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9.7 56
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4.5 49

269 SpoligotypingHofHzycobacteriumHtuberculosisHisolatesHfromHpatientsHwithHpulmonaryHtuberculosisHinH
zumbaiTHvndiaVHResearchdindMicrobiologyTH2005TH[bcTHbeeUfc 4 48

268
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nctivityHofHrifapentineHandHitsHmetaboliteH]bUOUdesacetylrifapentineHcomparedHwithHrifampicinHandH
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2.6 40
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250 SpoligotypingHfollowedHbyHdoubleUrepetitiveUelementHPp”HasHrapidHalternativeHtoHvSc[[ZH
fingerprintingHforHepidemiologicalHstudiesHofHtuberculosisVHJournaldofdClinicaldMicrobiologyTH1998TH_cTH[[]]Ua9.7 37
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249 nHfirstHinsightHonHtheHpopulationHstructureHofHzycobacteriumHtuberculosisHcomplexHasHstudiedHbyH
spoligotypingHandHzv”áUãNT”sHinHoogotˆ¡THpolombiaVHInfectionrdGeneticsdanddEvolutionTH2012TH[]THcbdUc_ 4.5 36

248 átilityHofHnewH]aUlocusHvariableUnumberHtandemUrepeatHtypingHforHdiscriminatingHzycobacteriumH
tuberculosisHclinicalHisolatesHcollectedHinHoulgariaVHJournaldofdClinicaldMicrobiologyTH2008THacTH_ZZbU[[ 9.7 36

247 zolecularHepidemiologyHofHzycobacteriumHtuberculosisHinHwesternHSwedenVHJournaldofdClinicald
MicrobiologyTH2004THa]TH_ZacUb[ 9.7 36

246 vntegrationHofHtuberculosisHscreeningHatHanHuvãHvoluntaryHcounsellingHandHtestingHcentreHinHuaitiVH
AidsTH2001TH[bTH[edbUf 3.5 36

245 vmpactHofHimmigrationHonHtuberculosisHepidemiologyHinHaHlowUincidenceHcountryVHClinicald
MicrobiologydanddInfectionTH2011TH[dTHee[Ud 9.5 35

244 zolecularHdiversityHofHzycobacteriumHtuberculosisHisolatesHfromHpatientsHwithHpulmonaryH
tuberculosisHinHzozambiqueVHBMCdMicrobiologyTH2010TH[ZTH[fb 4.5 35
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clarithromycinHagainstHslowlyHgrowingHmycobacteriaHatHpusHcVeHandHdVaVHAntimicrobialdAgentsdandd
ChemotherapyTH2000THaaTH]eaeUb]

5.9 35

240 zodeHofHactionHofHantituberculousHdrugsHandHmechanismsHofHdrugHresistanceHinHzycobacteriumH
tuberculosisVHResearchdindMicrobiologyTH1993TH[aaTH[__Ua_ 4 35

239 vnsightsHintoHtheHevolutionaryHhistoryHofHtubercleHbacilliHasHdisclosedHbyHgeneticHrearrangementsH
withinHaHPr_Pt”SHduplicatedHgeneHpairVHBMCdEvolutionarydBiologyTH2006THcTH[Zd 3 34

238
teneticHdiversityHofHzycobacteriumHtuberculosisHinHSicilyHbasedHonHspoligotypingHandHvariableH
numberHofHtandemHqNnHrepeatsHandHcomparisonHwithHaHspoligotypingHdatabaseHforH
populationUbasedHanalysisVHJournaldofdClinicaldMicrobiologyTH2001TH_fTH[bbfUcb

9.7 34

237 nlterationsHinHtheHouterHwallHarchitectureHcausedHbyHtheHinhibitionHofHmycosideHpHbiosynthesisH
inzycobacteriumHaviumVHCurrentdMicrobiologyTH1988TH[dTHc[Uce 2.4 34

236 teneticHdiversityHandHdrugHsusceptibilityHprofileHofHzycobacteriumHtuberculosisHisolatedHfromH
differentHregionsHofHvndiaVHJournaldofdInfectionTH2015THd[TH]ZdU[f 18.9 33

235 nssociationHofHzycobacteriumHtuberculosisHcomplexHisolatesHofHoOãvSHandHpentralHnsianHPpnSQH
genotypicHlineagesHwithHextrapulmonaryHdiseaseVHClinicaldMicrobiologydanddInfectionTH2009TH[bTHb_eUa_ 9.5 33

234 rvolutionaryHrelationshipsHamongHstrainsHofHzycobacteriumHtuberculosisHwithHfewHcopiesHofHvSc[[ZVH
JournaldofdBacteriologyTH2003TH[ebTH]bbbUc] 3.5 33

233 zixedHvnfectionsHandH”ifampinHueteroresistanceHamongHzycobacteriumHtuberculosisHplinicalH
vsolatesVHJournaldofdClinicaldMicrobiologyTH2015THb_TH][_eUad 9.7 32

232 StrainHdiversityHofHzycobacteriumHtuberculosisHisolatesHfromHpulmonaryHtuberculosisHpatientsHinH
nfarHpastoralHregionHofHrthiopiaVHBioMeddResearchdInternationalTH2014TH]Z[aTH]_eb_] 3 32
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231 rffectHofHpuHonHradiometricHzvpsHofHclarithromycinHagainstH[eHspeciesHofHmycobacteriaVH
AntimicrobialdAgentsdanddChemotherapyTH1992TH_cTH]ea[U] 5.9 32

230 teneticHdiversityHofHzycobacteriumHtuberculosisHinHPeruHandHexplorationHofHphylogeneticH
associationsHwithHdrugHresistanceVHPLoSdONETH2013THeTHecbed_ 3.7 32

229 yongUtermHpopulationUbasedHgenotypingHstudyHofHzycobacteriumHtuberculosisHcomplexHisolatesHinH
theHsrenchHdepartmentsHofHtheHnmericasVHJournaldofdClinicaldMicrobiologyTH2006THaaTH[e_Uf[ 9.7 31

228 ”apidHdifferentiationHofHJzycobacteriumHcanettiiJHfromHotherHzycobacteriumHtuberculosisHcomplexH
organismsHbyHPp”UrestrictionHanalysisHofHtheHhspcbHgeneVHJournaldofdClinicaldMicrobiologyTH2001TH_fTH_dZbUe9.7 31

227
SpectrumHofHactivityHofHlevofloxacinHagainstHnontuberculousHmycobacteriaHandHitsHactivityHagainstH
theHzycobacteriumHaviumHcomplexHinHcombinationHwithHethambutolTHrifampinTHroxithromycinTH
amikacinTHandHclofazimineVHAntimicrobialdAgentsdanddChemotherapyTH1996THaZTH]ae_Ud

5.9 30

226 rvaluationHofHnmplicorHzToHtestHasHadjunctHtoHsmearsHandHcultureHforHdirectHdetectionHofH
zycobacteriumHtuberculosisHinHtheHsrenchHparibbeanVHJournaldofdClinicaldMicrobiologyTH1996TH_aTH[ZcbUe 9.7 30

225
zolecularHcharacterizationHofHzycobacteriumHaviumHcomplexHisolatesHgivingHdiscordantHresultsHinH
nccuProbeHtestsHbyHPp”UrestrictionHenzymeHanalysisTH[cSHr”NnHgeneHsequencingTHandHqT[UqTcHPp”VH
JournaldofdClinicaldMicrobiologyTH1997TH_bTH]dcdUd]

9.7 30

224 PopulationHstructureHamongHmycobacteriumHtuberculosisHisolatesHfromHpulmonaryHtuberculosisH
patientsHinHpolombiaVHPLoSdONETH2014THfTHef_eae 3.7 29

223 ánexpectedlyHhighHproportionHofHancestralHzanuHgenotypeHzycobacteriumHtuberculosisHstrainsH
culturedHfromHtuberculosisHpatientsHinHrgyptVHJournaldofdClinicaldMicrobiologyTH2009THadTH]dfaUeZ[ 9.7 29

222
tenotypingHofHzycobacteriumHtuberculosisHclinicalHisolatesHinHtwoHcitiesHofHTurkeygHdescriptionHofHaH
newHfamilyHofHgenotypesHthatHisHphylogeographicallyHspecificHforHnsiaHzinorVHBMCdMicrobiologyTH
2005THbTHaa

4.5 29

221 qetectionHofHaHpreviouslyHunamplifiedHspacerHwithinHtheHq”HlocusHofHzycobacteriumHtuberculosisgH
epidemiologicalHimplicationsVHJournaldofdClinicaldMicrobiologyTH2000TH_eTH[]_[Ua 9.7 29

220 zycobacteriumHtuberculosisHspoligotypesHthatHmayHderiveHfromHmixedHstrainHinfectionsHareH
revealedHbyHaHnovelHcomputationalHapproachVHInfectionrdGeneticsdanddEvolutionTH2012TH[]THdfeUeZc 4.5 28

219 zycobacteriumHtuberculosisHspoligotypesHinHzonterreyTHzexicoVHJournaldofdClinicaldMicrobiologyTH
2010THaeTHaaeUbb 9.7 28

218 zycobacteriumHflorentinumHspVHnovVTHisolatedHfromHhumansVHInternationaldJournaldofdSystematicdandd
EvolutionarydMicrobiologyTH2005THbbTH[[Z[U[[Zc 2.2 28

217
rxposureHofHhumanHperipheralHbloodHmononuclearHcellsHtoHtotalHlipidsHandHserovarUspecificH
glycopeptidolipidsHfromHzycobacteriumHaviumHserovarsHaHandHeHresultsHinHinhibitionHofHTu[UtypeH
responsesVHMicrobialdPathogenesisTH2000TH]fTHfU[c

3.8 28

216 SpeciesUspecificHidentificationHofHzycobacteriumHlepraeHbyHPp”UrestrictionHfragmentHlengthH
polymorphismHanalysisHofHtheHhspcbHgeneVHJournaldofdClinicaldMicrobiologyTH1999TH_dTH]Z[cUf 9.7 28

215
StrainHclassificationHofHzycobacteriumHtuberculosisHisolatesHinHorazilHbasedHonHgenotypesHobtainedH
byHspoligotypingTHmycobacterialHinterspersedHrepetitiveHunitHtypingHandHtheHpresenceHofHlargeH
sequenceHandHsingleHnucleotideHpolymorphismVHPLoSdONETH2014THfTHe[Zddad

3.7 28

214 zappingHofHzycobacteriumHtuberculosisHpomplexHteneticHqiversityHProfilesHinHTanzaniaHandHOtherH
nfricanHpountriesVHPLoSdONETH2016TH[[THeZ[babd[ 3.7 28

(2016-1992)
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213 teospatialHdistributionHofHzycobacteriumHtuberculosisHgenotypesHinHnfricaVHPLoSdONETH2018TH[_THeZ]ZZc_]3.7 27

212
pomparativeHevaluationHofHPp”HandHcommercialHqNnHprobesHforHdetectionHandHidentificationHtoH
speciesHlevelHofHzycobacteriumHaviumHandHzycobacteriumHintracellulareVHJournaldofdClinicald
MicrobiologyTH1996TH_aTH]dbcUf

9.7 27

211
TheHuseHofHmicrobeadUbasedHspoligotypingHforHzycobacteriumHtuberculosisHcomplexHtoHevaluateH
theHqualityHofHtheHconventionalHmethodgHprovidingHguidelinesHforH“ualityHnssuranceHwhenHworkingH
onHmembranesVHBMCdInfectiousdDiseasesTH2011TH[[TH[[Z

4 26

210
SpoligotypeUbasedHcomparativeHpopulationHstructureHanalysisHofHmultidrugUresistantHandH
isoniazidUmonoresistantHzycobacteriumHtuberculosisHcomplexHclinicalHisolatesHinHPolandVHJournaldofd
ClinicaldMicrobiologyTH2010THaeTH_effUfZf

9.7 26

209 ntHoalticHcrossroadsgHaHmolecularHsnapshotHofHzycobacteriumHtuberculosisHpopulationHdiversityHinH
xaliningradTH”ussiaVHFEMSdImmunologydanddMedicaldMicrobiologyTH2009THbbTH[_U]] 26

208
nssessmentHofHmycobacterialHinterspersedHrepetitiveHunitU“áoHmarkersHtoHfurtherHdiscriminateHtheH
oeijingHgenotypeHinHaHpopulationUbasedHstudyHofHtheHgeneticHdiversityHofHzycobacteriumH
tuberculosisHclinicalHisolatesHfromHOkinawaTH”yukyuHvslandsTHwapanVHJournaldofdClinicaldMicrobiologyTH
2007THabTH_cZcU[b

9.7 26

207 nHstudyHofHspoligotypingUdefinedHzycobacteriumHtuberculosisHcladesHinHrelationHtoHtheHoriginHofH
peoplingHandHtheHdemographicHhistoryHinHzadagascarVHInfectionrdGeneticsdanddEvolutionTH2005THbTH_aZUe 4.5 26

206 qistributionHofHspoligotypingHdefinedHgenotypicHlineagesHamongHdrugUresistantHzycobacteriumH
tuberculosisHcomplexHclinicalHisolatesHinHnnkaraTHTurkeyVHPLoSdONETH2012THdTHe_Z__[ 3.7 26

205 PopulationUbasedHmolecularHepidemiologicalHstudyHofHtuberculosisHinHzalatyaTHTurkeyVHJournaldofd
ClinicaldMicrobiologyTH2007THabTHaZ]dU_b 9.7 25

204 ThreeUyearHlongitudinalHstudyHofHgenotypesHofHzycobacteriumHtuberculosisHisolatesHinHTuscanyTH
vtalyVHJournaldofdClinicaldMicrobiologyTH2007THabTH[eb[Ud 9.7 25

203 zolecularHevolutionaryHhistoryHofHtubercleHbacilliHassessedHbyHstudyHofHtheHpolymorphicHnucleotideH
withinHtheHnitrateHreductaseHPnartuwvQHoperonHpromoterVHJournaldofdClinicaldMicrobiologyTH2005THa_THaZ[ZUa9.7 25

202 qoHtestHtubeUgrownHpathogenicHmycobacteriaHpossessHaHprotectiveHcapsulelVHFEMSdMicrobiologyd
LettersTH1988THbcTH]]bU]]f 2.9 25

201 teneticHdiversityHamongHmultidrugUresistantHzycobacteriumHtuberculosisHstrainsHinHzexicoVH
InfectionrdGeneticsdanddEvolutionTH2013TH[aTHa_aUa_ 4.5 24

200 vmpactHofHimmigrationHonHtheHmolecularHepidemiologyHofHtuberculosisHinH”hodeHvslandVHJournaldofd
ClinicaldMicrobiologyTH2011THafTHe_aUaa 9.7 24

199 rvaluationHofHmethodsHforHrapidHdetectionHofHresistanceHtoHisoniazidHandHrifampinHinHzycobacteriumH
tuberculosisHisolatesHcollectedHinHtheHparibbeanVHJournaldofdClinicaldMicrobiologyTH2008THacTH_a]cUe 9.7 24

198
pharacterizationHofHmutationsHinHstreptomycinUresistantHzycobacteriumHtuberculosisHisolatesHinH
SichuanTHphinaHandHtheHassociationHbetweenHoeijingUlineageHandHdualUmutationHinHgidoVHTuberculosisTH
2016THfcTH[Z]Uc

2.6 23

197 TreatmentHoutcomesHofHmultidrugUresistantHtuberculosisHpatientsHinHtautengTHSouthHnfricaVH
InfectionTH2014THa]THaZbU[_ 5.8 23

196 zycobacteriumHafricanumHgenotypingHusingHnovelHspacerHoligonucleotidesHinHtheHdirectHrepeatH
locusVHJournaldofdClinicaldMicrobiologyTH2004THa]THbZb_Ud 9.7 23
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195
PhylogeneticHreconstructionHofHzycobacteriumHtuberculosisHwithinHfourHsettingsHofHtheHparibbeanH
regiongHtreeHcomparativeHanalyseHandHfirstHappraisalHonHtheirHphylogeographyVHInfectionrdGeneticsd
anddEvolutionTH2004THaTHbU[a

4.5 23

194 áseHofHspoligotypingHtoHstudyHtheHevolutionHofHtheHdirectHrepeatHlocusHbyHvSc[[ZHtranspositionHinH
zycobacteriumHtuberculosisVHJournaldofdClinicaldMicrobiologyTH2001TH_fTH[bfbUf 9.7 23

193
srenchHmulticenterHstudyHinvolvingHeightHtestHsitesHforHradiometricHdeterminationHofHactivitiesHofH[ZH
antimicrobialHagentsHagainstHzycobacteriumHaviumHcomplexVHAntimicrobialdAgentsdandd
ChemotherapyTH1995TH_fTHc_eUaa

5.9 23

192 rpidemiologicalHandHgeneticHmarkersTHvirulenceHfactorsHandHintracellularHgrowthHofHzycobacteriumH
aviumHinHnvqSVHResearchdindMicrobiologyTH1992TH[a_THa]_U_ZTHdiscussionHa_ZUc 4 23

191 rvolutionaryHrobustHSNPsHrevealHtheHmisclassificationHofHzycobacteriumHtuberculosisHoeijingHfamilyH
strainsHintoHsublineagesVHInfectionrdGeneticsdanddEvolutionTH2013TH[cTH[daUd 4.5 22

190 TheHgenotypicHpopulationHstructureHofHzycobacteriumHtuberculosisHcomplexHfromHzoroccanH
patientsHrevealsHaHpredominanceHofHruroUnmericanHlineagesVHPLoSdONETH2012THdTHead[[_ 3.7 22

189 zultidrugUresistantHtuberculosisHatHanHuvãHtestingHcenterHinHuaitiVHAidsTH2006TH]ZTHa[bUe 3.5 22

188 zolecularHfingerprintingHofHzycobacteriumHtuberculosisHonHaHparibbeanHislandHwithHvSc[[ZHandHq”rH
probesVHJournaldofdClinicaldMicrobiologyTH1997TH_bTHea_Uc 9.7 22

187 zyãnHbasedHclassificationHofHzycobacteriumHtuberculosisHcomplexHlineagesHforHaHrobustH
phylogeographicHsnapshotHofHitsHworldwideHmolecularHdiversityVHPLoSdONETH2012THdTHea[ff[ 3.7 22

186 zolecularHepidemiologyHofHzycobacteriumHtuberculosisHisolatesHfromHxeralaTHvndiaHusingH
vSc[[ZU”syPTHspoligotypingHandHzv”áUãNT”sVHInfectionrdGeneticsdanddEvolutionTH2013TH[cTH[bdUca 4.5 21

185 zolecularHepidemiologyHofHtuberculosisHinHsinlandTH]ZZeU]Z[[VHPLoSdONETH2013THeTHeebZ]d 3.7 21

184 pharacterizationHofHsinnishHzycobacteriumHtuberculosisHisolatesHbyHspoligotypingVHJournaldofd
ClinicaldMicrobiologyTH2003THa[TH[b]bUe 9.7 21

183 rmergenceHofHmultipleUdrugUresistantHtuberculosisgHfundamentalHandHappliedHresearchHaspectsTH
globalHissuesHandHcurrentHstrategiesVHResearchdindMicrobiologyTH1993TH[aaTH[Z_ 4 21

182
vntracellularHgrowthHofHzycobacteriumHaviumHinHhumanHmacrophagesHisHlinkedHtoHtheHincreasedH
synthesisHofHprostaglandinHr]HandHinhibitionHofHtheHphagosomeUlysosomeHfusionsVHFEMSd
MicrobiologydLettersTH1992THaTH]d_Uf

2.9 21

181 ”ealUtimeHPp”HassayHforHrapidHdetectionHofHepidemiologicallyHandHclinicallyHsignificantH
zycobacteriumHtuberculosisHoeijingHgenotypeHisolatesVHJournaldofdClinicaldMicrobiologyTH2014THb]TH[cf[U_ 9.7 20

180
SecondHworldwideHproficiencyHstudyHonHvariableHnumberHofHtandemHrepeatsHtypingHofH
zycobacteriumHtuberculosisHcomplexVHInternationaldJournaldofdTuberculosisdanddLungdDiseaseTH2014TH
[eTHbfaUcZZ

2.1 20

179
nssessmentHofHpopulationHstructureHandHmajorHcirculatingHphylogeographicalHcladesHofH
zycobacteriumHtuberculosisHcomplexHinHoangladeshHsuggestsHaHhighHprevalenceHofHaHspecificH
subcladeHofHancientHzVHtuberculosisHgenotypesVHJournaldofdClinicaldMicrobiologyTH2007THabTH_df[Ua

9.7 20

178
pomparisonHbetweenHspoligotypingHandHvSc[[ZHrestrictionHfragmentHlengthHpolymorphismsHinH
molecularHgenotypingHanalysisHofHzycobacteriumHtuberculosisHstrainsVHMoleculardanddCellulardProbes
TH2005TH[fTH]_cUaa

3.3 20

(2005-2004)

9



177
vsHzycobacteriumHafricanumHsubtypeHvvHPágandaHvHandHágandaHvvQHaHgeneticallyHwellUdefinedH
subspeciesHofHtheHzycobacteriumHtuberculosisHcomplexlVHJournaldofdClinicaldMicrobiologyTH2003THa[TH
[_abUchHauthorHreplyH[_acUe

9.7 20

176
teneticHdiversityTHdeterminedHonHtheHbasisHofHkattac_HandHgyrnfbHpolymorphismsTHSpoligotypingTH
andHvSc[[ZHtypingTHofHzycobacteriumHtuberculosisHcomplexHisolatesHfromHvtalyVHJournaldofdClinicald
MicrobiologyTH2005THa_TH[c[dU]a

9.7 20

175 xillingHintracellularHmycobacteriagHdogmasHandHrealitiesVHbthHsorumHinHzicrobiologyVHProceedingsVH
ResearchdindMicrobiologyTH1990TH[a[TH[f[U]dZ 4 20

174
StructureHofHtheHcellHenvelopeHofHzycobacteriumHaviumVHZentralblattdFurdBakteriologierd
MikrobiologierdUnddHygienedSeriesdArdMedicaldMicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH
1987TH]caTHafUcc

20

173
StudyHofHzycobacteriumHtuberculosisHcomplexHgenotypicHdiversityHinHzalaysiaHrevealsHaH
predominanceHofHancestralHrastUnfricanUvndianHlineageHwithHaHzalaysiaUspecificHsignatureVHPLoSdONETH
2014THfTHe[[ae_]

3.7 19

172 zolecularHdiversityHofHzycobacteriumHtuberculosisHisolatesHfromHpatientsHwithHtuberculosisHinH
uondurasVHBMCdMicrobiologyTH2010TH[ZTH]Ze 4.5 19

171 teneticHdiversityHandHmajorHspoligotypeHfamiliesHofHdrugUresistantHzycobacteriumHtuberculosisH
clinicalHisolatesHfromHdifferentHregionsHofHTurkeyVHInfectionrdGeneticsdanddEvolutionTH2007THdTHb[_Uf 4.5 19

170 zulticenterHevaluationHofHmycobacteriaHidentificationHbyHPp”HrestrictionHenzymeHanalysisHinH
laboratoriesHfromHyatinHnmericaHandHtheHparibbeanVHJournaldofdMicrobiologicaldMethodsTH2005THc[TH[f_Uf 2.8 19

169
zolecularHcharacterizationHandHdrugHresistanceHpatternsHofHstrainsHofHzycobacteriumHtuberculosisH
isolatedHfromHpatientsHinHanHnvqSHcounselingHcenterHinHPortUauUPrinceTHuaitigHaH[UyearHstudyVHJournald
ofdClinicaldMicrobiologyTH2003THa[THcfaUdZ]

9.7 19

168 zolecularHidentificationHandHcharacterizationHofHzycobacteriumHtuberculosisHcomplexHinHancientH
rgyptianHmummiesVHInternationaldJournaldofdOsteoarchaeologyTH2004TH[aTHaZaUa[_ 1.1 19

167 TheHpopulationHstructureHofHdrugUresistantHzycobacteriumHtuberculosisHclinicalHisolatesHfromH
SichuanHinHphinaVHInfectionrdGeneticsdanddEvolutionTH2012TH[]THd[eU]a 4.5 18

166 zolecularHcharacterizationHofHzycobacteriumHtuberculosisHisolatesHfromHdifferentHregionsHofH
oulgariaVHJournaldofdClinicaldMicrobiologyTH2008THacTH[Z[aUe 9.7 18

165
pontributionHofHspoligotypingHandHzv”áUãNT”sHtoHcharacterizeHprevalentHzycobacteriumH
tuberculosisHgenotypesHinfectingHtuberculosisHpatientsHinHzoroccoVHInfectionrdGeneticsdanddEvolutionTH
2014TH][THac_Ud[

4.5 17

164 TheHnssociationHbetweenHzycobacteriumHTuberculosisHtenotypeHandHqrugH”esistanceHinHPeruVHPLoSd
ONETH2015TH[ZTHeZ[]c]d[ 3.7 17

163 zolecularHsnapshotHofHdrugUresistantHandHdrugUsusceptibleHzycobacteriumHtuberculosisHstrainsH
circulatingHinHoulgariaVHInfectionrdGeneticsdanddEvolutionTH2008THeTHcbdUc_ 4.5 17

162
ásefulnessHofHrestrictionHfragmentHlengthHpolymorphismHandHspoligotypingHforHepidemiologicalH
studiesHofHzycobacteriumHbovisHinHzadagascargHdescriptionHofHnewHgenotypesVHVeterinaryd
MicrobiologyTH2006TH[[aTH[[bU]]

3.3 17

161
StudyHofHtheHgyroHgeneHpolymorphismHasHaHtoolHtoHdifferentiateHamongHzycobacteriumHtuberculosisH
complexHsubspeciesHfurtherHunderlinesHtheHolderHevolutionaryHageHofHOzycobacteriumHcanettiiOVH
MoleculardanddCellulardProbesTH2006TH]ZTH[e]UfZ

3.3 17

160
qescriptionHofHaHnovelHzycobacteriumHsimiaeHallelicHvariantHisolatedHfromHparibbeanHnvqSHpatientsH
byHPp”UrestrictionHenzymeHanalysisHandHsequencingHofHhspcbHgeneVHMoleculardanddCellulardProbesTH
2000TH[aTH_bbUc_

3.3 17
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159 pombinedHtenotypicTHPhylogeneticTHandHrpidemiologicHnnalysesHofHzycobacteriumHtuberculosisH
teneticHqiversityHinHtheH”hˆ·neHnlpesH”egionTHsranceVHPLoSdONETH2016TH[[THeZ[b_beZ 3.7 17

158 pharacterizationHofHtheHgeneticHdiversityHofHextensivelyUdrugHresistantHzycobacteriumHtuberculosisH
clinicalHisolatesHfromHpulmonaryHtuberculosisHpatientsHinHPeruVHPLoSdONETH2014THfTHe[[]def 3.7 16

157
SuitabilityHofHvSc[[ZU”syPHandHzv”áUãNT”HforHdifferentiatingHspoligotypedHdrugUresistantH
mycobacteriumHtuberculosisHclinicalHisolatesHfromHSichuanHinHphinaVHBioMeddResearchdInternationalTH
2014TH]Z[aTHdc_]Za

3 16

156 pombinedHnumericalHanalysisHbasedHonHtheHmolecularHdescriptionHofHzycobacteriumHtuberculosisHbyH
fourHrepetitiveHsequenceUbasedHqNnHtypingHsystemsVHResearchdindMicrobiologyTH1998TH[afTH_afUcZ 4 16

155
vntracellularHbactericidalHactivityHofHciprofloxacinHandHofloxacinHagainstHzycobacteriumHtuberculosisH
u_d”vHmultiplyingHinHtheHwUddaHmacrophageHcellHlineVHZentralblattdFurdBakteriologie:dInternationald
JournaldofdMedicaldMicrobiologyTH1990TH]d_TH[fbUf

16

154 SpheroplastHformationHfromHnineHrapidlyHgrowingHmycobacteriaVHCurrentdMicrobiologyTH1983THfTH]Z[U]Z_ 2.4 16

153 zycobacteriumHtuberculosisHoeijingHgenotypeHisHassociatedHwithHuvãHinfectionHinHzozambiqueVHPLoSd
ONETH2013THeTHed[fff 3.7 16

152 zycobacteriumHtuberculosisHpolyclonalHinfectionsHandHmicroevolutionHidentifiedHbyHzv”áUãNT”sHinH
anHepidemiologicalHstudyVHInternationaldJournaldofdMycobacteriologyTH2015THaTH]]]Ud 0.9 15

151 sourHyearHlongitudinalHstudyHofHzycobacteriumHtuberculosisHcomplexHisolatesHinHaHregionHofH
NorthUrasternHvtalyVHInfectionrdGeneticsdanddEvolutionTH2014TH]cTHbeUca 4.5 15

150 pharacterizationHofHextensivelyHdrugUresistantHtuberculosisHcasesHfromHãalleHdelHpaucaTHpolombiaVH
JournaldofdClinicaldMicrobiologyTH2012THbZTHa[ebUd 9.7 15

149 pomputerUassistedHanalysisHofHzycobacteriumHaviumHfingerprintsHusingHinsertionHelementsHvS[]abH
andHvS[_[[HinHaHparibbeanHsettingVHResearchdindMicrobiologyTH1997TH[aeTHdZ_U[_ 4 15

148
áseHofHclusterUgraphsHfromHspoligotypingHdataHtoHstudyHgenotypeHsimilaritiesHandHaHcomparisonHofH
threeHindicesHtoHquantifyHrecentHtuberculosisHtransmissionHamongHcultureHpositiveHcasesHinHsrenchH
tuianaHduringHaHeightHyearHperiodVHBMCdInfectiousdDiseasesTH2008THeTHac

4 15

147 zycobacteriumHtuberculosisHmolecularHevolutionHinHwesternHzediterraneanHvslandsHofHSicilyHandH
SardiniaVHInfectionrdGeneticsdanddEvolutionTH2005THbTH[abUbc 4.5 15

146 nnalysisHofHzycobacteriumHtuberculosisHgenotypesHinHzadridHandHidentificationHofHtwoHnewHfamiliesH
specificHtoHSpainUrelatedHsettingsVHJournaldofdClinicaldMicrobiologyTH2005THa_TH[dfdUeZc 9.7 15

145
teneticHdiversityHofHmycobacteriumHaviumHrecoveredHfromHnvqSHpatientsHinHtheHcaribbeanHasH
studiedHbyHaHconsensusHvS[]abU”syPHmethodHandHpulsedUfieldHgelHelectrophoresisVHResearchdind
MicrobiologyTH2000TH[b[TH]d[Ue_

4 15

144 pellHenvelopeHconstituentsHandHtheHmultifacetedHnatureHofHzycobacteriumHaviumHpathogenicityHandH
drugHresistanceVHResearchdindMicrobiologyTH1994TH[abTH]a_Ub]hHdiscussionH]b]Uc[ 4 15

143
SpectrumHofHdrugsHagainstHatypicalHmycobacteriagHhowHvalidHisHtheHcurrentHpracticeHofHdrugH
susceptibilityHtestingHandHtheHchoiceHofHdrugslVHZentralblattdFurdBakteriologie:dInternationaldJournald
ofdMedicaldMicrobiologyTH1992TH]ddTHadaUea

15

142
rvidenceHthatHtheHcapsuleHaroundHmycobacteriaHgrownHinHaxenicHmediaHcontainsHmycobacterialH
antigensgHimplicationsHatHtheHlevelHofHcellHenvelopeHarchitectureVHFEMSdMicrobiologydLettersTH1990TH
beTH[c[Uc

2.9 15

(1990-2016)
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141 nHstudyHofHzycobacteriumHtuberculosisHgenotypicHdiversityHNHdrugHresistanceHmutationsHinHãaranasiTH
northHvndiaVHIndiandJournaldofdMedicaldResearchTH2014TH[_fTHef]UfZ] 2.9 15

140 vnHvitroHactivityHofHroxithromycinHagainstHtheHzycobacteriumHtuberculosisHcomplexVHAntimicrobiald
AgentsdanddChemotherapyTH1995TH_fTH[[c]Ub 5.9 14

139 nHfirstHinsightHonHtheHpopulationHstructureHofHzycobacteriumHtuberculosisHcomplexHasHstudiedHbyH
spoligotypingHandHzv”áUãNT”sHinHSantiagoTHphileVHPLoSdONETH2015TH[ZTHeZ[[eZZd 3.7 14

138
plonalHexpansionHacrossHtheHseasHasHseenHthroughHpPyPUToHdatabasegHnHjointHeffortHinHcataloguingH
zycobacteriumHtuberculosisHgeneticHdiversityHinHPortugueseUspeakingHcountriesVHInfectionrdGeneticsd
anddEvolutionTH2019THd]THaaUbe

4.5 14

137 SpacerUoasedHzacroarraysHforHp”vSP”HtenotypingVHMethodsdindMoleculardBiologyTH2015TH[_[[TH[[[U_[ 1.4 13

136
TwoHtalesgHñorldwideHdistributionHofHpentralHnsianHPpnSQHversusHancestralHrastUnfricanHvndianHPrnvQH
lineagesHofHzycobacteriumHtuberculosisHunderlinesHaHremarkableHcleavageHforHphylogeographicalTH
epidemiologicalHandHdemographicalHcharacteristicsVHPLoSdONETH2019TH[aTHeZ][fdZc

3.7 13

135 SpoligotypingHofHclinicalHzycobacteriumHtuberculosisHisolatesHfromHtheHstateHofHzinasHteraisTHorazilVH
MemoriasdDodInstitutodOswaldodCruzTH2011TH[ZcTH]cdUd_ 2.6 13

134 SpoligotypeHprofileHofHzycobacteriumHtuberculosisHcomplexHstrainsHfromHuvãUpositiveHandHUnegativeH
patientsHinHNigeriagHaHcomparativeHanalysisVHJournaldofdClinicaldMicrobiologyTH2011THafTH]]ZUc 9.7 13

133
yaboratoryHandHclinicalHaspectsHofHtheHzycobacteriumHaviumHepidemicgHcontributingHfactorsH
associatedHwithHvariabilityHofHdrugHsusceptibilityHandHimmuneHresponsivenessTHandHtheHmultifacetedH
natureHofHpathogenicityVHResearchdindMicrobiologyTH1994TH[abTH[cdUe

4 13

132
pomparativeHabilityHofHhumanHmonocytesHandHmacrophagesHtoHcontrolHtheHintracellularHgrowthHofH
zycobacteriumHaviumHandHzycobacteriumHtuberculosisgHeffectHofHinterferonUgammaHandH
indomethacinVHFEMSdMicrobiologydLettersTH1992THefTH_]fU__a

2.9 13

131
zycobacterialHgrowthHandHultrastructureHinHmouseHyUf]fHfibroblastsHandHboneHmarrowUderivedH
macrophagesgHevidenceHthatHinfectedHfibroblastsHsecreteHmediatorsHcapableHofHmodulatingHbacterialH
growthHinHmacrophagesVHCurrentdMicrobiologyTH1992TH]bTH]Z_U[_

2.4 13

130
SelectiveHinhibitionHofHtheHzycobacteriumHtuberculosisHcomplexHbyH
pUnitroUalphaUacetylaminoUbetaUhydroxypropioHphenoneHPNnPQHandHpUnitrobenzoicHacidHPPNoQHusedH
inHdu[[HagarHmediumVHResearchdindMicrobiologyTH1989TH[aZTHa[fU]_

4 13

129
nHnewHinsightHintoHtheHmycobacterialHcellHenvelopeHarchitectureHbyHtheHlocalizationHofHantigensHinH
ultrathinHsectionsVHZentralblattdFurdBakteriologie:dInternationaldJournaldofdMedicaldMicrobiologyTH1991
TH]dbTH]edU_Z]

13

128 zultidrugUresistantHtuberculosisHinHPortUauUPrinceTHuaitiVHRevistadPanamericanadDedSaluddPublicauPand
AmericandJournaldofdPublicdHealthTH2012TH_[TH]][Ua 4.1 13

127 SpolSimilaritySearchHUHnHwebHtoolHtoHcompareHandHsearchHsimilaritiesHbetweenHspoligotypesHofH
zycobacteriumHtuberculosisHcomplexVHTuberculosisTH2017TH[ZbTHafUb] 2.6 12

126 uumanHmultidrugUresistantHzycobacteriumHbovisHinfectionHinHzexicoVHTuberculosisTH2015THfbTHeZ]UeZf 2.6 12

125 SnapshotHofHtheHgeneticHdiversityHofHzycobacteriumHtuberculosisHisolatesHinHvraqVHInternationald
JournaldofdMycobacteriologyTH2014TH_TH[eaUfc 0.9 12

124 zolecularHepidemiologyHandHgenotypingHofHzycobacteriumHtuberculosisHisolatedHinHoaghdadVH
BioMeddResearchdInternationalTH2014TH]Z[aTHbeZfe[ 3 12

Nalin Rastogi

12



123 sirstHcaseHofHmultidrugUresistantHtuberculosisHcausedHbyHaHrareHJoeijingUlikeJHgenotypeHofH
zycobacteriumHtuberculosisHinHoogotˆ¡THpolombiaVHInfectionrdGeneticsdanddEvolutionTH2010TH[ZTHcdeUe[ 4.5 12

122 nHfirstHinsightHintoHtheHgeneticHdiversityHandHpopulationHstructureHofHzycobacteriumHtuberculosisHinH
ZonguldakTHTurkeyVHClinicaldMicrobiologydanddInfectionTH2008TH[aTHbbUf 9.5 12

121 zycobacteriaHandHnvqSgHepidemiologicalHandHgeneticHmarkersTHvirulenceHfactorsHandHinteractionsH
withHtheHimmuneHsystemVHResearchdindMicrobiologyTH1992TH[a_TH_c[U] 4 12

120 nctivityHofHfiveHfluoroquinolonesHagainstHzycobacteriumHaviumUintracellulareHcomplexHandHzVH
xenopiVHAnnalesdDedLlInstitutdPasteurdMicrobiologieTH1988TH[_fTH]__Ud 12

119 pellHenvelopeHarchitecturesHofHleprosyUderivedHcorynebacteriaTzycobacteriumHlepraeTHandHrelatedH
organismsgHaHcomparativeHstudyVHCurrentdMicrobiologyTH1984TH[[TH]_U_Z 2.4 12

118 nHmolecularHepidemiologicalHstudyHofHzycobacteriumHsimiaeHisolatedHfromHnvqSHpatientsHinH
tuadeloupeVHJournaldofdClinicaldMicrobiologyTH2000TH_eTH_ZeZUa 9.7 12

117
zultidrugU”esistantHzycobacteriumHtuberculosisHofHtheHyatinHnmericanHzediterraneanHyineageTH
ñronglyHvdentifiedHasHzycobacteriumHpinnipediiHPSpoligotypeHvnternationalHTypeHec_H[SvTec_]QTH
pausingHnctiveHTuberculosisHinHSouthHorazilVHJournaldofdClinicaldMicrobiologyTH2015THb_TH_eZbU[[

9.7 11

116
teneticHdiversityHofHzycobacteriumHtuberculosisHcomplexHstrainsHisolatedHfromHpatientsHwithH
pulmonaryHtuberculosisHinHnnambraHStateTHNigeriaVHInternationaldJournaldofdMycobacteriologyTH2016TH
bTHdaUf

0.9 11

115 sirstHinsightHintoHtheHmolecularHepidemiologyHofHzycobacteriumHtuberculosisHinHSantaHpatarinaTH
southernHorazilVHTuberculosisTH2016THfdTHbdUca 2.6 11

114 TheHemergenceHofHoeijingHgenotypeHofHzycobacteriumHtuberculosisHinHtheHxingdomHofHSaudiHnrabiaVH
AnnalsdofdThoracicdMedicineTH2010THbTH[afUb] 2.2 11

113 PhylogeographicalHandHmolecularHcharacterizationHofHanHemergingHzycobacteriumHtuberculosisH
cloneHinHTrinidadHandHTobagoVHInfectionrdGeneticsdanddEvolutionTH2009THfTH[__cUaa 4.5 11

112
zolecularHcharacterizationHofHzycobacteriumHaviumHcomplexHisolatesHfromHparibbeanHpatientsHbyH
qT[WqTcUPp”THnonradioactiveHSouthernHhybridizationTHandHtheHnccuprobeHsystemVHCurrentd
MicrobiologyTH1996TH__TH_b]Ue

2.4 11

111
zolecularHepidemiologyHofHdrugUresistantHzycobacteriumHtuberculosisHstrainsHisolatedHfromH
patientsHwithHpulmonaryHtuberculosisHinHPolandgHaH[UyearHstudyVHInternationaldJournaldofdTuberculosisd
anddLungdDiseaseTH2004THeTH[aaeUbd

2.1 11

110 pomparativeHstudyHofHgenotypesHofHzycobacteriumHtuberculosisHfromHaHNorthernHvndianHsettingH
withHstrainsHreportedHfromHotherHpartsHofHvndiaHandHneighboringHcountriesVHTuberculosisTH2017TH[ZbTHcZUd]2.6 10

109 zycobacterialHbiomaterialsHandHresourcesHforHresearchersVHPathogensdanddDiseaseTH2018THdcTH 4.2 10

108 uighUresolutionHzv”áUãNT”sHtypingHrevealsHtheHuniqueHnatureHofHzycobacteriumHtuberculosisH
oeijingHgenotypeHinHOkinawaTHwapanVHInfectionrdGeneticsdanddEvolutionTH2012TH[]THc_dUa[ 4.5 10

107 zolecularHsnapshotHofHzycobacteriumHtuberculosisHpopulationHstructureHandHdrugUresistanceHinH
xyrgyzstanVHTuberculosisTH2013THf_THbZ[Ud 2.6 10

106 zolecularHepidemiologyHofHzycobacteriumHtuberculosisHinHoajaHpaliforniaTHzexicogHnHresultHofH
humanHmigrationlVHInfectionrdGeneticsdanddEvolutionTH2017THbbTH_deU_e_ 4.5 10

(2017-2010)

13



105 zultidrugUresistantHzycobacteriumHtuberculosisHstrainHfromHrquatorialHtuineaHdetectedHinHSpainVH
EmergingdInfectiousdDiseasesTH2009TH[bTH[ebeUcZ 10.2 10

104 sirstHinsightHintoHzycobacteriumHtuberculosisHepidemiologyHandHgeneticHdiversityHinHTrinidadHandH
TobagoVHJournaldofdClinicaldMicrobiologyTH2009THadTH[f[[Ua 9.7 10

103 ánsuspectedHandHextensiveHtransmissionHofHaHdrugUsusceptibleHzycobacteriumHtuberculosisHstrainVH
BMCdPulmonarydMedicineTH2009THfTH_ 3.5 10

102
SpoligotypingHandHvSc[[ZU”syPHtypingHofHzycobacteriumHtuberculosisHfromHsrenchHtuianagHaH
comparisonHofHresultsHwithHinternationalHdatabasesHunderlinesHinterregionalHtransmissionHfromH
neighboringHcountriesVHResearchdindMicrobiologyTH2002TH[b_THe[Ue

4 10

101 xillingHintracellularHmycobacteriaHinHinHvitroHmacrophageHsystemsgHwhatHmayHbeHtheHroleHofHknownH
hostHmicrobicidalHmechanismslVHResearchdindMicrobiologyTH1990TH[a[TH][dU_Z 4 10

100 zycobacteriumHtuberculosisHstrainsHpotentiallyHinvolvedHinHtheHToHepidemicHinHSwedenHaHcenturyH
agoVHPLoSdONETH2012THdTHeaceae 3.7 10

99
áseHofHgenotypingHbasedHclusteringHtoHquantifyHrecentHtuberculosisHtransmissionHinHtuadeloupeH
duringHaHsevenHyearsHperiodgHanalysisHofHriskHfactorsHandHaccessHtoHhealthHcareVHBMCdInfectiousd
DiseasesTH2013TH[_TH_ca

4 9

98
PopulationHstructureHandHcirculatingHgenotypesHofHdrugUsensitiveHandHdrugUresistantH
zycobacteriumHtuberculosisHclinicalHisolatesHinHSˆ£oHPauloHstateTHorazilVHInfectionrdGeneticsdandd
EvolutionTH2013TH[aTH_fUab

4.5 9

97 zycobacteriumHtuberculosisHcausingHtuberculousHlymphadenitisHinHzaputoTHzozambiqueVHBMCd
MicrobiologyTH2015TH[bTH]ce 4.5 9

96 teneticHcharacterizationHofHzycobacteriumHtuberculosisHinHtheHñestHoankTHPalestinianHTerritoriesVH
BMCdResearchdNotesTH2012THbTH]dZ 2.3 9

95 zycobacteriumHtuberculosisHpomplexHtenotypeHqiversityHandHqrugH”esistanceHProfilesHinHaH
PediatricHPopulationHinHzexicoVHTuberculosisdResearchdanddTreatmentTH2011TH]Z[[TH]_fZa] 2.1 9

94
tlobalHPhylogenyHofHzycobacteriumHtuberculosisHoasedHonHSingleHNucleotideHPolymorphismHPSNPQH
nnalysisgHvnsightsHintoHTuberculosisHrvolutionTHPhylogeneticHnccuracyHofHOtherHqNnHsingerprintingH
SystemsTHandH”ecommendationsHforHaHzinimalHStandardHSNPHSetVHJournaldofdBacteriologyTH2006TH[eeTH_[c]U_[c_

3.5 9

93 SolvingHtheHdilemmaHofHantimycobacterialHchemotherapyVHResearchdindMicrobiologyTH1996TH[adTHdU[Z 4 9

92
teneticHdiversityHofHzycobacteriumHtuberculosisHfromHParˆ¡THorazilTHrevealsHaHhigherHfrequencyHofH
ancestralHstrainsHthanHpreviouslyHreportedHinHSouthHnmericaVHInfectionrdGeneticsdanddEvolutionTH2017TH
bcTHc]Ud]

4.5 8

91
sinerHcharacterizationHofHzycobacteriumHtuberculosisHusingHspoligotypingHandH[bUlociHzv”áUãNT”sH
revealsHphylogeographicalHspecificitiesHofHisolatesHcirculatingHinHtuyanaHandHSurinameVHInfectionrd
GeneticsdanddEvolutionTH2015TH_ZTH[[aU[[f

4.5 8

90
PredominanceHofHoeijingHgenotypeHinHextensivelyHdrugHresistantHzycobacteriumHtuberculosisH
isolatesHfromHaHtertiaryHcareHhospitalHinHNewHqelhiTHvndiaVHInternationaldJournaldofdMycobacteriologyTH
2013TH]TH[ZfU[_

0.9 8

89 nHfirstHassessmentHofHzycobacteriumHtuberculosisHgeneticHdiversityHandHdrugUresistanceHpatternsHinH
twelveHparibbeanHterritoriesVHBioMeddResearchdInternationalTH2014TH]Z[aTHd[eafc 3 8

88 uighHinitialHmultidrugUresistantHtuberculosisHrateHinHouenaventuraTHpolombiagHaHpublicUprivateH
initiativeVHEuropeandRespiratorydJournalTH2012THaZTH[bcfUd] 13.6 8

Nalin Rastogi
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87 oulgarianHspecificityHandHcontroversialHphylogeographyHofHzycobacteriumHtuberculosisHspoligotypeH
STH[]b__ot”VHFEMSdImmunologydanddMedicaldMicrobiologyTH2010THbfTHfZUf 8

86 sollowHupHofHzycobacteriumHtuberculosisHtransmissionHinHtheHsrenchHñestHvndiesHbyHvSc[[ZUqNnH
fingerprintingHandHq”UbasedHspoligotypingVHFEMSdImmunologydanddMedicaldMicrobiologyTH1998TH][TH]Z_U[] 8

85 nnalysisHofHzycobacteriumHtuberculosisHtenotypicHyineageHqistributionHinHphileHandHNeighboringH
pountriesVHPLoSdONETH2016TH[[THeZ[cZa_a 3.7 8

84 vnteractionHbetweenHandHmutationsHaffectsHtheHfitnessHandHdualHresistanceHofHclinicalHisolatesH
againstHstreptomycinHandHfluoroquinolonesVHInfectiondanddDrugdResistanceTH2018TH[[THa_[UaaZ 4.2 8

83 oeijingWñHandHmajorHspoligotypeHfamiliesHofHzycobacteriumHtuberculosisHstrainsHisolatedHfromH
tuberculosisHpatientsHinHrasternHTurkeyVHNewdMicrobiologicaTH2009TH_]TH]bbUc_ 1.1 8

82 PredictiveHfactorsHforHaHoneUyearHimprovementHinHnontuberculousHmycobacterialHpulmonaryHdiseasegH
nnH[[UyearHretrospectiveHandHmulticenterHstudyVHPLoSdNeglecteddTropicaldDiseasesTH2017TH[[THeZZZbea[ 4.8 7

81 tenotypicHdiversityHofHzycobacteriumHtuberculosisHinHouenosHniresTHnrgentinaVHInfectionrdGeneticsd
anddEvolutionTH2018THc]TH[Ud 4.5 7

80
teneticHStructurationTHqemographyHandHrvolutionaryHuistoryHofHzycobacteriumHtuberculosisHynzfH
SublineageHinHtheHnmericasHasHTwoHqistinctHSubpopulationsH”evealedHbyHoayesianHnnalysesVHPLoSd
ONETH2015TH[ZTHeZ[aZf[[

3.7 7

79
nHsystematicHfollowUupHofHzycobacteriumHtuberculosisHdrugUresistanceHandHassociatedHgenotypicH
lineagesHinHtheHsrenchHqepartmentsHofHtheHnmericasHoverHaHseventeenUyearHperiodVHBioMeddResearchd
InternationalTH2014TH]Z[aTHcefeb]

3 7

78
StazymeTHaHmycobacteriolyticHpreparationHfromHaHStaphylococcusHstrainTHisHableHtoHbreakHtheH
permeabilityHbarrierHinHmultipleHdrugHresistantHzycobacteriumHaviumVHFEMSdImmunologydandd
MedicaldMicrobiologyTH1997TH[fTH]fdU_Zb

7

77 zolecularTHepidemiologicalHandHinfectivityHcharacterisationHofHaHzycobacteriumHtuberculosisHstrainH
prevalentHinHzadridVHClinicaldMicrobiologydanddInfectionTH2007TH[_TH[][ZU_ 9.5 7

76 TaxonomicHandHphylogeneticHstatusHofHnonUtuberculousHmycobacteriaHinHaHparibbeanHsettingVH
MoleculardanddCellulardProbesTH2004TH[eTH_ffUaZe 3.3 7

75
nHpulsedUfieldHgelHelectrophoresisHstudyHofHzycobacteriumHfortuitumHinHaHparibbeanHsettingH
underlinesHhighHgeneticHdiversityHofHtheHstrainsHandHexcludesHnosocomialHoutbreaksVHInternationald
JournaldofdMedicaldMicrobiologyTH2002TH]f]THb[Ud

3.7 7

74
pomparativeHabilityHofHhumanHmonocytesHandHmacrophagesHtoHcontrolHtheHintracellularHgrowthHofH
zycobacteriumHaviumHandHzycobacteriumHtuberculosisgHeffectHofHinterferonUgammaHandH
indomethacinVHFEMSdMicrobiologydLettersTH1992THaTH_]fU_a

2.9 7

73 rthambutolHpotentiatesHextracellularHandHintracellularHactivitiesHofHclarithromycinTHsparfloxacinTH
amikacinTHandHrifampinHagainstzycobacteriumHaviumVHCurrentdMicrobiologyTH1993TH]cTH[f[U[fc 2.4 7

72
nbilityHofHsmoothHandHroughHvariantsHofHzycobacteriumHaviumHandHzVHintracellulareHtoHmultiplyHandH
surviveHintracellularlygHroleHofHpUmycosidesVHZentralblattdFurdBakteriologierdMikrobiologierdUndd
HygienedSeriesdArdMedicaldMicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH1989TH]dZTH_abUcZ

7

71
nHcomparativeHstudyHonHtheHactivationHofHwUddaHmacrophageUlikeHcellsHbyHgammaUinterferonTH
[T]bUdihydroxyvitaminHq_HandHlipopeptideH”PUbc[a]gHabilityHtoHkillHintracellularlyHmultiplyingH
zycobacteriumHtuberculosisHandHzycobacteriumHaviumVHZentralblattdFurdBakteriologie:dInternationald
JournaldofdMedicaldMicrobiologyTH1990TH]d_TH_aaUc[

7

70 zonoclonalHinfectionHinvolvingHzycobacteriumHaviumHpresentingHwithHthreeHdistinctHcolonyH
morphotypesVHJournaldofdClinicaldMicrobiologyTH1996TH_aTH]adbUe 9.7 7

(1996-2010)
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69 ueterogeneityHamongHzycobacteriumHulceransHfromHsrenchHtuianaHrevealedHbyHmultilocusHvariableH
numberHtandemHrepeatHanalysisHPzyãnQVHPLoSdONETH2015TH[ZTHeZ[[ebfd 3.7 6

68 PhylogeneticHassociationsHwithHdrugUresistantHzycobacteriumHtuberculosisHisolatesHinHaHpaediatricH
populationVHInternationaldJournaldofdTuberculosisdanddLungdDiseaseTH2014TH[eTH[[d]Uf 2.1 6

67 PredictingHzycobacteriumHtuberculosisHcomplexHcladesHusingHknowledgeUbasedHoayesianHnetworksVH
BioMeddResearchdInternationalTH2014TH]Z[aTH_feaea 3 6

66 nnHeasyHandHrapidHmethodHforHisolationHofHentireHmycobacterialHgenomeHforHapplicationHinH
pulsedUfieldHgelHelectrophoresisVHCurrentdMicrobiologyTH1991TH]]TH_]dU__[ 2.4 6

65 NewHconceptsHinHtheHmechanismsHofHpqaSHlymphocyteHdepletionHinHnvqSTHandHtheHinfluenceHofH
opportunisticHinfectionsVHResearchdindMicrobiologyTH1992TH[a_TH_c]Ue 4 6

64 rffectHofHindomethacinHonHtheHmodulationHofHzycobacteriumHaviumHgrowthHinHhumanHmacrophagesH
byHinterferonHgammaTHretinoicHacidHandH[T]bPOuQ]UvitaminHq_VHFEMSdMicrobiologydLettersTH1992THefTH]e[U]ec2.9 6

63 nHsimpleHandHreliableHrqqnHmethodHforHmycobactinHproductionHinHmycobacteriagHOptimalHconditionsH
andHuseHinHmycobacterialHspeciationVHCurrentdMicrobiologyTH1993TH]cTH_b_U_be 2.4 6

62 ”apidHpreliminaryHdifferentiationHofHspeciesHwithinHtheHzycobacteriumHtuberculosisHcomplexgH
propositionHofHaHradiometricHmethodVHResearchdindMicrobiologyTH1991TH[a]THcbfUcb 4 6

61
nctionHofHantituberculousHandHbetaUlactamHdrugsHPincludingHimipenemQHagainstHextraUHandH
intraUcellularlyHgrowingHzycobacteriumHaviumUintracellulareVHAnnalesdDedLlInstitutdPasteurd
MicrobiologieTH1988TH[_fTH]]bU_]

6

60 PartialHcharacterizationHofHtheHcellHwallsHofzycobacteriumHlepraeVHCurrentdMicrobiologyTH1983THfTH]cfU]da2.4 6

59 zultidrugHresistanceHandHdemographyHofHnewlyHdiagnosedHtuberculosisHpatientsHinHprossH”iverH
StateTHNigeriaVHInternationaldJournaldofdMycobacteriologyTH2013TH]THefUf_ 0.9 5

58 tenotypicHcharacterizationHandHhistoricalHperspectiveHofHzycobacteriumHtuberculosisHamongHolderH
andHyoungerHsinnsTH]ZZeU]Z[[VHClinicaldMicrobiologydanddInfectionTH2014TH]ZTH[[_aUf 9.5 5

57 NontuberculousHmycobacteriaHinHguadeloupeTHmartiniqueTHandHsrenchHtuianaHfromH[ffaHtoH]Z[]VH
TuberculosisdResearchdanddTreatmentTH2013TH]Z[_THad]Za[ 2.1 5

56 sinerHsnapshotHofHcirculatingHzycobacteriumHtuberculosisHgenotypesHinHtuadeloupeTHzartiniqueTH
andHsrenchHtuianaVHJournaldofdClinicaldMicrobiologyTH2011THafTH]cebUd 9.7 5

55 PostantibioticHeffectHofHamikacinTHrifampinTHsparfloxacinTHclofazimineHandHclarithromycinHagainstH
zycobacteriumHaviumVHResearchdindMicrobiologyTH1997TH[aeTHcd_Ue[ 4 5

54
PulsedUexposureHandHpostantibioticHleukocyteHenhancementHeffectsHofHamikacinTHclarithromycinTH
clofazimineTHandHrifampinHagainstHintracellularHzycobacteriumHaviumVHAntimicrobialdAgentsdandd
ChemotherapyTH1998THa]TH_ZZcUe

5.9 5

53
nctivityHofHsubinhibitoryHconcentrationsHofHdapsoneHaloneHandHinHcombinationHwithHcellUwallH
inhibitorsHagainstHzycobacteriumHaviumHcomplexHorganismsVHEuropeandJournaldofdClinicald
MicrobiologydanddInfectiousdDiseasesTH1993TH[]THfbaUe

5.3 5

52 qrugHactionHagainstHintracellularlyHgrowingzycobacteriumHxenopiVHCurrentdMicrobiologyTH1989TH[fTHe_Uef 2.4 5

Nalin Rastogi
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51
pharacterizationHofHzycobacteriumHparatuberculosisHandHJwoodUpigeonJHmycobacteriaHbyH
isoenzymeHprofileHandHselectiveHstainingHofHimmunoprecipitatesVHResearchdindMicrobiologyTH1990TH
[a[THbb[Uc[

4 5

50
rvidenceHthatHcoatingHofHzycobacteriumHlepraeHsurfaceHantigensHreducesHitsHabilityHtoHhinderHhostH
microbicidalHfunctionsVHZentralblattdFurdBakteriologie:dInternationaldJournaldofdMedicaldMicrobiologyTH
1990TH]d]TH__dUac

5

49 ploningHandHexpressionHofHzycobacteriumHaurumHcarotenogenesisHgenesHinHzycobacteriumH
smegmatisVHFEMSdMicrobiologydLettersTH1992THcfTH]_fUaa 2.9 5

48 nHsnapshotHofHtheHpredominantHsingleHnucleotideHpolymorphismHclusterHgroupsHofHzycobacteriumH
tuberculosisHclinicalHisolatesHinHqelhiTHvndiaVHTuberculosisTH2016TH[ZZTHd]Ue[ 2.6 5

47
oayesianHpopulationHstructureHanalysisHrevealsHpresenceHofHphylogeographicallyHspecificH
sublineagesHwithinHpreviouslyHillUdefinedHTHgroupHofHzycobacteriumHtuberculosisVHPLoSdONETH2017TH
[]THeZ[d[bea

3.7 4

46
zycobacteriumHtuberculosisHpopulationHstructureHshiftHinHaHbUyearHmolecularHepidemiologyH
surveillanceHfollowUupHstudyHinHaHlowHendemicHagroUindustrialHsettingHinHSˆ£oHPauloTHorazilVH
InternationaldJournaldofdMycobacteriologyTH2013TH]TH[bcUcb

0.9 4

45
SimpleHandHrapidHmethodHforHdetectionHofHnitrateHreductaseHactivityHofHzycobacteriumHtuberculosisH
andHzycobacteriumHcanettiiHgrownHinHtheHoactecHztvTfcZHsystemVHJournaldofdMicrobiologicald
MethodsTH2010THe[TH]ZeU[Z

2.8 4

44 vdentificationHofHnewHdrugHtargetsHinHzycobacteriumHaviumHandHzycobacteriumHtuberculosisVH
ResearchdindMicrobiologyTH1996TH[adTHfdU[Zb 4 4

43 vmmunohistochemicalHidentificationHofHferritinTHlactoferrinHandHtransferrinHinHleprosyHlesionsHofH
humanHskinHbiopsiesVHJournaldofdComparativedPathologyTH1992TH[ZcTH][_U]Z 1 4

42 rffectHofHindomethacinHonHtheHmodulationHofHzycobacteriumHaviumHgrowthHinHhumanHmacrophagesH
byHinterferonHgammaTHretinoicHacidHandH[T]bPOuQ]UvitaminHq_VHFEMSdMicrobiologydLettersTH1992THaTH]e[Uc 2.9 4

41 pharacterizationHofcarH˛–TcarHyepTHandprtHvHgenesHcontrollingHtheHbiosynthesisHofHcarotenesH
inzycobacteriumHaurumVHCurrentdMicrobiologyTH1993TH]dTH_[dU_]] 2.4 4

40 PartialHphysicalHandHfunctionalHmapHofHazycobacteriumHaurumHcarotenogenesisHoperonVHCurrentd
MicrobiologyTH1993TH]cTHcbUda 2.4 4

39 ProlongedHexposureHofHwUddaHmacrophagesHtoHgammaUkilledzycobacteriumHaviumHdidHnotHaffectH
theirHinabilityHtoHcheckHtheHintracellularHgrowthHofHviablezVHaviumVHCurrentdMicrobiologyTH1989TH[eTH]_U]b 2.4 4

38 áltrastructureHofHâ��tordonaHaurantiacaâ��HTsukamuraH[fd[VHCurrentdMicrobiologyTH1986TH[_THb[Ubc 2.4 4

37
rlectronHcytochemistryHofHmycobacteriagHrvidenceHthatHstronglyHacidicHsulfateHgroupsHareHpresentH
onHtheHsurfaceHofHu_d”vHPvirulentQHstrainHofzycobacteriumHtuberculosisVHCurrentdMicrobiologyTH1988TH
[dTH]_bU]a]

2.4 4

36
nctionHofHcolistinHPpolymyxinHrQHonHtheHlyticHcycleHofHtheHmycobacteriophageHq]fHinHzycobacteriumH
tuberculosisVHZentralblattdFurdBakteriologierdMikrobiologierdUnddHygienedSeriesdArdMedicald
MicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH1986TH]c]TH_][U_a

4

35
vnsightsHonHtheHzycobacteriumHtuberculosisHpopulationHstructureHassociatedHwithHmigrantsHfromH
PortugueseUspeakingHcountriesHoverHaHthreeUyearHperiodHinHtreaterHyisbonTHPortugalgHvmplicationsHatH
theHpublicHhealthHlevelVHInfectionrdGeneticsdanddEvolutionTH2019THd[TH[bfU[cb

4.5 3

34 zolecularHepidemiologyHofHzycobacteriumHtuberculosisHstrainsHfromHprisonHpopulationsHinHSantaH
patarinaTHSouthernHorazilVHInfectionrdGeneticsdanddEvolutionTH2018THbeTH_aU_f 4.5 3

(2018-1990)
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33
rfficientHdiscriminationHbyHzv”áUãNT”sHofHzycobacteriumHtuberculosisHclinicalHisolatesHbelongingH
toHtheHpredominantHSvT[[Wrnv_UvNqHancestralHgenotypicHlineageHinHxeralaTHvndiaVHInternationald
JournaldofdMycobacteriologyTH2013TH]TH]aaUd

0.9 3

32 NewHzycobacteriumHtuberculosisHoeijingHclonalHcomplexesHinHphinaHrevealedHbyHphylogeneticHandH
oayesianHpopulationHstructureHanalysesHofH]aUlociHzv”áUãNT”sVHScientificdReportsTH2017THdTHcZcb 4.9 3

31 zycobacteriumHtuberculosisHgenotypesHandHpredominantHclonesHamongHtheHmultidrugUresistantH
isolatesHinHSpainH[ffeU]ZZbVHInfectionrdGeneticsdanddEvolutionTH2017THbbTH[[dU[]c 4.5 3

30 zolecularHcluesHofHaHmicroepidemyHamongHhomelessHtuberculosisHpatientsHinHoudapestHdueHtoHaH
newHandHlocalHzycobacteriumHtuberculosisHcladeVHInfectionrdGeneticsdanddEvolutionTH2007THdTHc_]Ub 4.5 3

29 nnHvntroductionHtoHzycobacterialHTaxonomyTHStructureTHqrugH”esistanceTHandHPathogenesisH2003THefU[[b 3

28
rxtractionHandHpreliminaryHcharacterizaionHofHaHmycobacteriolyticHpreparationHPstazymeQHfromH
aStaphylococcusHstraingHmycobactericidalHactivityHandHitsHuseHinHrapidHextractionHofHmycobacterialH
qNnVHCurrentdMicrobiologyTH1993TH]dTH]efU]f_

2.4 3

27
polistinHPpolymyxinHrQUUinducedHcellHleakageHinHzycobacteriumHaurumVHZentralblattdFurdBakteriologierd
MikrobiologierdUnddHygienedSeriesdArdMedicaldMicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH
1987TH]c_THbaeUb[

3

26
surtherHstudiesHonHcolistinHPpolymyxinHrQUinducedHcellHleakageHinHmycobacteriagHzgSSHeffluxHinH
zycobacteriumHaviumHandHitsHeffectsHonHdrugUsusceptibilityVHZentralblattdFurdBakteriologierd
MikrobiologierdUnddHygienedSeriesdArdMedicaldMicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH
1988TH]ceTH]b[Ue

3

25 PeculiarHfeaturesHofHtheHzycobacteriumHtuberculosisHpopulationHstructureHinHnlbaniaVHInfectionrd
GeneticsdanddEvolutionTH2020THdeTH[Za[_c 4.5 3

24 PrevalenceHofHyatinUnmericanUzediterraneanHgeneticHfamilyHinHpopulationHstructureHofH
zycobacteriumHtuberculosisHinHoulgariaVHInternationaldJournaldofdMycobacteriologyTH2015THaTH[f[Ub 0.9 2

23
átilityHandHdiagnosticHperformanceHofHzycobacteriumHtuberculosisHcomplexHbyHtwoH
immunochromatographicHassaysHasHcomparedHwithHtheHmolecularHtenotypeHassayHinHNigeriaVH
InternationaldJournaldofdMycobacteriologyTH2013TH]TH_aUd

0.9 2

22 PredominanceHofHágandaHgenotypeHofHzycobacteriumHtuberculosisHisolatedHfromHágandanHpatientsH
withHtuberculousHlymphadenitisVHBMCdResearchdNotesTH2015THeTH_fe 2.3 2

21 vnferredHspoligoforestHtopologyHunravelsHspatiallyHbimodalHdistributionHofHmutationsHinHtheHq”H
regionVHIEEEdTransactionsdondNanobioscienceTH2012TH[[TH[f[U]Z] 3.4 2

20
StazymeTHaHmycobacteriolyticHpreparationHfromHaHStaphylococcusHstrainTHisHableHtoHbreakHtheH
permeabilityHbarrierHinHmultipleHdrugHresistantHzycobacteriumHaviumVHFEMSdImmunologydandd
MedicaldMicrobiologyTH1997TH[fTH]fdU_Zb

2

19 ”esponseHofHrscherichiaHcoliHpontainingHzycobacterialHparoteneHtenesHtoHáãH”adiationVHJournaldofd
BiomedicinedanddBiotechnologyTH2001TH[THdfUea 2

18 nHrapidHmicrobeadHmethodHforHbreakingHpathogenicHmycobacteriagHnpplicationHinHSqSUPntrHandH
westernHblotHanalysisVHCurrentdMicrobiologyTH1992TH]aTH_[[U_[d 2.4 2

17
NovelHmethodsHincludedHinHSpolyineagesHtoolHforHfastHandHpreciseHpredictionHofHzycobacteriumH
tuberculosisHcomplexHspoligotypeHfamiliesVHDatabase:dthedJournaldofdBiologicaldDatabasesdandd
CurationTH2020TH]Z]ZTH

5 2

16 qetectionHofHoeijingHstrainsHofHzq”HzVHtuberculosisHandHtheirHassociationHwithHdrugHresistanceH
mutationsHinHkattTHrpooTHandHemboHgenesVHBMCdInfectiousdDiseasesTH2020TH]ZTHdb] 4 2

Nalin Rastogi
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15 PopulationHstructureHofHmultidrugUresistantHzycobacteriumHtuberculosisHclinicalHisolatesHinH
polombiaVHTuberculosisTH2020TH[]bTH[Z]Z[[ 2.6 2

14 sirstHapproachHtoHtheHpopulationHstructureHofHzycobacteriumHtuberculosisHcomplexHinHtheH
indigenousHpopulationHinHPuertoHNariˆ–oUnmazonasTHpolombiaVHPLoSdONETH2021TH[cTHeZ]abZea 3.7 2

13 nutomatedHextractionHandHamplificationHforHdirectHdetectionHofHzycobacteriumHtuberculosisH
complexHinHvariousHclinicalHsamplesVHJournaldofdClinicaldMicrobiologyTH2011THafTH[dZZU[ 9.7 1

12
PostantibioticHeffectsHofHrifampinTHamikacinTHclarithromycinHandHethambutolHusedHaloneHorHinHvariousH
twoUTHthreeUHandHfourUdrugHcombinationsHagainstVHFEMSdImmunologydanddMedicaldMicrobiologyTH1999TH
]_TH_dUaa

1

11
StudiesHonHclofazimineUresistanceHinHmycobacteriagHisHtheHinabilityHtoHisolateHdrugUresistanceH
mutantsHrelatedHtoHitsHmodeHofHactionlVHZentralblattdFurdBakteriologierdMikrobiologierdUnddHygiened
SeriesdArdMedicaldMicrobiologyrdInfectiousdDiseasesrdVirologyrdParasitologyTH1987TH]ccTH]f]U_Za

1

10 nntimycobacterialHactivityHofHchemicallyHdefinedHnaturalHsubstancesHfromHtheHparibbeanHfloraHinHtuadeloupe 1

9 SynergisticHactivitiesHofHantituberculousHdrugsHwithHceruleninHandHtransUcinnamicHacidHagainstH
zycobacteriumHtuberculosis 1

8
yocalHadaptiveHevolutionHofHtwoHdistinctHcladesHofHoeijingHandHTHfamiliesHofHzycobacteriumH
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