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i Paper IF Citations

251 nJmodifiedJdecisionJtreeJapproachJtoJimproveJtheJpredictionJandJmutationJdiscoveryJforJdrugJ
resistanceJinJzycobacteriumJtuberculosisXXJBMCcGenomicsVJ2022VJ]_VJac 4.5

250 PoweroactWnSgJaJcomputationalJpipelineJtoJperformJpowerJcalculationsJforJbacterialJ
genomeWwideJassociationJstudiesXXJCommunicationscBiologyVJ2022VJbVJ]cc 6.7 0

249
nJphylogenomicJapproachJforJtheJanalysisJofJcolistinJresistanceJassociatedJgenesJinJxlebsiellaJ
pneumoniaeVJitsJmutationalJdiversityJandJimplicationsJforJphenotypicJresistanceXXJInternationalc
JournalcofcAntimicrobialcAgentsVJ2022VJ[Zcbe[

14.3 1

248 pβVvqWprofilergJaJwebserverJforJtheJanalysisJofJSnRSWpoVW]JsequencingJdataXXJBMCcBioinformaticsVJ
2022VJ]_VJ[_d 3.6 0

247 pharacterisationJofJdrugWresistantJzycobacteriumJtuberculosisJmutationsJandJtransmissionJinJ
PakistanXXJScientificcReportsVJ2022VJ[]VJddZ_ 4.9

246 zolecularJcharacterizationJofJdrugWresistantJzycobacteriumJtuberculosisJamongJsilipinoJpatientsJ
derivedJfromJtheJnationalJtuberculosisJprevalenceJsurveyJPhilippinesJ]Z[cXJTuberculosisVJ2022VJ[Z]][[ 2.6

245
nJαaturalJuistoryJofJqiseaseJsrameworkJforJvmprovingJtheJPreventionVJzanagementVJandJResearchJ
onJPostWviralJsatigueJSyndromeJandJβtherJsormsJofJzyalgicJrncephalomyelitisYphronicJsatigueJ
SyndromeXXJFrontierscincMedicineVJ2021VJeVJcee[bf

4.9 1

244
rlectrochemicalJqetectionJofJSingleWαucleotideJPolymorphismJnssociatedJwithJRifampicinJ
ResistanceJinJUsingJSolidWPhaseJPrimerJrlongationJwithJserroceneWyinkedJRedoxWyabeledJ
αucleotidesXJACScSensorsVJ2021VJ

9.2 1

243 pharacterizingJtheJgenomicJvariationJandJpopulationJdynamicsJofJPlasmodiumJfalciparumJmalariaJ
parasitesJinJandJaroundJyakeJVictoriaVJxenyaXJScientificcReportsVJ2021VJ[[VJ[feZf 4.9 0

242 WholeWgenomeJsequencingJasJaJtoolJforJstudyingJtheJmicroevolutionJofJdrugWresistantJserialJ
zycobacteriumJtuberculosisJisolatesXJTuberculosisVJ2021VJ[_[VJ[Z][_d 2.6 0

241 ReplyJtoJpollinsJetJalXJClinicalcInfectiouscDiseasesVJ2021VJd_VJbbeWbbf 11.6 2

240 qrugJresistanceJprofileJandJclonalityJofJPlasmodiumJfalciparumJparasitesJinJpapeJVerdegJtheJ]Z[dJ
malariaJoutbreakXJMalariacJournalVJ2021VJ]ZVJ[d] 3.6 3

239 zethylationJanalysisJofJxlebsiellaJpneumoniaeJfromJPortugueseJhospitalsXJScientificcReportsVJ2021VJ
[[VJcaf[ 4.9 2

238 TheJtovernanceJandJvmplementationJofJtheJαationalJnctionJPlanJonJnntimicrobialJResistanceJinJ
TanzaniagJnJQualitativeJStudyXJAntibioticsVJ2021VJ[ZVJ 4.9 6

237 rxternalJvalidationJofJaJdeepJlearningJelectrocardiogramJalgorithmJtoJdetectJventricularJ
dysfunctionXJInternationalcJournalcofcCardiologyVJ2021VJ_]fVJ[_ZW[_b 3.2 7

236 tcPqJPolymorphismsJandJuemolysisJnfterJnntimalarialJTreatmentJWithJyowJSingleWqoseJ
PrimaquinegJnJPooledJnnalysisJofJSixJnfricanJplinicalJTrialsXJFrontierscincGeneticsVJ2021VJ[]VJcabcee 4.5 1

235 ndverseJpregnancyJoutcomesJareJassociatedJwithJPlasmodiumJvivaxJmalariaJinJaJprospectiveJcohortJ
ofJwomenJfromJtheJorazilianJnmazonXJPLoScNeglectedcTropicalcDiseasesVJ2021VJ[bVJeZZZf_fZ 4.8 5
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234 qistinctiveJgeneticJstructureJandJselectionJpatternsJinJPlasmodiumJvivaxJfromJSouthJnsiaJandJrastJ
nfricaXJNaturecCommunicationsVJ2021VJ[]VJ_[cZ 17.4 5

233 nnJinterWlaboratoryJstudyJtoJinvestigateJtheJimpactJofJtheJbioinformaticsJcomponentJonJ
microbiomeJanalysisJusingJmockJcommunitiesXJScientificcReportsVJ2021VJ[[VJ[ZbfZ 4.9 3

232 PracticesJandJphallengesJofJVeterinaryJParaprofessionalsJinJRegardsJtoJnntimicrobialJUseJandJ
ResistanceJinJnnimalsJinJqarJrsJSalaamVJTanzaniaXJAntibioticsVJ2021VJ[ZVJ 4.9 2

231 UsingJdeepJlearningJtoJidentifyJrecentJpositiveJselectionJinJmalariaJparasiteJsequenceJdataXJMalariac
JournalVJ2021VJ]ZVJ]dZ 3.6 4

230 PolicyJactorsJandJhumanJandJanimalJhealthJpractitionersQJperceptionsJofJantimicrobialJuseJandJ
resistanceJinJTanzaniagJnJqualitativeJstudyXJJournalcofcGlobalcAntimicrobialcResistanceVJ2021VJ]bVJaZWad 3.4 1

229
slavivirusJintegrationsJinJnedesJaegyptiJareJlimitedJandJhighlyJconservedJacrossJsamplesJfromJ
differentJgeographicJregionsJunlikeJintegrationsJinJnedesJalbopictusXJParasitescandcVectorsVJ2021VJ
[aVJ__]

4 1

228 pharacterizationJofJrifampicinWresistantJzycobacteriumJtuberculosisJinJxhyberJPakhtunkhwaVJ
PakistanXJScientificcReportsVJ2021VJ[[VJ[a[fa 4.9 2

227 StructuralJandJtenomicJvnsightsJvntoJPyrazinamideJResistanceJinJUnderlieJqifferencesJoetweenJ
nncientJandJzodernJyineagesXJFrontierscincMolecularcBiosciencesVJ2021VJeVJc[faZ_ 5.6 1

226 qevelopmentJandJValidationJofJaJαomogramJforJnssessingJSurvivalJinJPatientsJWithJpβVvqW[fJ
PneumoniaXJClinicalcInfectiouscDiseasesVJ2021VJd]VJcb]WccZ 11.6 41

225 nnJintegratedJinJsilicoJimmunoWgeneticJanalyticalJplatformJprovidesJinsightsJintoJpβVvqW[fJ
serologicalJandJvaccineJtargetsXJGenomecMedicineVJ2021VJ[_VJa 14.4 11

224 TheJantimalarialJefficacyJandJmechanismJofJresistanceJofJtheJnovelJchemotypeJqqqZ[Z_afbdXJ
ScientificcReportsVJ2021VJ[[VJ[eee 4.9 0

223 nJsnapshotJofJtranslationJinJzycobacteriumJtuberculosisJduringJexponentialJgrowthJandJnutrientJ
starvationJrevealedJbyJribosomeJprofilingXJCellcReportsVJ2021VJ_aVJ[Zecfb 10.6 4

222 plustersJofJqrugWResistantJzycobacteriumJtuberculosisJqetectedJbyJWholeWtenomeJSequenceJ
nnalysisJofJαationwideJSampleVJThailandVJ]Z[aW]Z[dXJEmergingcInfectiouscDiseasesVJ2021VJ]dVJe[_We]] 10.2 4

221 teneticJdiversityJofJcandidateJlociJlinkedJtoJzycobacteriumJtuberculosisJresistanceJtoJbedaquilineVJ
delamanidJandJpretomanidXJScientificcReportsVJ2021VJ[[VJ[fa_[ 4.9 7

220
nrtemetherWlumefantrineJtreatmentJfailureJofJuncomplicatedJPlasmodiumJfalciparumJmalariaJinJ
travellersJcomingJfromJnngolaJandJzozambiqueXJInternationalcJournalcofcInfectiouscDiseasesVJ2021VJ
[[ZVJ[b[W[ba

10.5 1

219 ProbingJqifferencesJinJteneJrssentialityJoetweenJtheJuumanJandJnnimalJndaptedJyineagesJofJtheJ
pomplexJUsingJTnSeqXXJFrontierscincVeterinarycScienceVJ2021VJeVJdcZd[d 3.1 1

218 RobustJbarcodingJandJidentificationJofJzycobacteriumJtuberculosisJlineagesJforJepidemiologicalJ
andJclinicalJstudiesXJGenomecMedicineVJ2020VJ[]VJ[[a 14.4 24

217 pombiningJstructureJandJgenomicsJtoJunderstandJantimicrobialJresistanceXJComputationalcandc
StructuralcBiotechnologycJournalVJ2020VJ[eVJ__ddW__fa 6.8 5

(2020-2021)
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216 rmergenceJofJmultidrugWresistantJofJtheJoeijingJlineageJinJPortugalJandJtuineaWoissaugJaJsnapshotJ
ofJmovingJclonesJbyJwholeWgenomeJsequencingXJEmergingcMicrobescandcInfectionsVJ2020VJfVJ[_a]W[_b_ 18.9 8

215 oacterialJandJhostJdeterminantsJofJcoughJaerosolJcultureJpositivityJinJpatientsJwithJdrugWresistantJ
versusJdrugWsusceptibleJtuberculosisXJNaturecMedicineVJ2020VJ]cVJ[a_bW[aa_ 50.5 15

214 qifferencesJinJtheJfrequencyJofJgeneticJvariantsJassociatedJwithJironJimbalanceJamongJglobalJ
populationsXJPLoScONEVJ2020VJ[bVJeZ]_b[a[ 3.7 7

213 WholeJgenomeJsequencingJofJzycobacteriumJtuberculosisJisolatesJandJclinicalJoutcomesJofJ
patientsJtreatedJforJmultidrugWresistantJtuberculosisJinJTanzaniaXJBMCcGenomicsVJ2020VJ][VJ[da 4.5 12

212 UsingJgenomicsJtoJunderstandJtheJoriginJandJdispersionJofJmultidrugJandJextensivelyJdrugJ
resistantJtuberculosisJinJPortugalXJScientificcReportsVJ2020VJ[ZVJ]cZZ 4.9 10

211 nJmolecularJbarcodeJtoJinformJtheJgeographicalJoriginJandJtransmissionJdynamicsJofJPlasmodiumJ
vivaxJmalariaXJPLoScGeneticsVJ2020VJ[cVJe[ZZebdc 6 7

210
teneticJdiversityJofJtheJPlasmodiumJfalciparumJtTPWcyclohydrolaseJ[VJdihydrofolateJreductaseJandJ
dihydropteroateJsynthetaseJgenesJrevealsJnewJinsightsJintoJsulfadoxineWpyrimethamineJ
antimalarialJdrugJresistanceXJPLoScGeneticsVJ2020VJ[cVJe[ZZf]ce

6 3

209 RobustJdetectionJofJpointJmutationsJinvolvedJinJmultidrugWresistantJzycobacteriumJtuberculosisJinJ
theJpresenceJofJcoWoccurrentJresistanceJmarkersXJPLoScComputationalcBiologyVJ2020VJ[cVJe[ZZeb[e 5 2

208 qiscordantJbioinformaticJpredictionsJofJantimicrobialJresistanceJfromJwholeWgenomeJsequencingJ
dataJofJbacterialJisolatesgJanJinterWlaboratoryJstudyXJMicrobialcGenomicsVJ2020VJcVJ 4.4 33

207 oayesianJreconstructionJofJtransmissionJnetworksJinJaJhighJincidenceJareaJoverJtwoJdecadesJinJ
zalawiJrevealsJassociatedJriskJfactorsJandJgenomicJvariantsXJMicrobialcGenomicsVJ2020VJcVJ 4.4 5

206 SelectiveJwholeJgenomeJamplificationJofJPlasmodiumJmalariaeJqαnJfromJclinicalJsamplesJrevealsJ
insightsJintoJpopulationJstructureXJScientificcReportsVJ2020VJ[ZVJ[Ze_] 4.9 5

205 tenomicJevidenceJsupportingJtheJclonalJexpansionJofJextensivelyJdrugWresistantJtuberculosisJ
bacteriaJbelongingJtoJaJrareJprotooeijingJgenotypeXJEmergingcMicrobescandcInfectionsVJ2020VJfVJ]c_]W]ca[18.9 1

204
teneticJdiversityJandJriskJfactorsJforJtheJtransmissionJofJantimicrobialJresistanceJacrossJhumanVJ
animalsJandJenvironmentalJcompartmentsJinJrastJnfricagJaJreviewXJAntimicrobialcResistancecandc
InfectioncControlVJ2020VJfVJ[]d

6.2 9

203 uowJzyalgicJrncephalomyelitisYphronicJsatigueJSyndromeJRzrYpsSSJProgressesgJTheJαaturalJ
uistoryJofJzrYpsSXJFrontierscincNeurologyVJ2020VJ[[VJe]c 4.1 21

202 SurveillanceJofJnedesJaegyptiJpopulationsJinJtheJcityJofJPraiaVJpapeJVerdegJZikaJvirusJinfectionVJ
insecticideJresistanceJandJgeneticJdiversityXJParasitescandcVectorsVJ2020VJ[_VJae[ 4 5

201
xnowledgeVJattitudesJandJpracticesJregardingJantimicrobialJuseJandJresistanceJamongJcommunitiesJ
ofJvlalaVJxilosaJandJxibahaJdistrictsJofJTanzaniaXJAntimicrobialcResistancecandcInfectioncControlVJ2020VJ
fVJ[fa

6.2 10

200 tenomicJrpidemiologyJofJparbapenemaseJProducingJStrainsJatJaJαorthernJPortugueseJuospitalJ
rnablesJtheJqetectionJofJaJzisidentifiedJxPpW_JProducingJStrainXJMicroorganismsVJ2020VJeVJ 4.9 6

199
TheJyancetJRespiratoryJzedicineJpommissiongJ]Z[fJupdategJepidemiologyVJpathogenesisVJ
transmissionVJdiagnosisVJandJmanagementJofJmultidrugWresistantJandJincurableJtuberculosisXJLancetc
RespiratorycMedicineptheVJ2019VJdVJe]ZWe]c

35.1 49
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198 nJnovelJnncestralJoeijingJsublineageJofJzycobacteriumJtuberculosisJsuggestsJtheJtransitionJsiteJtoJ
zodernJoeijingJsublineagesXJScientificcReportsVJ2019VJfVJ[_d[e 4.9 22

197 zachineJyearningJPredictsJnccuratelyJqrugJResistanceJsromJWholeJtenomeJSequencingJqataXJ
FrontierscincGeneticsVJ2019VJ[ZVJf]] 4.5 25

196 oeadWbasedJassaysJtoJsimultaneouslyJdetectJmultipleJhumanJinheritedJbloodJdisordersJassociatedJ
withJmalariaXJMalariacJournalVJ2019VJ[eVJ[a 3.6 3

195 qiverticulosisJandJnineJconnectiveJtissueJdisordersgJepidemiologicalJsupportJforJanJassociationXJ
ConnectivecTissuecResearchVJ2019VJcZVJ_efW_fe 3.3 9

194 nssociationJofJzalariaJvnfectionJquringJPregnancyJWithJueadJpircumferenceJofJαewbornsJinJtheJ
orazilianJnmazonXJJAMAcNetworkcOpenVJ2019VJ]VJe[f__ZZ 10.4 9

193
nrtemisininJresistanceWassociatedJmarkersJinJPlasmodiumJfalciparumJparasitesJfromJtheJ
phinaWzyanmarJbordergJpredictedJstructuralJstabilityJofJx[_JpropellerJvariantsJdetectedJinJaJ
lowWprevalenceJareaXJPLoScONEVJ2019VJ[aVJeZ][_cec

3.7 14

192 nnJintegratedJwholeJgenomeJanalysisJofJzycobacteriumJtuberculosisJrevealsJinsightsJintoJ
relationshipJbetweenJitsJgenomeVJtranscriptomeJandJmethylomeXJScientificcReportsVJ2019VJfVJb]Za 4.9 18

191 rvidenceJofJplinicalJPathologyJnbnormalitiesJinJPeopleJwithJzyalgicJrncephalomyelitisYphronicJ
satigueJSyndromeJRzrYpsSSJfromJanJnnalyticJprossWSectionalJStudyXJDiagnosticsVJ2019VJfVJ 3.8 13

190 tenomeWwideJanalysisJofJzycobacteriumJtuberculosisJpolymorphismsJrevealsJlineageWspecificJ
associationsJwithJdrugJresistanceXJBMCcGenomicsVJ2019VJ]ZVJ]b] 4.5 24

189 PrimedRPngJprimerJdesignJforJrecombinaseJpolymeraseJamplificationJassaysXJBioinformaticsVJ2019VJ
_bVJce]Wcea 7.2 21

188 SVWPopgJpopulationWbasedJstructuralJvariantJanalysisJandJvisualizationXJBMCcBioinformaticsVJ2019VJ
]ZVJ[_c 3.6 6

187
WholeJgenomeJsequencingJofJamplifiedJPlasmodiumJknowlesiJqαnJfromJunprocessedJbloodJ
revealsJgeneticJexchangeJeventsJbetweenJzalaysianJPeninsularJandJoorneoJsubpopulationsXJ
ScientificcReportsVJ2019VJfVJfed_

4.9 13

186 zycobacteriumJtuberculosisJwholeJgenomeJsequencingJprovidesJinsightsJintoJtheJzanilaJstrainJandJ
drugWresistanceJmutationsJinJtheJPhilippinesXJScientificcReportsVJ2019VJfVJf_Zb 4.9 18

185 vntegratingJinformaticsJtoolsJandJportableJsequencingJtechnologyJforJrapidJdetectionJofJresistanceJ
toJantiWtuberculousJdrugsXJGenomecMedicineVJ2019VJ[[VJa[ 14.4 95

184 nnJanalysisJofJlargeJstructuralJvariationJinJglobalJPlasmodiumJfalciparumJisolatesJidentifiesJaJnovelJ
duplicationJofJtheJchloroquineJresistanceJassociatedJgeneXJScientificcReportsVJ2019VJfVJe]ed 4.9 6

183 WholeJgenomeJsequencingJofJdrugJresistantJzycobacteriumJtuberculosisJisolatesJfromJaJhighJ
burdenJtuberculosisJregionJofJαorthJWestJPakistanXJScientificcReportsVJ2019VJfVJ[affc 4.9 13

182 RapidJandJiterativeJgenomeJeditingJinJtheJmalariaJparasiteJprovidesJnewJtoolsJforJresearchXJELifeVJ
2019VJeVJ 8.9 32

181 WholeWgenomeJsequencingJresolvesJaJpolyclonalJoutbreakJbyJextendedWspectrumJbetaWlactamJandJ
carbapenemWresistantJinJaJPortugueseJtertiaryWcareJhospitalXJMicrobialcGenomicsVJ2019VJdVJ 4.4 10

(2019-2019)
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180 nJcomprehensiveJanalysisJofJdrugJresistanceJmolecularJmarkersJandJPlasmodiumJfalciparumJ
geneticJdiversityJinJtwoJmalariaJendemicJsitesJinJzaliXJMalariacJournalVJ2019VJ[eVJ_c[ 3.6 14

179
plonalJexpansionJacrossJtheJseasJasJseenJthroughJpPyPWToJdatabasegJnJjointJeffortJinJcataloguingJ
zycobacteriumJtuberculosisJgeneticJdiversityJinJPortugueseWspeakingJcountriesXJInfectionpcGeneticsc
andcEvolutionVJ2019VJd]VJaaWbe

4.5 14

178 srequentJUndetectedJWardWoasedJzethicillinWResistantJStaphylococcusJaureusJTransmissionJyinkedJ
toJPatientJSharingJoetweenJuospitalsXJClinicalcInfectiouscDiseasesVJ2018VJccVJeaZWeae 11.6 19

177 tenomeWwideJanalysisJofJmultiWJandJextensivelyJdrugWresistantJzycobacteriumJtuberculosisXJNaturec
GeneticsVJ2018VJbZVJ_ZdW_[c 36.3 160

176 zethylationJinJzycobacteriumJtuberculosisJisJlineageJspecificJwithJassociatedJmutationsJpresentJ
globallyXJScientificcReportsVJ2018VJeVJ[cZ 4.9 22

175 nJreferenceJgenomeJandJmethylomeJforJtheJPlasmodiumJknowlesiJn[WuX[JlineXJInternationalcJournalc
forcParasitologyVJ2018VJaeVJ[f[W[fc 4.3 12

174 UseJofJwholeJgenomeJsequencingJinJsurveillanceJofJdrugJresistantJtuberculosisXJExpertcReviewcofc
AntirInfectivecTherapyVJ2018VJ[cVJa__Waa] 5.5 15

173 uumanJporonavirusJαyc_JzolecularJrpidemiologyJandJrvolutionaryJPatternsJinJRuralJpoastalJ
xenyaXJJournalcofcInfectiouscDiseasesVJ2018VJ][dVJ[d]eW[d_f 7 87

172 uumanJcandidateJgeneJpolymorphismsJandJriskJofJsevereJmalariaJinJchildrenJinJxilifiVJxenyagJaJ
caseWcontrolJassociationJstudyXJLancetcHaematologyptheVJ2018VJbVJe___We_ab 14.6 38

171 PopulationWbasedJanalysisJofJocularJphlamydiaJtrachomatisJinJtrachomaWendemicJWestJnfricanJ
communitiesJidentifiesJgenomicJmarkersJofJdiseaseJseverityXJGenomecMedicineVJ2018VJ[ZVJ[b 14.4 8

170
tlobalJanalysisJofJPlasmodiumJfalciparumJhistidineWrichJproteinW]JRpfhrp]SJandJpfhrp_JgeneJ
deletionsJusingJwholeWgenomeJsequencingJdataJandJmetaWanalysisXJInfectionpcGeneticscandcEvolution
VJ2018VJc]VJ][[W][f

4.5 28

169 rvidenceJforJuostWoacterialJpoWevolutionJviaJtenomeJSequenceJnnalysisJofJaeZJThaiJ
zycobacteriumJtuberculosisJyineageJ[JvsolatesXJScientificcReportsVJ2018VJeVJ[[bfd 4.9 30

168 vdentifyingJmixedJzycobacteriumJtuberculosisJinfectionsJfromJwholeJgenomeJsequenceJdataXJBMCc
GenomicsVJ2018VJ[fVJc[_ 4.5 38

167 ZikaJmightJnotJbeJactingJalonegJUsingJanJecologicalJstudyJapproachJtoJinvestigateJpotentialJ
coWactingJriskJfactorsJforJanJunusualJpatternJofJmicrocephalyJinJorazilXJPLoScONEVJ2018VJ[_VJeZ]Z[ab] 3.7 30

166 αovelJgeneticJpolymorphismsJassociatedJwithJsevereJmalariaJandJunderJselectiveJpressureJinJ
αorthWeasternJTanzaniaXJPLoScGeneticsVJ2018VJ[aVJe[ZZd[d] 6 29

165
xnowJYourJueartgJRationaleVJdesignJandJconductJofJaJcrossWsectionalJstudyJofJcardiovascularJ
structureVJfunctionJandJriskJfactorsJinJabZZJmenJandJwomenJagedJ_bWcfJyearsJfromJtwoJRussianJ
citiesVJ]Z[bW[eXJWellcomecOpencResearchVJ2018VJ_VJcd

4.8 24

164 teneticJqiversityJofJVJpodingJforJaJzainJrffluxJPumpJofXJFrontierscincGeneticsVJ2018VJfVJd[Z 4.5 31

163
xnowJYourJueartgJRationaleVJdesignJandJconductJofJaJcrossWsectionalJstudyJofJcardiovascularJ
structureVJfunctionJandJriskJfactorsJinJabZZJmenJandJwomenJagedJ_bWcfJyearsJfromJtwoJRussianJ
citiesVJ]Z[bW[eXJWellcomecOpencResearchVJ2018VJ_VJcd

4.8 20
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162 uandJtripJStrengthJasJaJplinicalJoiomarkerJforJzrYpsSJandJqiseaseJSeverityXJFrontierscincNeurologyVJ
2018VJfVJff] 4.1 18

161
nJforwardJgeneticJscreenJrevealsJaJprimaryJroleJforJPlasmodiumJfalciparumJReticulocyteJoindingJ
ProteinJuomologueJ]aJandJ]bJinJdeterminingJalternativeJerythrocyteJinvasionJpathwaysXJPLoSc
PathogensVJ2018VJ[aVJe[ZZda_c

7.6 13

160 UnderstandingJmolecularJconsequencesJofJputativeJdrugJresistantJmutationsJinJzycobacteriumJ
tuberculosisXJScientificcReportsVJ2018VJeVJ[b_bc 4.9 37

159 tlobalJexpansionJofJlineageJaJshapedJbyJcolonialJmigrationJandJlocalJadaptationXJSciencecAdvancesVJ
2018VJaVJeaatbecf 14.3 71

158 tlobalJgeneticJdiversityJofJvar]csaJinJPlasmodiumJfalciparumJwithJimplicationsJforJmalariaJinJ
pregnancyJandJvaccineJdevelopmentXJScientificcReportsVJ2018VJeVJ[ba]f 4.9 29

157
rnrichmentJofJplinicallyJRelevantJβrganismsJinJSpontaneousJPretermWqeliveredJPlacentasJandJ
ReagentJpontaminationJacrossJnllJplinicalJtroupsJinJaJyargeJPregnancyJpohortJinJtheJUnitedJ
xingdomXJAppliedcandcEnvironmentalcMicrobiologyVJ2018VJeaVJ

4.8 43

156 tenomicJanalysisJofJaJpreWeliminationJzalaysianJPlasmodiumJvivaxJpopulationJrevealsJselectiveJ
pressuresJandJchangingJtransmissionJdynamicsXJNaturecCommunicationsVJ2018VJfVJ]beb 17.4 29

155 PrimaryJmacrophagesJandJwddaJcellsJrespondJdifferentlyJtoJinfectionJwithJzycobacteriumJ
tuberculosisXJScientificcReportsVJ2017VJdVJa]]]b 4.9 46

154 teneticJdiversityJofJnextJgenerationJantimalarialJtargetsgJnJbaselineJforJdrugJresistanceJsurveillanceJ
programmesXJInternationalcJournalcforcParasitology:cDrugscandcDrugcResistanceVJ2017VJdVJ[daW[eZ 4 10

153 TheJepidemiologyVJpathogenesisVJtransmissionVJdiagnosisVJandJmanagementJofJmultidrugWresistantVJ
extensivelyJdrugWresistantVJandJincurableJtuberculosisXJLancetcRespiratorycMedicineptheVJ2017VJ 35.1 313

152 RemovingJtheJbottleneckJinJwholeJgenomeJsequencingJofJzycobacteriumJtuberculosisJforJrapidJ
drugJresistanceJanalysisgJaJcallJtoJactionXJInternationalcJournalcofcInfectiouscDiseasesVJ2017VJbcVJ[_ZW[_b 10.5 37

151 tenomeWwideJmutagenesisJandJmultiWdrugJresistanceJinJnmericanJtrypanosomesJinducedJbyJtheJ
frontWlineJdrugJbenznidazoleXJScientificcReportsVJ2017VJdVJ[aaZd 4.9 31

150 RoleJofJnlanineJRacemaseJzutationsJinJzycobacteriumJtuberculosisJdWpycloserineJResistanceXJ
AntimicrobialcAgentscandcChemotherapyVJ2017VJc[VJ 5.9 16

149
nnalysisJofJnuclearJandJorganellarJgenomesJofJPlasmodiumJknowlesiJinJhumansJrevealsJancientJ
populationJstructureJandJrecentJrecombinationJamongJhostWspecificJsubpopulationsXJPLoScGeneticsVJ
2017VJ[_VJe[ZZdZZe

6 13

148 zodestJheterologousJprotectionJafterJPlasmodiumJfalciparumJsporozoiteJimmunizationgJaJ
doubleWblindJrandomizedJcontrolledJclinicalJtrialXJBMCcMedicineVJ2017VJ[bVJ[ce 11.4 56

147 PyrazinamideJresistanceWconferringJmutationsJinJpncnJandJtheJtransmissionJofJmultidrugJresistantJ
ToJinJteorgiaXJBMCcInfectiouscDiseasesVJ2017VJ[dVJaf[ 4 13

146 pharacterisationJofJtheJopposingJeffectsJofJtcPqJdeficiencyJonJcerebralJmalariaJandJsevereJ
malarialJanaemiaXJELifeVJ2017VJcVJ 8.9 45

145 zalariaJuostJpandidateJtenesJValidatedJbyJnssociationJWithJpurrentVJRecentVJandJuistoricalJ
zeasuresJofJTransmissionJvntensityXJJournalcofcInfectiouscDiseasesVJ2017VJ][cVJabWba 7 10

(2017-2018)

7



144 SingleJnucleotideJpolymorphismsJinJeffluxJpumpsJgenesJinJextensivelyJdrugJresistantJ
zycobacteriumJtuberculosisJisolatesJfromJPakistanXJTuberculosisVJ2017VJ[ZdVJ]ZW_Z 2.6 19

143 tcPqJdeficiencyJallelesJinJaJmalariaWendemicJregionJinJtheJWesternJorazilianJnmazonXJMalariac
JournalVJ2017VJ[cVJ]b_ 3.6 11

142 nJmultipleJgenomeJanalysisJofJzycobacteriumJtuberculosisJrevealsJspecificJnovelJgenesJandJ
mutationsJassociatedJwithJpyrazinamideJresistanceXJBMCcGenomicsVJ2017VJ[eVJdcf 4.5 15

141 VivaxtrαgJnnJopenJaccessJplatformJforJcomparativeJanalysisJofJshortJtandemJrepeatJgenotypingJ
dataJinJPlasmodiumJvivaxJpopulationsXJPLoScNeglectedcTropicalcDiseasesVJ2017VJ[[VJeZZZbacb 4.8 10

140 tenomicJvariationJinJPlasmodiumJvivaxJmalariaJrevealsJregionsJunderJselectiveJpressureXJPLoScONEVJ
2017VJ[]VJeZ[dd[_a 3.7 17

139 TheJUxJzrYpsSJoiobankJforJbiomedicalJresearchJonJzyalgicJrncephalomyelitisYphronicJsatigueJ
SyndromeJRzrYpsSSJandJzultipleJSclerosisXJOpencJournalcofcBioresourcesVJ2017VJaVJ 0.9 24

138
βutcomesVJinfectiousnessVJandJtransmissionJdynamicsJofJpatientsJwithJextensivelyJdrugWresistantJ
tuberculosisJandJhomeWdischargedJpatientsJwithJprogrammaticallyJincurableJtuberculosisgJaJ
prospectiveJcohortJstudyXJLancetcRespiratorycMedicineptheVJ2017VJbVJ]cfW]e[

35.1 80

137
tenomeWscaleJcomparisonJofJexpandedJgeneJfamiliesJinJPlasmodiumJovaleJwallikeriJandJ
PlasmodiumJovaleJcurtisiJwithJPlasmodiumJmalariaeJandJwithJotherJPlasmodiumJspeciesXJ
InternationalcJournalcforcParasitologyVJ2016VJacVJcebWfc

4.3 43

136 TurkishJandJwapaneseJzycobacteriumJtuberculosisJsublineagesJshareJaJremoteJcommonJancestorXJ
InfectionpcGeneticscandcEvolutionVJ2016VJabVJac[Wad_ 4.5 5

135 pharacterizingJtheJimpactJofJsustainedJsulfadoxineYpyrimethamineJuseJuponJtheJPlasmodiumJ
falciparumJpopulationJinJzalawiXJMalariacJournalVJ2016VJ[bVJbdb 3.6 28

134 tenomicJvariationJinJtwoJgametocyteJnonWproducingJPlasmodiumJfalciparumJclonalJlinesXJMalariac
JournalVJ2016VJ[bVJ]]f 3.6 15

133 surtherJrvidenceJofJvncreasingJqiversityJofJPlasmodiumJvivaxJinJtheJRepublicJofJxoreaJinJRecentJ
YearsXJPLoScONEVJ2016VJ[[VJeZ[b[b[a 3.7 13

132 teneticJsignaturesJofJzycobacteriumJtuberculosisJαonthaburiJgenotypeJrevealedJbyJwholeJ
genomeJanalysisJofJisolatesJfromJtuberculousJmeningitisJpatientsJinJThailandXJPeerJVJ2016VJaVJe[fZb 3.1 8

131 ndmixtureJintoJandJwithinJsubWSaharanJnfricaXJELifeVJ2016VJbVJ 8.9 77

130 TheJvariabilityJandJreproducibilityJofJwholeJgenomeJsequencingJtechnologyJforJdetectingJ
resistanceJtoJantiWtuberculousJdrugsXJGenomecMedicineVJ2016VJeVJ[_] 14.4 31

129 nlternateJeffluxJpumpJmechanismJmayJcontributeJtoJdrugJresistanceJinJextensivelyJdrugWresistantJ
isolatesJofJzycobacteriumJtuberculosisXJInternationalcJournalcofcMycobacteriologyVJ2016VJbJSupplJ[VJSfdWSfe0.9 6

128 zycobacteriumJtuberculosisJwholeJgenomeJsequencingJandJproteinJstructureJmodellingJprovidesJ
insightsJintoJantiWtuberculosisJdrugJresistanceXJBMCcMedicineVJ2016VJ[aVJ_[ 11.4 77

127 RecombinationJinJpeYppeJgenesJcontributesJtoJgeneticJvariationJinJzycobacteriumJtuberculosisJ
lineagesXJBMCcGenomicsVJ2016VJ[dVJ[b[ 4.5 43
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126
nJproportionJofJmutationsJfixedJinJtheJgenomesJofJinJvitroJselectedJisogenicJdrugWresistantJ
zycobacteriumJtuberculosisJmutantsJcanJbeJdetectedJasJminorityJvariantsJinJtheJparentJcultureXJ
FEMScMicrobiologycLettersVJ2015VJ_c]VJ[Wd

2.9 5

125 pontrastingJTransmissionJqynamicsJofJpoWendemicJPlasmodiumJvivaxJandJPXJfalciparumgJ
vmplicationsJforJzalariaJpontrolJandJrliminationXJPLoScNeglectedcTropicalcDiseasesVJ2015VJfVJeZZZ_d_f 4.8 50

124
TheJdraftJgenomeJofJzycobacteriumJaurumVJaJpotentialJmodelJorganismJforJinvestigatingJdrugsJ
againstJzycobacteriumJtuberculosisJandJzycobacteriumJlepraeXJInternationalcJournalcofc
MycobacteriologyVJ2015VJaVJ]ZdW[c

0.9 14

123
RecurrenceJdueJtoJrelapseJorJreinfectionJwithJzycobacteriumJtuberculosisgJaJwholeWgenomeJ
sequencingJapproachJinJaJlargeVJpopulationWbasedJcohortJwithJaJhighJuvVJinfectionJprevalenceJandJ
activeJfollowWupXJJournalcofcInfectiouscDiseasesVJ2015VJ][[VJ[[baWc_

7 116

122 vmputationWbasedJpopulationJgeneticsJanalysisJofJPlasmodiumJfalciparumJmalariaJparasitesXJPLoSc
GeneticsVJ2015VJ[[VJe[ZZb[_[ 6 28

121 nfricanJglucoseWcWphosphateJdehydrogenaseJallelesJassociatedJwithJprotectionJfromJsevereJmalariaJ
inJheterozygousJfemalesJinJTanzaniaXJPLoScGeneticsVJ2015VJ[[VJe[ZZafcZ 6 43

120
pharacterizationJofJgenomicJvariationsJinJSαPsJofJPr_PtRSJgenesJrevealsJdeletionsJandJinsertionsJ
inJextensivelyJdrugJresistantJRXqRSJzXJtuberculosisJstrainsJfromJPakistanXJInternationalcJournalcofc
MycobacteriologyVJ2015VJaVJd_Wf

0.9 2

119
zultidrugWResistantJzycobacteriumJtuberculosisJofJtheJyatinJnmericanJzediterraneanJyineageVJ
WronglyJvdentifiedJasJzycobacteriumJpinnipediiJRSpoligotypeJvnternationalJTypeJec_J[SvTec_]SVJ
pausingJnctiveJTuberculosisJinJSouthJorazilXJJournalcofcClinicalcMicrobiologyVJ2015VJb_VJ_eZbW[[

9.7 11

118
tenomicJrpidemiologyJofJaJProtractedJuospitalJβutbreakJpausedJbyJaJToxinJnWαegativeJ
plostridiumJdifficileJSublineageJPpRJRibotypeJZ[dJStrainJinJyondonVJrnglandXJJournalcofcClinicalc
MicrobiologyVJ2015VJb_VJ_[a[Wd

9.7 37

117 vndependentJemergenceJofJartemisininJresistanceJmutationsJamongJPlasmodiumJfalciparumJinJ
SoutheastJnsiaXJJournalcofcInfectiouscDiseasesVJ2015VJ][[VJcdZWf 7 307

116 pharacterizationJofJαewJVirulenceJsactorsJvnvolvedJinJtheJvntracellularJtrowthJandJSurvivalJofJ
ourkholderiaJpseudomalleiXJInfectioncandcImmunityVJ2015VJeaVJdZ[W[Z 3.7 25

115 ponjunctivalJfibrosisJandJtheJinnateJbarriersJtoJphlamydiaJtrachomatisJintracellularJinfectiongJaJ
genomeJwideJassociationJstudyXJScientificcReportsVJ2015VJbVJ[daad 4.9 9

114 tenomicJexpressionJcatalogueJofJaJglobalJcollectionJofJoptJvaccineJstrainsJshowJevidenceJforJ
highlyJdivergedJmetabolicJandJcellWwallJadaptationsXJScientificcReportsVJ2015VJbVJ[baa_ 4.9 57

113 teneticJdeterminantsJofJantiWmalarialJacquiredJimmunityJinJaJlargeJmultiWcentreJstudyXJMalariac
JournalVJ2015VJ[aVJ___ 3.6 16

112 PhyTogJPhylogeneticJtreeJvisualisationJandJsampleJpositioningJforJzXJtuberculosisXJBMCc
BioinformaticsVJ2015VJ[cVJ[bb 3.6 16

111 RapidJdeterminationJofJantiWtuberculosisJdrugJresistanceJfromJwholeWgenomeJsequencesXJGenomec
MedicineVJ2015VJdVJb[ 14.4 234

110 USP_eVJsRrz_VJSqp[VJqqpVJandJyβpd]dfe]JteneJPolymorphismsJandJqifferentialJSusceptibilityJtoJ
SevereJzalariaJinJTanzaniaXJJournalcofcInfectiouscDiseasesVJ2015VJ][]VJ[[]fW_f 7 19

109
PopulationJgenomicJstructureJandJadaptationJinJtheJzoonoticJmalariaJparasiteJPlasmodiumJ
knowlesiXJProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaVJ2015VJ
[[]VJ[_Z]dW_]

11.5 62

(2015-2015)
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108 WholeJgenomeJsequencingJbasedJcharacterizationJofJextensivelyJdrugWresistantJzycobacteriumJ
tuberculosisJisolatesJfromJPakistanXJPLoScONEVJ2015VJ[ZVJeZ[[ddd[ 3.7 41

107 WholeJtenomeJSequencingJShowsJaJyowJProportionJofJTuberculosisJqiseaseJvsJnttributableJtoJ
xnownJploseJpontactsJinJRuralJzalawiXJPLoScONEVJ2015VJ[ZVJeZ[_]eaZ 3.7 64

106 VariationJinJpomplexityJofJvnfectionJandJTransmissionJStabilityJbetweenJαeighbouringJPopulationsJ
ofJPlasmodiumJvivaxJinJSouthernJrthiopiaXJPLoScONEVJ2015VJ[ZVJeZ[aZdeZ 3.7 30

105 yargeWscaleJwholeJgenomeJsequencingJofJzXJtuberculosisJprovidesJinsightsJintoJtransmissionJinJaJ
highJprevalenceJareaXJELifeVJ2015VJaVJ 8.9 152

104 βnJtheJperformanceJofJmultipleJimputationJbasedJonJchainedJequationsJinJtacklingJmissingJdataJofJ
theJnfricanJ˛–_XdJWglobinJdeletionJinJaJmalariaJassociationJstudyXJAnnalscofcHumancGeneticsVJ2014VJdeVJ]ddWef2.2 5

103 ReappraisalJofJknownJmalariaJresistanceJlociJinJaJlargeJmulticenterJstudyXJNaturecGeneticsVJ2014VJacVJ[[fdW]Za36.3 150

102 nssociationJofJcandidateJgeneJpolymorphismsJandJTtsWbetaYvyW[ZJlevelsJwithJmalariaJinJthreeJ
regionsJofJpameroongJaJcaseWcontrolJstudyXJMalariacJournalVJ2014VJ[_VJ]_c 3.6 13

101 teneticJdiversityJandJpopulationJstructureJofJPlasmodiumJvivaxJinJpentralJphinaXJMalariacJournalVJ
2014VJ[_VJ]c] 3.6 18

100 tlucoseWcWphosphateJdehydrogenaseJpolymorphismsJandJsusceptibilityJtoJmildJmalariaJinJqogonJ
andJsulaniVJzaliXJMalariacJournalVJ2014VJ[_VJ]dZ 3.6 28

99 nJtranscriptionalJswitchJunderliesJcommitmentJtoJsexualJdevelopmentJinJmalariaJparasitesXJNatureVJ
2014VJbZdVJ]aeWb] 50.4 305

98 nJbarcodeJofJorganellarJgenomeJpolymorphismsJidentifiesJtheJgeographicJoriginJofJPlasmodiumJ
falciparumJstrainsXJNaturecCommunicationsVJ2014VJbVJaZb] 17.4 83

97 PolyTogJaJgenomicJvariationJmapJforJzycobacteriumJtuberculosisXJTuberculosisVJ2014VJfaVJ_acWba 2.6 64

96 tenomeWwideJsaturationJmutagenesisJofJourkholderiaJpseudomalleiJxfc]a_JpredictsJessentialJ
genesJandJnovelJtargetsJforJantimicrobialJdevelopmentXJMBioVJ2014VJbVJeZZf]cW[_ 7.8 57

95 pathepsinWyJcanJresistJlysisJbyJhumanJserumJinJTrypanosomaJbruceiJbruceiXJPLoScPathogensVJ2014VJ
[ZVJe[ZZa[_Z 7.6 25

94 WholeWgenomeJscansJprovideJevidenceJofJadaptiveJevolutionJinJzalawianJPlasmodiumJfalciparumJ
isolatesXJJournalcofcInfectiouscDiseasesVJ2014VJ][ZVJ[ff[W]ZZZ 7 36

93 SVnzPgJsequenceJvariationJanalysisVJmapsJandJphylogenyXJBioinformaticsVJ2014VJ_ZVJ]]]dWf 7.2 3

92 nJrobustJSαPJbarcodeJforJtypingJzycobacteriumJtuberculosisJcomplexJstrainsXJNaturec
CommunicationsVJ2014VJbVJae[] 17.4 355

91 scJgammaJreceptorJvvaWu[_[RJpolymorphismJandJmalariaJsusceptibilityJinJsympatricJethnicJgroupsVJ
sulaniJandJqogonJofJzaliXJScandinaviancJournalcofcImmunologyVJ2014VJdfVJa_WbZ 3.4 19
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90 qirectionalJselectionJatJtheJpfmdr[VJpfcrtVJpfubp[VJandJpfap]muJlociJofJPlasmodiumJfalciparumJinJ
xenyanJchildrenJtreatedJwithJnpTXJJournalcofcInfectiouscDiseasesVJ2014VJ][ZVJ]ZZ[We 7 81

89 PlasmoViewgJaJwebWbasedJresourceJtoJvisualiseJglobalJPlasmodiumJfalciparumJgenomicJvariationXJ
JournalcofcInfectiouscDiseasesVJ2014VJ]ZfVJ[eZeW[b 7 20

88 UnravelingJzycobacteriumJtuberculosisJgenomicJdiversityJandJevolutionJinJyisbonVJPortugalVJaJ
highlyJdrugJresistantJsettingXJBMCcGenomicsVJ2014VJ[bVJff[ 4.5 45

87 phangesJinJmalariaJparasiteJdrugJresistanceJinJanJendemicJpopulationJoverJaJ]bWyearJperiodJwithJ
resultingJgenomicJevidenceJofJselectionXJJournalcofcInfectiouscDiseasesVJ2014VJ]ZfVJ[[]cW_b 7 36

86 estzβvgJestimatingJmultiplicityJofJinfectionJusingJparasiteJdeepJsequencingJdataXJBioinformaticsVJ
2014VJ_ZVJ[]f]Wa 7.2 44

85 tenomeWwideJanalysisJofJselectionJonJtheJmalariaJparasiteJPlasmodiumJfalciparumJinJWestJnfricanJ
populationsJofJdifferingJinfectionJendemicityXJMolecularcBiologycandcEvolutionVJ2014VJ_[VJ[afZWf 8.3 82

84 RecombinationsJinJstaphylococcalJcassetteJchromosomeJmecJelementsJcompromiseJtheJmolecularJ
detectionJofJmethicillinJresistanceJinJStaphylococcusJaureusXJPLoScONEVJ2014VJfVJe[Z[a[f 3.7 42

83 nJPoissonJhierarchicalJmodellingJapproachJtoJdetectingJcopyJnumberJvariationJinJsequenceJ
coverageJdataXJBMCcGenomicsVJ2013VJ[aVJ[]e 4.5 16

82 qetectingJandJcharacterizingJgenomicJsignaturesJofJpositiveJselectionJinJglobalJpopulationsXJ
AmericancJournalcofcHumancGeneticsVJ2013VJf]VJeccWe[ 11 56

81
teneticJlociJassociatedJwithJdelayedJclearanceJofJPlasmodiumJfalciparumJfollowingJartemisininJ
treatmentJinJSoutheastJnsiaXJProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofc
AmericaVJ2013VJ[[ZVJ]aZWb

11.5 214

80 vmputationWbasedJmetaWanalysisJofJsevereJmalariaJinJthreeJnfricanJpopulationsXJPLoScGeneticsVJ2013VJ
fVJe[ZZ_bZf 6 74

79 qistinctJphasesJofJbloodJgeneJexpressionJpatternJthroughJtuberculosisJtreatmentJreflectJ
modulationJofJtheJhumoralJimmuneJresponseXJJournalcofcInfectiouscDiseasesVJ2013VJ]ZdVJ[eW]f 7 179

78 TheJgeneticJriskJofJacuteJseizuresJinJnfricanJchildrenJwithJfalciparumJmalariaXJEpilepsiaVJ2013VJbaVJffZW[ZZ[6.4 27

77 tenomeWwideJscreenJidentifiesJnewJcandidateJgenesJassociatedJwithJartemisininJsusceptibilityJinJ
PlasmodiumJfalciparumJinJxenyaXJScientificcReportsVJ2013VJ_VJ__[e 4.9 52

76 rffectiveJpreparationJofJPlasmodiumJvivaxJfieldJisolatesJforJhighWthroughputJwholeJgenomeJ
sequencingXJPLoScONEVJ2013VJeVJeb_[cZ 3.7 24

75 nssociationJofJcytokineJandJTollWlikeJreceptorJgeneJpolymorphismsJwithJsevereJmalariaJinJthreeJ
regionsJofJpameroonXJPLoScONEVJ2013VJeVJee[Zd[ 3.7 25

74 rlucidatingJemergenceJandJtransmissionJofJmultidrugWresistantJtuberculosisJinJtreatmentJ
experiencedJpatientsJbyJwholeJgenomeJsequencingXJPLoScONEVJ2013VJeVJee_Z[] 3.7 56

73 uumanJcandidateJpolymorphismsJinJsympatricJethnicJgroupsJdifferingJinJmalariaJsusceptibilityJinJ
zaliXJPLoScONEVJ2013VJeVJedbcdb 3.7 29

(2013-2014)
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72 SpolPredgJrapidJandJaccurateJpredictionJofJzycobacteriumJtuberculosisJspoligotypesJfromJshortJ
genomicJsequencesXJBioinformaticsVJ2012VJ]eVJ]ff[W_ 7.2 74

71 pharacterizationJofJwithinWhostJPlasmodiumJfalciparumJdiversityJusingJnextWgenerationJsequenceJ
dataXJPLoScONEVJ2012VJdVJe_]ef[ 3.7 70

70 uaplotypeJanalysesJofJhaemoglobinJpJandJhaemoglobinJSJandJtheJdynamicsJofJtheJevolutionaryJ
responseJtoJmalariaJinJxassenaWαankanaJqistrictJofJthanaXJPLoScONEVJ2012VJdVJe_abcb 3.7 13

69 vnvestigationJofJhostJcandidateJmalariaWassociatedJriskYprotectiveJSαPsJinJaJorazilianJnmazonianJ
populationXJPLoScONEVJ2012VJdVJe_ccf] 3.7 18

68 pandidateJpolymorphismsJandJsevereJmalariaJinJaJzalianJpopulationXJPLoScONEVJ2012VJdVJea_fed 3.7 31

67 pandidateJhumanJgeneticJpolymorphismsJandJsevereJmalariaJinJaJTanzanianJpopulationXJPLoScONEVJ
2012VJdVJeadac_ 3.7 30

66 nnalysisJofJPlasmodiumJfalciparumJdiversityJinJnaturalJinfectionsJbyJdeepJsequencingXJNatureVJ2012VJ
aedVJ_dbWf 50.4 345

65 VarogJaJvariationJbrowsingJandJanalysisJtoolJforJvariantsJderivedJfromJnextWgenerationJsequencingJ
dataXJBioinformaticsVJ2012VJ]eVJ]fe_Wb 7.2 8

64 TargetedJrestorationJofJtheJintestinalJmicrobiotaJwithJaJsimpleVJdefinedJbacteriotherapyJresolvesJ
relapsingJplostridiumJdifficileJdiseaseJinJmiceXJPLoScPathogensVJ2012VJeVJe[ZZ]ffb 7.6 403

63 nnJvnWSolutionJuybridisationJzethodJforJtheJvsolationJofJPathogenJqαnJfromJuumanJqαnWrichJ
plinicalJSamplesJforJnnalysisJbyJαtSJ2012VJbVJ 8

62 nnJeffectiveJmethodJtoJpurifyJPlasmodiumJfalciparumJqαnJdirectlyJfromJclinicalJbloodJsamplesJforJ
wholeJgenomeJhighWthroughputJsequencingXJPLoScONEVJ2011VJcVJe]]][_ 3.7 58

61 qrugWresistantJgenotypesJandJmultiWclonalityJinJPlasmodiumJfalciparumJanalysedJbyJdirectJgenomeJ
sequencingJfromJperipheralJbloodJofJmalariaJpatientsXJPLoScONEVJ2011VJcVJe]_]Za 3.7 38

60 nssociationJofJsubWmicroscopicJmalariaJparasiteJcarriageJwithJtransmissionJintensityJinJ
northWeasternJTanzaniaXJMalariacJournalVJ2011VJ[ZVJ_dZ 3.6 46

59 WholeJgenomeJsequencingJofJmultipleJyeishmaniaJdonovaniJclinicalJisolatesJprovidesJinsightsJintoJ
populationJstructureJandJmechanismsJofJdrugJresistanceXJGenomecResearchVJ2011VJ][VJ][a_Wbc 9.7 319

58 PopulationJgeneticJanalysisJofJPlasmodiumJfalciparumJparasitesJusingJaJcustomizedJvlluminaJ
toldentateJgenotypingJassayXJPLoScONEVJ2011VJcVJe]Z]b[ 3.7 38

57 TransformingJgrowthJfactorJbetaJ]JandJhemeJoxygenaseJ[JgenesJareJriskJfactorsJforJtheJcerebralJ
malariaJsyndromeJinJnngolanJchildrenXJPLoScONEVJ2010VJbVJe[[[a[ 3.7 40

56 vmmuneJphenotypeJpredictsJriskJforJposttransplantationJsquamousJcellJcarcinomaXJJournalcofcthec
AmericancSocietycofcNephrology:cJASNVJ2010VJ][VJd[_W]] 12.7 64

55
nJoayesianJapproachJusingJcovarianceJofJsingleJnucleotideJpolymorphismJdataJtoJdetectJ
differencesJinJlinkageJdisequilibriumJpatternsJbetweenJgroupsJofJindividualsXJBioinformaticsVJ2010VJ
]cVJ[fffW]ZZ_

7.2 5
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54 UseJofJpurifiedJplostridiumJdifficileJsporesJtoJfacilitateJevaluationJofJhealthJcareJdisinfectionJ
regimensXJAppliedcandcEnvironmentalcMicrobiologyVJ2010VJdcVJcefbWfZZ 4.8 88

53 uighWthroughputJanalysisJofJcandidateJimprintedJgenesJandJalleleWspecificJgeneJexpressionJinJtheJ
humanJtermJplacentaXJBMCcGeneticsVJ2010VJ[[VJ]b 2.6 51

52 PolymorphismsJinJleucineWrichJrepeatJgenesJareJassociatedJwithJautismJspectrumJdisorderJ
susceptibilityJinJpopulationsJofJruropeanJancestryXJMolecularcAutismVJ2010VJ[VJd 6.5 47

51 surtherJevidenceJsupportingJaJroleJforJgsJsignalJtransductionJinJsevereJmalariaJpathogenesisXJPLoSc
ONEVJ2010VJbVJe[ZZ[d 3.7 10

50 TumorJnecrosisJfactorJandJlymphotoxinWalphaJpolymorphismsJandJsevereJmalariaJinJnfricanJ
populationsXJJournalcofcInfectiouscDiseasesVJ2009VJ[ffVJbcfWdb 7 42

49 PositiveJselectionJofJaJpq_cJnonsenseJvariantJinJsubWSaharanJnfricaVJbutJnoJassociationJwithJsevereJ
malariaJphenotypesXJHumancMolecularcGeneticsVJ2009VJ[eVJ]ce_Wf] 5.6 53

48 nssessingJgenuineJparentsWoffspringJtriosJforJgeneticJassociationJstudiesXJHumancHeredityVJ2009VJ
cdVJ]cW_d 1.1 10

47 SnoopptugJsoftwareJforJvisualizingJcomparativeJgenomicJhybridizationJdataXJBioinformaticsVJ2009VJ
]bVJ]d_]W_ 7.2 9

46 tenomeWwideJcomparisonsJofJvariationJinJlinkageJdisequilibriumXJGenomecResearchVJ2009VJ[fVJ[eafWcZ 9.7 53

45 PowerJconsequencesJofJlinkageJdisequilibriumJvariationJbetweenJpopulationsXJGeneticc
EpidemiologyVJ2009VJ__VJ[]eW_b 2.6 27

44
nJgeneticJassociationJstudyJinJtheJtambiaJusingJtaggingJpolymorphismsJinJtheJmajorJ
histocompatibilityJcomplexJclassJvvvJregionJimplicatesJaJuynWoJassociatedJtranscriptJ]JpolymorphismJ
inJsevereJmalariaJsusceptibilityXJHumancGeneticsVJ2009VJ[]bVJ[ZbWf

6.3 19

43 zrTJandJautismJsusceptibilitygJfamilyJandJcaseWcontrolJstudiesXJEuropeancJournalcofcHumancGeneticsVJ
2009VJ[dVJdafWbe 5.3 66

42 nllelicJheterogeneityJofJtcPqJdeficiencyJinJWestJnfricaJandJsevereJmalariaJsusceptibilityXJEuropeanc
JournalcofcHumancGeneticsVJ2009VJ[dVJ[ZeZWb 5.3 92

41 tenomeWwideJandJfineWresolutionJassociationJanalysisJofJmalariaJinJWestJnfricaXJNaturecGeneticsVJ
2009VJa[VJcbdWcb 36.3 297

40 TyRfJpolymorphismsJinJnfricanJpopulationsgJnoJassociationJwithJsevereJmalariaVJbutJevidenceJofJ
cisWvariantsJactingJonJgeneJexpressionXJMalariacJournalVJ2009VJeVJaa 3.6 23

39 yackJofJassociationJofJinterferonJregulatoryJfactorJ[JwithJsevereJmalariaJinJaffectedJchildWparentalJ
trioJstudiesJacrossJthreeJnfricanJpopulationsXJPLoScONEVJ2009VJaVJea]Zc 3.7 9

38 nnJrvolutionaryJnlgorithmJtoJsindJnssociationsJinJqenseJteneticJzapsXJIEEEcTransactionsconc
EvolutionarycComputationVJ2008VJ[]VJ]fdW_Zc 15.6 6

37 tenomeWwideJsignificanceJforJdenseJSαPJandJresequencingJdataXJGeneticcEpidemiologyVJ2008VJ_]VJ[dfWeb2.6 164

(2008-2010)
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36 ValidatingJdiscoveredJpisWactingJregulatoryJgeneticJvariantsgJapplicationJofJanJalleleJspecificJ
expressionJapproachJtoJuapzapJpopulationsXJPLoScONEVJ2008VJ_VJea[Zb 3.7 21

35 vdentificationJandJanalysisJofJfunctionalJelementsJinJ[OJofJtheJhumanJgenomeJbyJtheJrαpβqrJpilotJ
projectXJNatureVJ2007VJaadVJdffWe[c 50.4 4121

34 βnJtheJusageJofJuWrJforJidentifyingJgenotypingJerrorsXJAnnalscofcHumancGeneticsVJ2007VJd[VJdZ[W_hJ
authorJreplyJdZa 2.2 40

33 rstimatingJtheJnumberJofJcodingJmutationsJinJgenotypicJandJphenotypicJdrivenJ
αWethylWαWnitrosoureaJRrαUSJscreensgJrevisitedXJMammaliancGenomeVJ2007VJ[eVJ[]_Wa 3.2 20

32 SequenceWlevelJpopulationJsimulationsJoverJlargeJgenomicJregionsXJGeneticsVJ2007VJ[ddVJ[d]bW_[ 4 84

31 ValidationJofJaJnewJprognosticJindexJforJadvancedJepithelialJovarianJcancergJresultsJfromJitsJ
applicationJtoJaJUxWbasedJcohortXJJournalcofcClinicalcOncologyVJ2007VJ]bVJbccfWdZhJauthorJreplyJbcdZW[ 2.2 11

30 PersonalityJandJsmokingJstatusgJaJmetaWanalysisXJNicotinecandcTobaccocResearchVJ2007VJfVJaZbW[_ 4.9 195

29 nJgenotypeJcallingJalgorithmJforJtheJvlluminaJoeadnrrayJplatformXJBioinformaticsVJ2007VJ]_VJ]da[Wc 7.2 194

28 oayesianJlogisticJregressionJusingJaJperfectJphylogenyXJBiostatisticsVJ2007VJeVJ_]Wb] 3.7 14

27 sunctionalJconstraintJandJsmallJinsertionsJandJdeletionsJinJtheJrαpβqrJregionsJofJtheJhumanJ
genomeXJGenomecBiologyVJ2007VJeVJR[eZ 18.3 30

26 αeuroticismJmediatesJtheJassociationJofJtheJserotoninJtransporterJgeneJwithJlifetimeJmajorJ
depressionXJNeuropsychobiologyVJ2006VJb_VJ[We 4 81

25 qoesJsmokingJinfluenceJsurvivalJinJcancerJpatientsJthroughJeffectsJonJrespiratoryJandJvascularJ
diseaselXJEuropeancJournalcofcCancercPreventionVJ2006VJ[bVJedWfZ 2 9

24 rstimatingJtheJnumberJofJcodingJmutationsJinJgenotypicWJandJphenotypicWdrivenJ
αWethylWαWnitrosoureaJRrαUSJscreensXJMammaliancGenomeVJ2006VJ[dVJ]_ZWe 3.2 56

23 sindingJassociationsJinJdenseJgeneticJmapsgJaJgeneticJalgorithmJapproachXJHumancHeredityVJ2005VJ
cZVJfdW[Ze 1.1 13

22 nssociationJofJtheJdopamineW˛†WhydroxylaseJgeneJwithJnicotineJdependencegJαoJevidenceJforJ
mediationJbyJpersonalityXJPersonalitycandcIndividualcDifferencesVJ2005VJ_fVJ[[[_W[[]] 3.3

21 TheJgeneticJbasisJforJsmokingJbehaviorgJaJsystematicJreviewJandJmetaWanalysisXJNicotinecandc
TobaccocResearchVJ2004VJcVJbe_Wfd 4.9 240

20 nssessingJpublicationJbiasJinJgeneticJassociationJstudiesgJevidenceJfromJaJrecentJmetaWanalysisXJ
PsychiatrycResearchVJ2004VJ[]fVJ_fWaa 9.9 152

19 vsJbodyJmassJindexJaJriskJfactorJforJmotorJvehicleJdriverJinjurylJnJcohortJstudyJwithJprospectiveJandJ
retrospectiveJoutcomesXJInternationalcJournalcofcEpidemiologyVJ2003VJ_]VJ[adWf 7.8 40
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18 zissingXXXJpresumedJatJrandomgJcostWanalysisJofJincompleteJdataXJHealthcEconomicsclUnitedc
KingdommVJ2003VJ[]VJ_ddWf] 2.4 232

17 rxpressionJprofileJofJwildWtypeJrTVcJinJchildhoodJacuteJleukaemiaXJBritishcJournalcofcHaematologyVJ
2003VJ[]]VJfaWe 4.5 27

16 qevelopingJaJprognosticJmodelJinJtheJpresenceJofJmissingJdatagJanJovarianJcancerJcaseJstudyXJ
JournalcofcClinicalcEpidemiologyVJ2003VJbcVJ]eW_d 5.7 161

15 RecurrenceJafterJabdominalJsurgeryJforJprohnQsJdiseasegJrelationshipJtoJdiseaseJsiteJandJsurgicalJ
procedureXJDiseasescofcthecColoncandcRectumVJ2002VJabVJ_ddWe_ 3.1 62

14 PolymorphismsJinJdopamineJmetabolicJenzymesJandJtobaccoJconsumptionJinJsmokersgJseekingJ
confirmationJofJtheJassociationJinJaJfollowWupJstudyXJPharmacogeneticscandcGenomicsVJ2002VJ[]VJbebWd 22

13 QuantificationJofJtheJcompletenessJofJfollowWupXJLancetpcTheVJ2002VJ_bfVJ[_ZfW[Z 40 303

12 TheJeffectJofJmissingJvaluesJforJcovariatesXJEpidemiologyVJ2002VJ[_VJ[[_ 3.1 1

11
TherapyWrelatedJmyelodysplasiaJandJsecondaryJacuteJmyelogenousJleukemiaJafterJhighWdoseJ
therapyJwithJautologousJhematopoieticJprogenitorWcellJsupportJforJlymphoidJmalignanciesXJJournalc
ofcClinicalcOncologyVJ2000VJ[eVJfadWbb

2.2 172

10 αoJeffectJofJlowWdoseJaspirinJforJtheJpreventionJofJheterotopicJboneJformationJafterJtotalJhipJ
replacementgJaJrandomizedJtrialJofJ]VcafJpatientsXJActacOrthopaedicaVJ2000VJd[VJ[]fW_a 35

9 nJsystematicJsurveyJofJ[_JrandomizedJtrialsJofJnonWsteroidalJantiWinflammatoryJdrugsJforJtheJ
preventionJofJheterotopicJboneJformationJafterJmajorJhipJsurgeryXJActacOrthopaedicaVJ2000VJd[VJ[]]We 86

8
RandomizedVJplaceboWcontrolledJtrialJofJtheJangiotensinWconvertingJenzymeJinhibitorVJramiprilVJinJ
patientsJwithJcoronaryJorJotherJocclusiveJarterialJdiseaseXJPnRTW]JpollaborativeJResearchJtroupXJ
PreventionJofJntherosclerosisJwithJRamiprilXJJournalcofcthecAmericancCollegecofcCardiologyVJ2000VJ_cVJa_eWa_

15.1 190

7
xnowJYourJueartgJRationaleVJdesignJandJconductJofJaJcrossWsectionalJstudyJofJcardiovascularJ
structureVJfunctionJandJriskJfactorsJinJabZZJmenJandJwomenJagedJ_bWcfJyearsJfromJtwoJRussianJ
citiesVJ]Z[bW[eXJWellcomecOpencResearchV_VJcd

4.8 13

6 qiscordantJbioinformaticJpredictionsJofJantimicrobialJresistanceJfromJwholeWgenomeJsequencingJ
dataJofJbacterialJisolatesgJnnJinterWlaboratoryJstudy 1

5 RibosomeJprofilingJinzycobacteriumJtuberculosisrevealsJrobustJleaderlessJtranslation 2

4 pontrollingJtheJSnRSWpoVW]JoutbreakVJinsightsJfromJlargeJscaleJwholeJgenomeJsequencesJ
generatedJacrossJtheJworld 14

3 nnJintegratedJinJsilicoJimmunoWgeneticJanalyticalJplatformJprovidesJinsightsJintoJpβVvqW[fJ
serologicalJandJvaccineJtargets 2

2 RapidJandJiterativeJgenomeJeditingJinJtheJzoonoticJmalariaJparasitePlasmodiumJknowlesigJαewJ
toolsJforPXJvivaxresearch 1

1 StudyingJacceleratedJcardiovascularJageingJinJRussianJadultsJthroughJaJnovelJdeepWlearningJrptJ
biomarkerXJWellcomecOpencResearchVcVJ[] 4.8 3
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