensXL2018XLdgXLedccilfl 7.6 47

131 vhinaSsLtuberculosisLepidemicLstemsLfromLhistoricalLexpansionLofLfourLstrainsLofLóycobacteriumL
tuberculosisaLNaturefEcologyfandfEvolutionXL2018XLeXLdlke_dlle 12.3 47

130 óycobacteriumLafricanumLisLassociatedLwithLpatientLethnicityLinLzhanaaLPLoSfNeglectedfTropicalf
DiseasesXL2015XLlXLeffjc 4.8 46

129 wβtLreplicationLfidelityLinLóycobacteriumLtuberculosisLisLmediatedLbyLanLancestralLprokaryoticL
proofreaderaLNaturefGeneticsXL2015XLgjXLijj_kd 36.3 45

128 TreemmermLaLtoolLtoLreduceLlargeLphylogeneticLdatasetsLwithLminimalLlossLofLdiversityaLBMCf
BioinformaticsXL2018XLdlXLdig 3.6 45

127  mpactLofLinLvitroLevolutionLonLantigenicLdiversityLofLóycobacteriumLbovisLbacillusLvalmette_zuerinL
TuvzUaLVaccineXL2014XLfeXLhllk_iccg 4.1 45

126 zenomicLinterrogationLofLancestralLóycobacteriumLtuberculosisLfromLsouthL ndiaaLInfectionuf
GeneticsfandfEvolutionXL2008XLkXLgjg_kf 4.5 45

125 zenotypicLdiversityLandLdrugLsusceptibilityLpatternsLamongLóaLtuberculosisLcomplexLisolatesLfromL
South_WesternLzhanaaLPLoSfONEXL2011XLiXLeedlci 3.7 45

124 StrainLclassificationLofLóycobacteriumLtuberculosismLcongruenceLbetweenLlargeLsequenceL
polymorphismsLandLspoligotypesaLInternationalfJournalfoffTuberculosisfandfLungfDiseaseXL2011XLdhXLdfd_f2.1 44

123 SingleLnucleotideLpolymorphismsLinLóycobacteriumLtuberculosisLandLtheLneedLforLaLcuratedL
databaseaLTuberculosisXL2013XLlfXLfc_l 2.6 39
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122 ProgrammaticallyLselectedLmultidrug_resistantLstrainsLdriveLtheLemergenceLofLextensivelyL
drug_resistantLtuberculosisLinLSouthLtfricaaLPLoSfONEXL2013XLkXLejcldl 3.7 39

121 zenomicLdeterminantsLofLspeciationLandLspreadLofLtheLcomplexaLSciencefAdvancesXL2019XLhXLeaawffcj 14.3 37

120 óycobacteriumLtuberculosisLtransmissionLinLaLcountryLwithLlowLtuberculosisLincidencemLroleLofL
immigrationLandL– VLinfectionaLJournalfoffClinicalfMicrobiologyXL2012XLhcXLfkk_lh 9.7 37

119 woesLresistanceLtoLpyrazinamideLaccuratelyLindicateLtheLpresenceLofLóycobacteriumLbovisraLJournalf
offClinicalfMicrobiologyXL2005XLgfXLfhfc_e 9.7 37

118 zeneticLdiversityLinLóycobacteriumLtuberculosisaLCurrentfTopicsfinfMicrobiologyfandfImmunologyXL
2013XLfjgXLd_eh 3.3 36

117  nfluenceLofLóaLtuberculosisLlineageLvariabilityLwithinLaLclinicalLtrialLforLpulmonaryLtuberculosisaL
PLoSfONEXL2010XLhXLedcjhf 3.7 36

116
 nvestigationLofLtheLhighLratesLofLextrapulmonaryLtuberculosisLinLxthiopiaLrevealsLnoLsingleLdrivingL
factorLandLminimalLevidenceLforLzoonoticLtransmissionLofLóycobacteriumLbovisLinfectionaLBMCf
InfectiousfDiseasesXL2015XLdhXLdde

4 35

115  ntegratingLstandardizedLwholeLgenomeLsequenceLanalysisLwithLaLglobalLóycobacteriumL
tuberculosisLantibioticLresistanceLknowledgebaseaLScientificfReportsXL2018XLkXLdhfke 4.9 35

114 tnemiaLinLtuberculosisLcasesLandLhouseholdLcontrolsLfromLTanzaniamLvontributionLofLdiseaseXL
coinfectionsXLandLtheLroleLofLhepcidinaLPLoSfONEXL2018XLdfXLecdlhlkh 3.7 34

113 xvidenceLforLdiversifyingLselectionLinLaLsetLofLóycobacteriumLtuberculosisLgenesLinLresponseLtoL
antibiotic_LandLnonantibiotic_relatedLpressureaLMolecularfBiologyfandfEvolutionXL2013XLfcXLdfei_fi 8.3 34

112 áipidomicsLandLgenomicsLofLóycobacteriumLtuberculosisLrevealLlineage_specificLtrendsLinLmycolicL
acidLbiosynthesisaLMicrobiologyOpenXL2014XLfXLkef_fh 3.4 33

111 PrevalenceLofLfluoroquinoloneLresistanceLamongLtuberculosisLpatientsLinLShanghaiXLvhinaaL
AntimicrobialfAgentsfandfChemotherapyXL2009XLhfXLfdjc_e 5.9 33

110 xmergenceLofLWdfhLmeningococcalLmeningitisLinLzhanaaLTropicalfMedicinefandfInternationalfHealthXL
2005XLdcXLdeel_fg 2.3 33

109 áong_termLdominanceLofLóycobacteriumLtuberculosisLUgandaLfamilyLinLperi_urbanLKampala_UgandaL
isLnotLassociatedLwithLcavitaryLdiseaseaLBMCfInfectiousfDiseasesXL2013XLdfXLgkg 4 32

108 SurvivalLandLsequelaeLofLmeningococcalLmeningitisLinLzhanaaLInternationalfJournalfoffEpidemiologyXL
2001XLfcXLdggc_i 7.8 30

107 wrugLsusceptibilityLtestingLandLmortalityLinLpatientsLtreatedLforLtuberculosisLinLhigh_burdenL
countriesmLaLmulticentreLcohortLstudyaLLancetfInfectiousfDiseasesufTheXL2019XLdlXLelk_fcj 25.5 29

106 TheLβatureLandLxvolutionLofLzenomicLwiversityLinLtheLóycobacteriumLtuberculosisLvomplexaL
AdvancesfinfExperimentalfMedicinefandfBiologyXL2017XLdcdlXLd_ei 3.6 29

105 Spatio_TemporalLwistributionLofLóycobacteriumLtuberculosisLvomplexLStrainsLinLzhanaaLPLoSfONEXL
2016XLddXLecdidkle 3.7 29

(2016-2013)

7



104 PhylogenomicsLofLrevealsLaLnewLlineageLandLaLcomplexLevolutionaryLhistoryaLMicrobialfGenomicsXL
2021XLjXL 4.4 29

103 Whole_zenomeLSequencingLforLwrugLResistanceLProfileLPredictionLinaLAntimicrobialfAgentsfandf
ChemotherapyXL2019XLifXL 5.9 28

102 PrevalenceLandLclinicalLrelevanceLofLhelminthLco_infectionsLamongLtuberculosisLpatientsLinLurbanL
TanzaniaaLPLoSfNeglectedfTropicalfDiseasesXL2017XLddXLeccchfge 4.8 28

101 vlonalLgroupingsLinLserogroupLXLβeisseriaLmeningitidisaLEmergingfInfectiousfDiseasesXL2002XLkXLgie_i 10.2 28

100 TransitionLbiasLinfluencesLtheLevolutionLofLantibioticLresistanceLinLóycobacteriumLtuberculosisaL
PLoSfBiologyXL2019XLdjXLefccceih 9.7 27

99
vombinationLofLsingleLnucleotideLpolymorphismLandLvariable_numberLtandemLrepeatsLforL
genotypingLaLhomogenousLpopulationLofLóycobacteriumLtuberculosisLueijingLstrainsLinLvhinaaL
JournalfoffClinicalfMicrobiologyXL2012XLhcXLiff_l

9.7 27

98  ndependentLlargeLscaleLduplicationsLinLmultipleLóaLtuberculosisLlineagesLoverlappingLtheLsameL
genomicLregionaLPLoSfONEXL2012XLjXLeeicfk 3.7 26

97 WithinL–ostLxvolutionLSelectsLforLaLwominantLzenotypeLofLóycobacteriumLtuberculosisLwhileLTL
vellsL ncreaseLPathogenLzeneticLwiversityaLPLoSfPathogensXL2016XLdeXLedcciddd 7.6 26

96 ReferenceLsetLofLóycobacteriumLtuberculosisLclinicalLstrainsmLtLtoolLforLresearchLandLproductL
developmentaLPLoSfONEXL2019XLdgXLecedgckk 3.7 24

95  nLvivoLbiosynthesisLofLterpeneLnucleosidesLprovidesLuniqueLchemicalLmarkersLofLóycobacteriumL
tuberculosisLinfectionaLChemistryfandfBiologyXL2015XLeeXLhdi_hei 24

94 óycobacteriumLtuberculosisLassociatedLwithLsevereLtuberculosisLevadesLcytosolicLsurveillanceL
systemsLandLmodulatesL á_d˛†LproductionaLNaturefCommunicationsXL2020XLddXLdlgl 17.4 24

93 vomparativeLgenomicsLofLóycobacteriumLafricanumLáineageLhLandLáineageLiLfromLzhanaLsuggestsL
distinctLecologicalLnichesaLScientificfReportsXL2018XLkXLddeil 4.9 24

92 wetectionLandLcharacterizationLofLdrug_resistantLconferringLgenesLinLóycobacteriumLtuberculosisL
complexLstrainsmLtLprospectiveLstudyLinLtwoLdistantLregionsLofLzhanaaLTuberculosisXL2016XLllXLdgj_dhg 2.6 24

91 óolecularLepidemiologyLofLóycobacteriumLafricanumLinLzhanaaLBMCfInfectiousfDiseasesXL2016XLdiXLfkh 4 23

90 ReducedLtransmissionLofLóycobacteriumLafricanumLcomparedLtoLóycobacteriumLtuberculosisLinL
urbanLWestLtfricaaLInternationalfJournalfoffInfectiousfDiseasesXL2018XLjfXLfc_ge 10.5 20

89  nterplayLofLstrainLandLracebethnicityLinLtheLinnateLimmuneLresponseLtoLóaLtuberculosisaLPLoSfONEXL
2018XLdfXLecdlhfle 3.7 19

88 óultipleL ntroductionsLofLóycobacteriumLtuberculosisLáineageLeâ��ueijingL ntoLtfricaLOverLventuriesaL
FrontiersfinfEcologyfandfEvolutionXL2019XLjXL 3.7 19

87 xvaluationLofLzenoTypeLóTuwRplusLforLtheLrapidLdetectionLofLdrug_resistantLtuberculosisLinLzhanaaL
InternationalfJournalfoffTuberculosisfandfLungfDiseaseXL2015XLdlXLlhg_lhl 2.1 18
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86 tnLtfricanLoriginLforaLEvolutionufMedicinefandfPublicfHealthXL2020XLececXLgl_hl 3 18

85 yirstLinsightsLintoLtheLphylogeneticLdiversityLofLóycobacteriumLtuberculosisLinLβepalaLPLoSfONEXL
2012XLjXLeheelj 3.7 18

84 TheL nfluenceLofL– VLonLtheLxvolutionLofLóycobacteriumLtuberculosisaLMolecularfBiologyfandf
EvolutionXL2017XLfgXLdihg_diik 8.3 17

83 xvaluationLofLspoligotypingXLSβPsLandLcustomisedLó RU_VβTRLcombinationLforLgenotypingL
óycobacteriumLtuberculosisLclinicalLisolatesLinLóadagascaraLPLoSfONEXL2017XLdeXLecdkickk 3.7 16

82 TheL–ost_Pathogen_xxtrinsicLyactorsLinLTuberculosismLóodulatingL nflammationLandLvlinicalL
OutcomesaLFrontiersfinfImmunologyXL2017XLkXLdlgk 8.4 16

81 xvaluationLofLcustomisedLlineage_specificLsetsLofLó RU_VβTRLlociLforLgenotypingLóycobacteriumL
tuberculosisLcomplexLisolatesLinLzhanaaLPLoSfONEXL2014XLlXLeleijh 3.7 16

80 wispersalLofLwrivenLbyL–istoricalLxuropeanLTradeLinLtheLSouthLPacificaLFrontiersfinfMicrobiologyXL2019
XLdcXLejjk 5.7 16

79 TheLzeneticLuackgroundLóodulatesLtheLxvolutionLofLyluoroquinolone_ResistanceLinLóycobacteriumL
tuberculosisaLMolecularfBiologyfandfEvolutionXL2020XLfjXLdlh_ecj 8.3 16

78 zenome_wideLmutationalLbiasesLfuelLtranscriptionalLdiversityLinLtheLóycobacteriumLtuberculosisL
complexaLNaturefCommunicationsXL2019XLdcXLfllg 17.4 15

77 óodel_basedLintegrationLofLgenomicsLandLmetabolomicsLrevealsLSβPLfunctionalityLinaLProceedingsf
offthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2020XLddjXLkglg_khce 11.5 14

76  nteractionLbetweenLhostLgenesLandLóycobacteriumLtuberculosisLlineageLcanLaffectLtuberculosisL
severitymLxvidenceLforLcoevolutionraLPLoSfGeneticsXL2020XLdiXLedcckjek 6 14

75 TuberculosisLtransmissionLinLpublicLlocationsLinLTanzaniamLtLnovelLapproachLtoLstudyingLairborneL
diseaseLtransmissionaLJournalfoffInfectionXL2017XLjhXLdld_dlj 18.9 14

74 wiversityLofLóycobacteriumLtuberculosisLandLdrugLresistanceLinLdifferentLprovincesLofLPapuaLβewL
zuineaaLBMCfMicrobiologyXL2014XLdgXLfcj 4.5 14

73 zeneticLdiversityLofLóycobacteriumLtuberculosisLinLóadangXLPapuaLβewLzuineaaLInternationalf
JournalfoffTuberculosisfandfLungfDiseaseXL2012XLdiXLddcc_j 2.1 14

72 TuberculosisLoutbreakLinvestigationLusingLphylodynamicLanalysisaLEpidemicsXL2018XLehXLgj_hf 5.1 13

71 SignificantLunderLexpressionLofLtheLwosRLregulonLinLóa´ tuberculosisLcomplexLlineageLiLinLsputumaL
TuberculosisXL2017XLdcgXLhk_ig 2.6 12

70 RevisedL nterpretationLofLtheL–ainLáifescienceLzenoTypeLóTuvLToLwifferentiateLandLóembersLofL
theLóycobacteriumLtuberculosisLvomplexaLAntimicrobialfAgentsfandfChemotherapyXL2019XLifXL 5.9 12

69 óolecularLcharacterizationLofLbovineLtuberculosisLstrainsLinLtwoLslaughterhousesLinLóoroccoaLBMCf
VeterinaryfResearchXL2017XLdfXLeje 2.7 11

(2017-2020)
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68 óolecularLepidemiologyLandLwholeLgenomeLsequencingLanalysisLofLclinicalLóycobacteriumLbovisL
fromLzhanaaLPLoSfONEXL2019XLdgXLececlflh 3.7 10

67 PreservationLofLsputumLsamplesLwithLcetylpyridiniumLchlorideLTvPvULforLtuberculosisLculturesLandL
XpertLóTubR yLinLaLlow_incomeLcountryaLBMCfInfectiousfDiseasesXL2017XLdjXLhge 4 10

66 wistinctLclinicalLcharacteristicsLandLhelminthLco_infectionsLinLadultLtuberculosisLpatientsLfromLurbanL
comparedLtoLruralLTanzaniaaLInfectiousfDiseasesfoffPovertyXL2018XLjXLeg 10.4 10

65 zeneticLdiversityLwithinLóycobacteriumLtuberculosisLcomplexLimpactsLonLtheLaccuracyLofLgenotypicL
pyrazinamideLdrug_susceptibilityLassayaLTuberculosisXL2014XLlgXLghd_f 2.6 10

64 TuberculosisLinL– V_negativeLandL– V_infectedLpatientsLinLaLlow_incidenceLcountrymLclinicalL
characteristicsLandLtreatmentLoutcomesaLPLoSfONEXL2012XLjXLefgdki 3.7 10

63
óycobacteriumLtuberculosisLlineageLdLgeneticLdiversityLinLParˆ¡XLurazilXLsuggestsLcommonLancestryL
withLeast_tfricanLisolatesLpotentiallyLlinkedLtoLhistoricalLslaveLtradeaLInfectionufGeneticsfandf
EvolutionXL2019XLjfXLffj_fgd

4.5 9

62 PrisonsLasLecologicalLdriversLofLfitness_compensatedLmultidrug_resistantLóycobacteriumL
tuberculosisaLNaturefMedicineXL2021XLejXLddjd_ddjj 50.5 9

61 vlassifyingLrecurrentLóycobacteriumLtuberculosisLcasesLinLzeorgiaLusingLó RU_VβTRLtypingaLPLoSf
ONEXL2019XLdgXLeceefidc 3.7 8

60 áowLsensitivityLofLtheLóPTigLidentificationLtestLtoLdetectLlineageLhLofLtheLóycobacteriumL
tuberculosisLcomplexaLJournalfoffMedicalfMicrobiologyXL2018XLijXLdjdk_djej 3.2 8

59 áocalLadaptationLinLpopulationsLofLóycobacteriumLtuberculosisLendemicLtoLtheL ndianLOceanLRimaL
FzyyyResearchXL2021XLdcXLic 3.6 8

58 –ome_uasedLandLyacility_uasedLwirectlyLObservedLTherapyLofLTuberculosisLTreatmentLunderL
ProgrammaticLvonditionsLinLUrbanLTanzaniaaLPLoSfONEXL2016XLddXLecdiddjd 3.7 8

57 tssociationLbetweenLtuberculosisXLdiabetesLandLehLhydroxyvitaminLwLinLTanzaniamLaLlongitudinalL
caseLcontrolLstudyaLBMCfInfectiousfDiseasesXL2016XLdiXLiei 4 7

56
TuberculosisLinLSwissLcaptiveLtsianLelephantsmLmicroevolutionLofLóycobacteriumLtuberculosisL
characterizedLbyLmultilocusLvariable_numberLtandem_repeatLanalysisLandLwhole_genomeL
sequencingaLScientificfReportsXL2017XLjXLdgigj

4.9 7

55 áeprosyLinLwildLchimpanzeesaLNatureXL2021XLhlkXLihe_ihi 50.4 7

54 áeprosyLinLwildLchimpanzees 7

53 áocalLadaptationLinLpopulationsLofLendemicLtoLtheL ndianLOceanLRimaLFzyyyResearchXL2021XLdcXLic 3.6 7

52 PathwaysLandLassociatedLcostsLofLcareLinLpatientsLwithLconfirmedLandLpresumptiveLtuberculosisLinL
TanzaniamLtLcross_sectionalLstudyaLBMJfOpenXL2019XLlXLecehcjl 3 6

51 Tu_diabetesLco_morbidityLinLzhanamLTheLimportanceLofLóycobacteriumLafricanumLinfectionaLPLoSf
ONEXL2019XLdgXLeceddkee 3.7 6
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50  mpactLofLdiagnosticLtestLXpertLóTubR y´fiLonLhealthLoutcomesLforLtuberculosisaLThefCochranef
LibraryXL2018XL 5.2 6

49
vommentLonmLcharacterizationLofLtheLembuLgeneLinLóycobacteriumLtuberculosisLisolatesLfromL
uarcelonaLandLrapidLdetectionLofLmainLmutationsLrelatedLtoLethambutolLresistanceLusingLaL
low_densityLwβtLarrayaLJournalfoffAntimicrobialfChemotherapyXL2014XLilXLeelk_l

5.1 6

48 βaturalLPolymorphismsLinLóycobacteriumLtuberculosisLvonferringLResistanceLtoLwelamanidLinL
wrug_βaiveLPatientsaLAntimicrobialfAgentsfandfChemotherapyXL2020XLigXL 5.9 6

47 tnalysisLofLpotentialLhouseholdLtransmissionLeventsLofLtuberculosisLinLtheLcityLofLuelemXLurazilaL
TuberculosisXL2018XLddfXLdeh_del 2.6 6

46
óortalityLfromLdrug_resistantLtuberculosisLinLhigh_burdenLcountriesLcomparingLroutineLdrugL
susceptibilityLtestingLwithLwhole_genomeLsequencingmLaLmulticentreLcohortLstudyaaLLancetfMicrobeuf
TheXL2021XLeXLefec_effc

22.2 5

45
PrevalenceLandLclinicalLsignificanceLofLrespiratoryLvirusesLandLbacteriaLdetectedLinLtuberculosisL
patientsLcomparedLtoLhouseholdLcontactLcontrolsLinLTanzaniamLaLcohortLstudyaLClinicalfMicrobiologyf
andfInfectionXL2019XLehXLdcjaed_dcjaej

9.5 5

44 zeneticLvariabilityLandLconsequenceLofLóycobacteriumLtuberculosisLlineageLfLinLKampala_UgandaaL
PLoSfONEXL2019XLdgXLeceedigg 3.7 4

43  nsightsLintoLtheLgeneticLdiversityLofLóycobacteriumLtuberculosisLinLTanzaniaaLPLoSfONEXL2019XLdgXLececiffg3.7 4

42 TheLwithin_hostLevolutionLofLantimicrobialLresistanceLinLóycobacteriumLtuberculosisaLFEMSf
MicrobiologyfReviewsXL2021XLghXL 15.1 4

41 –yperglycaemiaLisLinverselyLcorrelatedLwithLliveLóaLbovisLuvz_specificLvwgLTLcellLresponsesLinL
TanzanianLadultsLwithLlatentLorLactiveLtuberculosisaLImmunityufInflammationfandfDiseaseXL2018XLiXLfgh_fhf2.4 4

40 wistributionLandLtransmissionLofLóycobacteriumLtuberculosisLcomplexLlineagesLamongLchildrenLinL
peri_urbanLKampalaXLUgandaaLBMCfPediatricsXL2015XLdhXLdgc 2.6 4

39 PhylogenomicsLofLóycobacteriumLafricanumLrevealsLaLnewLlineageLandLaLcomplexLevolutionaryLhistory 4

38 vase_controlLdiagnosticLaccuracyLstudyLofLaLnon_sputumLvwfk_basedLTtó_TuLtestLfromLaLsingleL
milliliterLofLbloodaLScientificfReportsXL2021XLddXLdfdlc 4.9 4

37
TheLyirstLpopulationLstructureLandLcomparativeLgenomicsLanalysisLofLóycobacteriumLafricanumL
strainsLfromLzhanaLrevealsLhigherLdiversityLofLáineageLhaLInternationalfJournalfoffMycobacteriologyXL
2016XLhLSupplLdXLSkc_Skd

0.9 4

36 WholeLzenomeLSequencingLandLSpatialLtnalysisL dentifiesLRecentLTuberculosisLTransmissionL
–otspotsLinLzhanaaLFrontiersfinfMedicineXL2020XLjXLdid 4.9 3

35 óolecularLxvolutionLofLóycobacteriaL2017XLflf_gdi 3

34 tLsingle_nucleotide_polymorphismLreal_timeLPvRLassayLforLgenotypingLofLóycobacteriumL
tuberculosisLcomplexLinLperi_urbanLKampalaaLBMCfInfectiousfDiseasesXL2015XLdhXLfli 4 3

33 tLsisterLlineageLofLtheóycobacteriumLtuberculosisLcomplexdiscoveredLinLtheLtfricanLzreatLáakesLregion 3

(-2018)
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32 zenomicLanalysesLofLóycobacteriumLtuberculosisLfromLhumanLlungLresectionsLrevealLaLhighL
frequencyLofLpolyclonalLinfectionsaLNaturefCommunicationsXL2021XLdeXLejdi 17.4 3

31 complexLlineageLhLexhibitsLhighLlevelsLofLwithin_lineageLgenomicLdiversityLandLdifferingLgeneL
contentLcomparedLtoLtheLtypeLstrainL–fjRvaLMicrobialfGenomicsXL2021XLjXL 4.4 3

30 wiscoveryLandLvharacterizationLofLspaLnovaXLaLβontuberculousLóycobacteriumL solatedLyromL–umanL
áungsaLFrontiersfinfMicrobiologyXL2018XLlXLfdkg 5.7 3

29 TheLSputumLóicrobiomeLinLPulmonaryLTuberculosisLandL tsLtssociationLWithLwiseaseL
óanifestationsmLtLvross_SectionalLStudyaLFrontiersfinfMicrobiologyXL2021XLdeXLifffli 5.7 3

28
PotentialLcontributionLofL– VLduringLfirst_lineLtuberculosisLtreatmentLtoLsubsequentL
rifampicin_monoresistantLtuberculosisLandLacquiredLtuberculosisLdrugLresistanceLinLSouthLtfricamLaL
retrospectiveLmolecularLepidemiologyLstudyaLLancetfMicrobeufTheXL2021XLeXLehkg_ehlf

22.2 3

27 TheLecedLW–OLcatalogueLofLcomplexLmutationsLassociatedLwithLdrugLresistancemLtLgenotypicL
analysisaaLLancetfMicrobeufTheXL2022XLfXLeeih_eejf 22.2 3

26 óultipleL ntroductionsLofLtheLóycobacteriumLtuberculosisLáineageLeâ��ueijingLintoLtfricaLoverLcenturies 2

25 óultipleLmergerLgenealogiesLinLoutbreaksLofóycobacteriumLtuberculosis 2

24 ReferenceLSetLofóycobacteriumLtuberculosisvlinicalLStrainsmLtLtoolLforLresearchLandLproductLdevelopment 2

23 óodel_basedLintegrationLofLgenomicsLandLmetabolomicsLrevealsLSβPLfunctionalityLinL
óycobacteriumLtuberculosis 2

22 –ighLburdenLofLtuberculosisLinfectionLandLdiseaseLamongLpeopleLreceivingLmedication_assistedL
treatmentLforLsubstanceLuseLdisorderLinLTanzaniaaLPLoSfONEXL2021XLdiXLecehccfk 3.7 2

21  sLtheLnewLW–OLdefinitionLofLextensivelyLdrug_resistantLtuberculosisLeasyLtoLapplyLinLpracticeraL
EuropeanfRespiratoryfJournalXL2021XLhkXL 13.6 2

20 óultipleLóergerLzenealogiesLinLOutbreaksLofLóycobacteriumLtuberculosisaLMolecularfBiologyfandf
EvolutionXL2021XLfkXLelc_fci 8.3 2

19
xvaluationLofLdrugLsusceptibilityLprofileLofLóycobacteriumLtuberculosisLáineageLdLfromLurazilLbasedL
onLwholeLgenomeLsequencingLandLphenotypicLmethodsaLMemoriasfDofInstitutofOswaldofCruzXL2021XL
ddhXLeecchec

2.6 1

18 áocalLadaptationLinLpopulationsLofLóycobacteriumLtuberculosisLendemicLtoLtheL ndianLOceanLRim 1

17 tLnewLnomenclatureLforLtheLlivestock_associatedLóycobacteriumLtuberculosisLcomplexLbasedLonL
phylogenomicsaLOpenfResearchfEuropeXdXLdcc 1

16  nteractionLbetweenLhostLgenesLandLóaLtuberculosisLlineageLcanLaffectLtuberculosisLseveritymL
evidenceLforLcoevolution 1

15 zenomicLdeterminantsLofLspeciationLandLspreadLofLtheLóycobacteriumLtuberculosisLcomplex 1
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14 – VLvoinfectionL sLtssociatedLwithLáow_yitnessLVariantsLinLRifampicin_ResistantLóycobacteriumL
tuberculosisaLAntimicrobialfAgentsfandfChemotherapyXL2020XLigXL 5.9 1

13
zenomicLepidemiologicalLanalysisLidentifiesLhighLrelapseLamongLindividualsLwithLrecurringL
tuberculosisLandLprovidesLevidenceLofLrecentLhousehold_relatedLtransmissionLofLtuberculosisLinL
zhanaaLInternationalfJournalfoffInfectiousfDiseasesXL2021XLdciXLdf_ee

10.5 1

12 zenotypicLandLphenotypicLdiversityLofLóycobacteriumLtuberculosisLcomplexLgenotypesLprevalentLinL
WestLtfricaaLPLoSfONEXL2021XLdiXLecehhgff 3.7 1

11 Rifampicin_óonoresistantLTuberculosisL sLβotLtheLSameLasLóultidrug_ResistantLTuberculosismLaL
wescriptiveLStudyLfromLKhayelitshaXLSouthLtfricaaLAntimicrobialfAgentsfandfChemotherapyXL2021XLihXLeccfiged5.9 1

10 xxpressionLwysregulationLasLaLóediatorLofLyitnessLvostsLinLtntibioticLResistanceaLAntimicrobialf
AgentsfandfChemotherapyXL2021XLihXLecchcged 5.9 1

9 QuantifyingLtransmissionLfitnessLcostsLofLmulti_drugLresistantLtuberculosisaLEpidemicsXL2021XLfiXLdccgjd 5.1 1

8
WholeLgenomeLsequencingLhasLtheLpotentialLtoLimproveLtreatmentLforLrifampicin_resistantL
tuberculosisLinLhighLburdenLsettingsmLaLretrospectiveLcohortLstudyaaLJournalfoffClinicalfMicrobiologyXL
2022XLjcmcefieed

9.7 1

7 UsingLpopulation_specificLadd_onLpolymorphismsLtoLimproveLgenotypeLimputationLinL
underrepresentedLpopulationsaaLPLoSfComputationalfBiologyXL2022XLdkXLedccliek 5 0

6 tLnewLnomenclatureLforLtheLlivestock_associatedLóycobacteriumLtuberculosisLcomplexLbasedLonL
phylogenomicsaLOpenfResearchfEuropeXdXLdcc 0

5 óycobacteriumLlepraeL nfectionLinLaLWildLβine_uandedLtrmadilloXLβuevoLáeˆ‡nXLóexicoaaLEmergingf
InfectiousfDiseasesXL2022XLekXLjgj_jgl 10.2 0

4
vwfkLxxpressionLbyLtntigen_SpecificLvwgLTLvellsL sLSignificantlyLRestoredLhLóonthsLtfterL
TreatmentL nitiationL ndependentlyLofLSputumLuacterialLáoadLatLtheLTimeLofLTuberculosisL
wiagnosisaaLFrontiersfinfMedicineXL2022XLlXLkedjji

4.9 0

3 tdvancesLinLtuberculosisaLAfricanfJournalfoffMicrobiologyfResearchXL2013XLjXLjf_kd 0.5

2 óeltingLtheLmLβondetectionLofLKanamycinLResistanceLóarkersLbyLRoutineLwiagnosticLTestsLandL
 dentificationLofLβewLPromoterLVariantsaLAntimicrobialfAgentsfandfChemotherapyXL2021XLihXLecehceec 5.9

1 wevelopingLcustomizedLstepwiseLó RU_VβTRLtypingLforLtuberculosisLsurveillanceLinLzeorgiaaaLPLoSf
ONEXL2022XLdjXLeceiggje 3.7
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