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j Paper IF Citations

313
xenomicIandIPhenotypicItharacterizationIofIvxperimentallyISelectedIResistantIαeishmaniaI
donovaniIRevealsIaIRoleIforIuynaminVbVαikeIProteinIinItheIβechanismIofIResistanceItoIaINovelI
rntileishmanialItompoundWWIMBioUI2022UIeadcgecb

7.8 0

312 WormsaseIinIcaccVdataUIprocessesUIandItoolsIforIanalyzingItaenorhabditisIelegansWWIGeneticsUI2022UI 4 4

311 uefiningItheIearlyIstagesIofIintestinalIcolonisationIbyIwhipwormsWWINaturehCommunicationsUI2022UI
bdUIbhcf 17.4 1

310
βorphologicalIandIgenomicIcharacterisationIofItheISchistosomaIhybridIinfectingIhumansIinIvuropeI
revealsIadmixtureIbetweenISchistosomaIhaematobiumIandISchistosomaIbovisWWIPLoShNeglectedh
TropicalhDiseasesUI2021UIbfUIeaabaagc

4.8 0

309
αongVreadIassemblyIandIcomparativeIevidenceVbasedIreanalysisIofIgenomeIsequencesIrevealsI
expandedItransporterIrepertoireIandIduplicationIofIentireIchromosomeIendsIincludingI
subtelomericIregionsWIGenomehResearchUI2021UI

9.7 3

308 uailyIrhythmsIinIgeneIexpressionIofItheIhumanIparasiteISchistosomaImansoniWIBMChBiologyUI2021UI
bjUIcff 7.3 2

307 TheIxeneIOntologyIresourcekIenrichingIaIxOldImineWINucleichAcidshResearchUI2021UIejUIudcfVudde 20.1 494

306 βappingIimmuneIvariationIandIgeneIswitchingIinInaiveIhostsIinfectedIwithWIELifeUI2021UIbaUI 8.9 3

305 vxpressionIprofilingIofIvchinococcusImultilocularisImiRNrsIthroughoutImetacestodeIdevelopmentI
inIvitroWIPLoShNeglectedhTropicalhDiseasesUI2021UIbfUIeaaajcjh 4.8 3

304 baVyearIlongitudinalIstudyIofImalariaIinIchildrenkIznsightsIintoIacquisitionIandImaintenanceIofI
naturallyIacquiredIimmunityWWIWellcomehOpenhResearchUI2021UIgUIhj 4.8 3

303 βappingIRoraIexpressionIinIrestingIandIactivatedItueTITIcellsWIPLoShONEUI2021UIbgUIeacfbcdd 3.7 8

302 SchistosomaImansoniIvggsIβodulateItheITimingIofIxranulomaIwormationItoIPromoteI
TransmissionWICellhHosthandhMicrobeUI2021UIcjUIfiVghWef 23.4 16

301 TumorINecrosisIwactorIandISchistosomaImansoniIeggIantigenIomegaVbIshapeIdistinctIaspectsIofI
theIearlyIeggVinducedIgranulomatousIresponseWIPLoShNeglectedhTropicalhDiseasesUI2021UIbfUIeaaaiibe 4.8 4

300 zndividualVlevelIvariationsIinImalariaIsusceptibilityIandIacquisitionIofIclinicalIprotectionWWIWellcomeh
OpenhResearchUI2021UIgUIcc 4.8 1

299 WholeVgenomeIsequencingIofISchistosomaImansoniIrevealsIextensiveIdiversityIwithIlimitedI
selectionIdespiteImassIdrugIadministrationWINaturehCommunicationsUI2021UIbcUIehhg 17.4 12

298 TheITranscriptomeIofISchistosomaImansoniIuevelopingIvggsIRevealsI²eyIβediatorsIinI
PathogenesisIandIαifeItycleIPropagationWIFrontiershinhTropicalhDiseasesUI2021UIcUI 1

297 rnIunevenIracekIgenomeIeditingIforIparasiticIwormsWINaturehReviewshMicrobiologyUI2021UIbjUIgcb 22.2 3
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296 yatchingIofIparasiticInematodeIeggskIaIcrucialIstepIdeterminingIinfectionWITrendshinhParasitologyUI
2021UI 6.4 5

295 TheIcompleteIgenomeIsequenceIofIQTyzzerIbjcjRUIaIcommonIgutIparasiteIofIchickensWIWellcomeh
OpenhResearchUI2021UIgUIccf 4.8 2

294 rnIvxperimentalIyumanIsloodVStageIβodelIforIStudyingIPlasmodiumImalariaeIznfectionWIJournalhofh
InfectioushDiseasesUI2020UIccbUIjeiVjff 7 12

293 tompleteIrepresentationIofIaItapewormIgenomeIrevealsIchromosomesIcappedIbyIcentromeresUI
necessitatingIaIdualIroleIinIsegregationIandIprotectionWIBMChBiologyUI2020UIbiUIbgf 7.3 10

292 TranscriptomeIofItheIparasiticIflatwormISchistosomaImansoniIduringIintraVmammalianI
developmentWIPLoShNeglectedhTropicalhDiseasesUI2020UIbeUIeaaahhed 4.8 9

291 NearlyItompleteIxenomeISequenceIofIsrugiaImalayiIStrainIwRdWIMicrobiologyhResourceh
AnnouncementsUI2020UIjUI 1.3 7

290 rnIintegratedInationalIscaleISrRSVtoVVcIgenomicIsurveillanceInetworkWILancethMicrobeuhTheUI2020UI
bUIejjVebaa 22.2 127

289
ScreeningIofIaIlibraryIofIrecombinantISchistosomaImansoniIproteinsIwithIseraIfromImurineIandI
humanIcontrolledIinfectionsIidentifiesIearlyIserologicalImarkersWIJournalhofhInfectioushDiseasesUI
2020UI

7 5

288 RefiningItheItranscriptomeIofItheIhumanImalariaIparasiteIPlasmodiumIfalciparumIusingI
amplificationVfreeIRNrVseqWIBMChGenomicsUI2020UIcbUIdjf 4.5 19

287 SexIchromosomeIevolutionIinIparasiticInematodesIofIhumansWINaturehCommunicationsUI2020UIbbUIbjge 17.4 20

286 αargeItRzSPRVtasVinducedIdeletionsIinItheIoxamniquineIresistanceIlocusIofItheIhumanIparasiteI
SchistosomaImansoniWIWellcomehOpenhResearchUI2020UIfUIbhi 4.8 13

285 PopulationIgenomicIevidenceIthatIhumanIandIanimalIinfectionsIinIrfricaIcomeIfromItheIsameI
populationsIofIuracunculusImedinensisWIPLoShNeglectedhTropicalhDiseasesUI2020UIbeUIeaaaigcd 4.8 4

284 vxtracellularInonVcodingIRNrIsignaturesIofItheImetacestodeIstageIofIvchinococcusImultilocularisWI
PLoShNeglectedhTropicalhDiseasesUI2020UIbeUIeaaaiija 4.8 3

283 xlobalIgenomeIdiversityIofItheIcomplexWIELifeUI2020UIjUI 8.9 37

282 OrganoidsIVINewIβodelsIforIyostVyelminthIznteractionsWITrendshinhParasitologyUI2020UIdgUIbhaVbib 6.4 27

281 rnalysisIofIPlasmodiumIvivaxIschizontItranscriptomesIfromIfieldIisolatesIrevealsIheterogeneityIofI
expressionIofIgenesIinvolvedIinIhostVparasiteIinteractionsWIScientifichReportsUI2020UIbaUIbgggh 4.9 6

280
uevelopmentIofIcaecaloidsItoIstudyIhostVpathogenIinteractionskInewIinsightsIintoI
immunoregulatoryIfunctionsIofITrichurisImurisIextracellularIvesiclesIinItheIcaecumWIInternationalh
JournalhforhParasitologyUI2020UIfaUIhahVhbi

4.3 11

279 xenomicIandItranscriptomicIvariationIdefinesItheIchromosomeVscaleIassemblyIofIyaemonchusI
contortusUIaImodelIgastrointestinalIwormWICommunicationshBiologyUI2020UIdUIgfg 6.7 26

(2020-2021)
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278 xenomicIandItranscriptomicIevidenceIforIdescentIfromIPlasmodiumIandIlossIofIbloodIschizogonyIinI
yepatocystisIparasitesIfromInaturallyIinfectedIredIcolobusImonkeysWIPLoShPathogensUI2020UIbgUIebaaihbh7.6 11

277 vcologicalIdivergenceIandIhybridizationIofINeotropicalIparasitesWIProceedingshofhthehNationalh
AcademyhofhScienceshofhthehUnitedhStateshofhAmericaUI2020UIbbhUIcfbfjVcfbgi 11.5 22

276 αargeVscaleIRNriIscreeningIuncoversItherapeuticItargetsIinItheIparasiteWIScienceUI2020UIdgjUIbgejVbgfd 33.3 20

275 vvaluationIofIwholeIgenomeIamplificationIandIbioinformaticImethodsIforItheIcharacterizationIofI
αeishmaniaIgenomesIatIaIsingleIcellIlevelWIScientifichReportsUI2020UIbaUIbfaed 4.9 7

274 SingleVcellIatlasIofItheIfirstIintraVmammalianIdevelopmentalIstageIofItheIhumanIparasiteI
SchistosomaImansoniWINaturehCommunicationsUI2020UIbbUIgebb 17.4 14

273 saselineIxutIβicrobiotaItompositionIzsIrssociatedIWithIznfectionIsurdenIinIRodentIβodelsWI
FrontiershinhImmunologyUI2020UIbbUIfjdidi 8.4 5

272 xenomicIanalysisIofInaturalIintraVspecificIhybridsIamongIvthiopianIisolatesIofIαeishmaniaIdonovaniWI
PLoShNeglectedhTropicalhDiseasesUI2020UIbeUIeaaahbed 4.8 10

271 αargeItRzSPRVtasVinducedIdeletionsIinItheIoxamniquineIresistanceIlocusIofItheIhumanIparasiteWI
WellcomehOpenhResearchUI2020UIfUIbhi 4.8 12

270 TranscriptomeIofItheIparasiticIflatwormISchistosomaImansoniIduringIintraVmammalianI
developmentI2020UIbeUIeaaahhed

269 TranscriptomeIofItheIparasiticIflatwormISchistosomaImansoniIduringIintraVmammalianI
developmentI2020UIbeUIeaaahhed

268 TranscriptomeIofItheIparasiticIflatwormISchistosomaImansoniIduringIintraVmammalianI
developmentI2020UIbeUIeaaahhed

267 TranscriptomeIofItheIparasiticIflatwormISchistosomaImansoniIduringIintraVmammalianI
developmentI2020UIbeUIeaaahhed

266 xenomicIandItranscriptomicIevidenceIforIdescentIfromIPlasmodiumIandIlossIofIbloodIschizogonyIinI
yepatocystisIparasitesIfromInaturallyIinfectedIredIcolobusImonkeysI2020UIbgUIebaaihbh

265 xenomicIandItranscriptomicIevidenceIforIdescentIfromIPlasmodiumIandIlossIofIbloodIschizogonyIinI
yepatocystisIparasitesIfromInaturallyIinfectedIredIcolobusImonkeysI2020UIbgUIebaaihbh

264 xenomicIandItranscriptomicIevidenceIforIdescentIfromIPlasmodiumIandIlossIofIbloodIschizogonyIinI
yepatocystisIparasitesIfromInaturallyIinfectedIredIcolobusImonkeysI2020UIbgUIebaaihbh

263 xenomicIandItranscriptomicIevidenceIforIdescentIfromIPlasmodiumIandIlossIofIbloodIschizogonyIinI
yepatocystisIparasitesIfromInaturallyIinfectedIredIcolobusImonkeysI2020UIbgUIebaaihbh

262 vvaluationIofIuNrIvxtractionIβethodsIonIzndividualIyelminthIvggIandIαarvalIStagesIforI
WholeVxenomeISequencingWIFrontiershinhGeneticsUI2019UIbaUIicg 4.5 11

261 zdentificationIandIexpressionIprofilingIofImicroRNrsIinIyymenolepisWIInternationalhJournalhforh
ParasitologyUI2019UIejUIcbbVccd 4.3 10
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260 PopulationIgenomicIandIevolutionaryImodellingIanalysesIrevealIaIsingleImajorIQTαIforIivermectinI
drugIresistanceIinItheIpathogenicInematodeUIyaemonchusIcontortusWIBMChGenomicsUI2019UIcaUIcbi 4.5 35

259 RepeatedIclinicalImalariaIepisodesIareIassociatedIwithImodificationIofItheIimmuneIsystemIinI
childrenWIBMChMedicineUI2019UIbhUIga 11.4 20

258 TheIβalariaItellIrtlaskISingleIparasiteItranscriptomesIacrossItheIcompleteIlifeIcycleWIScienceUI2019UI
dgfUI 33.3 90

257 TheIglobalIdiversityIofIyaemonchusIcontortusIisIshapedIbyIhumanIinterventionIandIclimateWINatureh
CommunicationsUI2019UIbaUIeibb 17.4 26

256 ProgressionIofItheIcanonicalIreferenceImalariaIparasiteIgenomeIfromIcaacVcabjWIWellcomehOpenh
ResearchUI2019UIeUIfi 4.8 26

255 ProgressionIofItheIcanonicalIreferenceImalariaIparasiteIgenomeIfromIcaacâ��cabjWIWellcomehOpenh
ResearchUI2019UIeUIfi 4.8 24

254 xeneusIandIWikidataWIWellcomehOpenhResearchUI2019UIeUIbbe 4.8 1

253 SystematicIscreeningIofIjgIcellVsurfaceIandIsecretedIantigensIdoesInotIidentifyIanyIstronglyI
protectiveIvaccineIcandidatesIinIaImouseImodelIofIinfectionWIWellcomehOpenhResearchUI2019UIeUIbfj 4.8 8

252 vvolutionaryIanalysisIofItheImostIpolymorphicIgeneIfamilyIinImalariaWIWellcomehOpenhResearchUI
2019UIeUIbjd 4.8 29

251 ProgrammedIgenomeIeditingIofItheIomegaVbIribonucleaseIofItheIbloodIflukeUWIELifeUI2019UIiUI 8.9 51

250 xeneusIandIWikidataWIWellcomehOpenhResearchUI2019UIeUIbbe 4.8

249 xenomicIandIβetabolomicIPolymorphismIamongIvxperimentallyISelectedIParomomycinVResistantI
αeishmaniaIdonovaniIStrainsWIAntimicrobialhAgentshandhChemotherapyUI2019UIgeUI 5.9 8

248 xenomesIofIαeishmaniaIparasitesIdirectlyIsequencedIfromIpatientsIwithIvisceralIleishmaniasisIinI
theIzndianIsubcontinentWIPLoShNeglectedhTropicalhDiseasesUI2019UIbdUIeaaahjaa 4.8 23

247 tomparativeIgenomicsIofItheImajorIparasiticIwormsWINaturehGeneticsUI2019UIfbUIbgdVbhe 36.3 201

246 vxclusiveIdependenceIofIzαVbaR˛–IsignallingIonIintestinalImicrobiotaIhomeostasisIandIcontrolIofI
whipwormIinfectionWIPLoShPathogensUI2019UIbfUIebaahcgf 7.6 15

245 xeneticIuiversityIofItryptosporidiumIhominisIinIaIsangladeshiItommunityIasIRevealedIbyI
WholeVxenomeISequencingWIJournalhofhInfectioushDiseasesUI2018UIcbiUIcfjVcge 7 30

244 tompleteIavianImalariaIparasiteIgenomesIrevealIfeaturesIassociatedIwithIlineageVspecificI
evolutionIinIbirdsIandImammalsWIGenomehResearchUI2018UIciUIfehVfga 9.7 53

243
rIxenomeIResequencingVsasedIxeneticIβapIRevealsItheIRecombinationIαandscapeIofIanIOutbredI
ParasiticINematodeIinItheIPresenceIofIPolyploidyIandIPolyandryWIGenomehBiologyhandhEvolutionUI
2018UIbaUIdjgVeaj

3.9 38

(2018-2019)
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242 TranscriptomicIprofilingIofInematodeIparasitesIsurvivingIvaccineIexposureWIInternationalhJournalhforh
ParasitologyUI2018UIeiUIdjfVeac 4.3 14

241 rImethodIforIsingleIpairImatingIinIanIobligateIparasiticInematodeWIInternationalhJournalhforh
ParasitologyUI2018UIeiUIbfjVbgf 4.3 9

240 WormsaseIcabhkImoltingIintoIaInewIstageWINucleichAcidshResearchUI2018UIegUIuigjVuihe 20.1 138

239 SingleVcellIRNrVseqIrevealsIhiddenItranscriptionalIvariationIinImalariaIparasitesWIELifeUI2018UIhUI 8.9 94

238 tyclinVdependentIkinaseIbcIisIaIdrugItargetIforIvisceralIleishmaniasisWINatureUI2018UIfgaUIbjcVbjh 50.4 73

237 wlatwormVspecificItranscriptionalIregulatorsIpromoteItheIspecificationIofItegumentalIprogenitorsI
inWIELifeUI2018UIhUI 8.9 36

236 VariantIantigenIrepertoiresIinIpopulationsIandIexperimentalIinfectionsIcanIbeIprofiledIfromIdeepI
sequenceIdataIusingIuniversalIproteinImotifsWIGenomehResearchUI2018UIciUIbdidVbdje 9.7 8

235 siologyIandIgenomeIofIaInewlyIdiscoveredIsiblingIspeciesIofItaenorhabditisIelegansWINatureh
CommunicationsUI2018UIjUIdcbg 17.4 44

234 TissueVspecificItranscriptomeIanalysesIprovideInewIinsightsIintoIxPtRIsignallingIinIadultI
SchistosomaImansoniWIPLoShPathogensUI2018UIbeUIebaaghbi 7.6 17

233 vradicationIgenomicsVlessonsIforIparasiteIcontrolWIScienceUI2018UIdgbUIbdaVbdb 33.3 9

232 αongIreadIassembliesIofIgeographicallyIdispersedIisolatesIrevealIhighlyIstructuredIsubtelomeresWI
WellcomehOpenhResearchUI2018UIdUIfc 4.8 54

231 xenomicIandItranscriptomicIcomparisonsIofIcloselyIrelatedImalariaIparasitesIdifferingIinIvirulenceI
andIsequestrationIpatternWIWellcomehOpenhResearchUI2018UIdUIbec 4.8 10

230 xenomicIandItranscriptomicIcomparisonsIofIcloselyIrelatedImalariaIparasitesIdifferingIinIvirulenceI
andIsequestrationIpatternWIWellcomehOpenhResearchUI2018UIdUIbec 4.8 7

229 xenomeVwideItranscriptomeIprofilingIandIspatialIexpressionIanalysesIidentifyIsignalsIandIswitchesI
ofIdevelopmentIinItapewormsWIEvoDevoUI2018UIjUIcb 3.2 17

228 PreVclinicalIevaluationIofIaIVbasedIwholeVsporozoiteImalariaIvaccineIcandidateWINpjhVaccinesUI2018UI
dUIfe 9.5 8

227 TheImRNrIcapImethyltransferaseIgeneITbtβTbIisInotIessentialIinIvitroIbutIisIaIvirulenceIfactorIinI
vivoIforIbloodstreamIformITrypanosomaIbruceiWIPLoShONEUI2018UIbdUIeacabcgd 3.7 2

226 xenomesIofIallIknownImembersIofIaIPlasmodiumIsubgenusIrevealIpathsItoIvirulentIhumanImalariaWI
NaturehMicrobiologyUI2018UIdUIgihVgjh 26.6 85

225 UsingIWormsaseIParaSitekIrnIzntegratedIPlatformIforIvxploringIyelminthIxenomicIuataWIMethodsh
inhMolecularhBiologyUI2018UIbhfhUIehbVejb 1.4 22
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224 yistoneImethylationIchangesIareIrequiredIforIlifeIcycleIprogressionIinItheIhumanIparasiteI
SchistosomaImansoniWIPLoShPathogensUI2018UIbeUIebaahagg 7.6 29

223 WormsaseIParaSiteIVIaIcomprehensiveIresourceIforIhelminthIgenomicsWIMolecularhandhBiochemicalh
ParasitologyUI2017UIcbfUIcVba 1.9 264

222
VzndependentITreatmentIwailureIinIwourIzmportedItasesIofIPlasmodiumIfalciparumIβalariaITreatedI
withIrrtemetherVαumefantrineIinItheIUnitedI²ingdomWIAntimicrobialhAgentshandhChemotherapyUI
2017UIgbUI

5.9 71

221 PlasmodiumImalariaeIandIPWIovaleIgenomesIprovideIinsightsIintoImalariaIparasiteIevolutionWINature
UI2017UIfecUIbabVbae 50.4 99

220 vxpansionIofItheIxeneIOntologyIknowledgebaseIandIresourcesWINucleichAcidshResearchUI2017UIefUIuddbVuddi20.1 1258

219 rntibodyVindependentImechanismsIregulateItheIestablishmentIofIchronicIPlasmodiumIinfectionWI
NaturehMicrobiologyUI2017UIcUIbgchg 26.6 35

218 βodulationIofIrneuploidyIinIduringIrdaptationItoIuifferentIandIvnvironmentsIandIztsIzmpactIonI
xeneIvxpressionWIMBioUI2017UIiUI 7.8 95

217 TheIexportedIchaperoneIysphaVxIsupportsIvirulenceIfunctionsIforIPlasmodiumIfalciparumIbloodI
stageIparasitesWIPLoShONEUI2017UIbcUIeabibgfg 3.7 34

216 βiRVchhZejijIregulateItranscriptionalIlandscapeIduringIjuvenileItoIadultItransitionIinItheIparasiticI
helminthISchistosomaImansoniWIPLoShNeglectedhTropicalhDiseasesUI2017UIbbUIeaaafffj 4.8 21

215 xenomicItharacterizationIofIRecrudescentIPlasmodiumImalariaeIafterITreatmentIwithI
rrtemetherZαumefantrineWIEmerginghInfectioushDiseasesUI2017UIcdUIbdaaVbdah 10.2 24

214 rIgeneIexpressionIatlasIofIadultISchistosomaImansoniIandItheirIgonadsWIScientifichDataUI2017UIeUIbhabbi8.2 27

213 xeneIvxpressionIinIzsIRegulatedIPredominantlyIbyIxeneIuosageWIMBioUI2017UIiUI 7.8 72

212
UtilizingItheIplanarianIvoltageVgatedIionIchannelItranscriptomeItoIresolveIaIroleIforIaItaIchannelIinI
neuromuscularIfunctionIandIregenerationWIBiochimicahEthBiophysicahActahvhMolecularhCellhResearchUI
2017UIbigeUIbadgVbaef

4.9 12

211 rnIimprovedIgenomeIassemblyIrevealsIanIunexpectedImethyltransferaseIgeneIexpansionWI
WellcomehOpenhResearchUI2017UIcUIec 4.8 29

210 StageVSpecificITranscriptomeIandIProteomeIrnalysesIofItheIwilarialIParasiteIOnchocercaIvolvulusI
andIztsIWolbachiaIvndosymbiontWIMBioUI2016UIhUI 7.8 37

209 SchistosomeIsexImatterskIaIdeepIviewIintoIgonadVspecificIandIpairingVdependentItranscriptomesI
revealsIaIcomplexIgenderIinterplayWIScientifichReportsUI2016UIgUIdbbfa 4.9 74

208 WormsaseIcabgkIexpandingItoIenableIhelminthIgenomicIresearchWINucleichAcidshResearchUI2016UIeeUIuhheVia20.1 217

207 TheIgenomicIbasisIofIparasitismIinItheIStrongyloidesIcladeIofInematodesWINaturehGeneticsUI2016UI
eiUIcjjVdah 36.3 150

(2016-2018)
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206 NitroheterocyclicIdrugIresistanceImechanismsIinITrypanosomaIbruceiWIJournalhofhAntimicrobialh
ChemotherapyUI2016UIhbUIgcfVde 5.1 49

205 ²inetoplastidIPhylogenomicsIRevealsItheIvvolutionaryIznnovationsIrssociatedIwithItheIOriginsIofI
ParasitismWICurrenthBiologyUI2016UIcgUIbgbVbhc 6.3 98

204 TheInucleosomeIlandscapeIofIPlasmodiumIfalciparumIrevealsIchromatinIarchitectureIandIdynamicsI
ofIregulatoryIsequencesWINucleichAcidshResearchUI2016UIeeUIcbbaVce 20.1 56

203 TheIgenomeIofIOnchocercaIvolvulusUIagentIofIriverIblindnessWINaturehMicrobiologyUI2016UIcUIbgcbg 26.6 69

202 rInewIreferenceIsequenceIwithIimprovedIassemblyIofItheIsubtelomeresIrevealsIanIabundanceIofI
genesWIWellcomehOpenhResearchUI2016UIbUIe 4.8 69

201 vvolutionaryIgenomicsIofIepidemicIvisceralIleishmaniasisIinItheIzndianIsubcontinentWIELifeUI2016UIfUI 8.9 107

200 PopulationIgenomicsIrevealsItheIoriginIandIasexualIevolutionIofIhumanIinfectiveItrypanosomesWI
ELifeUI2016UIfUIebbehd 8.9 62

199 rctivationIofIsicyclicINitroVdrugsIbyIaINovelINitroreductaseIQNTRcRIinIαeishmaniaWIPLoShPathogensUI
2016UIbcUIebaafjhb 7.6 53

198 yzVVbIzntegratesIWidelyIthroughoutItheIxenomeIofItheIyumanIsloodIwlukeISchistosomaImansoniWI
PLoShPathogensUI2016UIbcUIebaafjdb 7.6 14

197 WholeIgenomeIsequencingIofIPlasmodiumIfalciparumIfromIdriedIbloodIspotsIusingIselectiveIwholeI
genomeIamplificationWIMalariahJournalUI2016UIbfUIfjh 3.6 74

196 uatasetIforIaIdeInovoItranscriptomeIassemblyUIutilizedIforIdefiningItheIvoltageVgatedIlikeIionI
channelIsuperfamilyWIDatahinhBriefUI2016UIjUIbaeeVbaeh 1.2 9

195 WholeIgenomeIresequencingIofItheIhumanIparasiteISchistosomaImansoniIrevealsIpopulationI
historyIandIeffectsIofIselectionWIScientifichReportsUI2016UIgUIcajfe 4.9 43

194 tompanionkIaIwebIserverIforIannotationIandIanalysisIofIparasiteIgenomesWINucleichAcidshResearchUI
2016UIeeUIWcjVde 20.1 68

193 rInovelImemberIofItheIletVhImicroRNrIfamilyIisIassociatedIwithIdevelopmentalItransitionsIinI
filarialInematodeIparasitesWIBMChGenomicsUI2015UIbgUIddb 4.5 20

192 xenomeVscaleIRNriIscreensIforIhighVthroughputIphenotypingIinIbloodstreamVformIrfricanI
trypanosomesWINaturehProtocolsUI2015UIbaUIbagVdd 18.8 39

191 TrypanotyckIaIcommunityVledIbiochemicalIpathwaysIdatabaseIforITrypanosomaIbruceiWINucleich
AcidshResearchUI2015UIedUIugdhVee 20.1 28

190 WhatIhelminthIgenomesIhaveItaughtIusIaboutIparasiteIevolutionWIParasitologyUI2015UIbecISupplIbUISifVjh2.7 61

189 xlobalIxeneIvxpressionIProfilingIthroughItheItompleteIαifeItycleIofITrypanosomaIvivaxWIPLoSh
NeglectedhTropicalhDiseasesUI2015UIjUIeaaadjhf 4.8 24
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188 xenomicIandIProteomicIStudiesIonItheIβodeIofIrctionIofIOxaborolesIagainstItheIrfricanI
TrypanosomeWIPLoShNeglectedhTropicalhDiseasesUI2015UIjUIeaaaecjj 4.8 26

187 rIcascadeIofIuNrVbindingIproteinsIforIsexualIcommitmentIandIdevelopmentIinIPlasmodiumWI
NatureUI2014UIfahUIcfdVcfh 50.4 269

186 xenomeIsequenceIofItheItsetseIflyIQxlossinaImorsitansRkIvectorIofIrfricanItrypanosomiasisWIScienceUI
2014UIdeeUIdiaVg 33.3 192

185 SummarizingIspecificIprofilesIinIzlluminaIsequencingIfromIwholeVgenomeIamplifiedIuNrWIDNAh
ResearchUI2014UIcbUIcedVfe 4.5 11

184 βedicineWIyaltingIharmfulIhelminthsWIScienceUI2014UIdegUIbgiVj 33.3 30

183 TheIgenomeIandIlifeVstageIspecificItranscriptomesIofIxloboderaIpallidaIelucidateIkeyIaspectsIofI
plantIparasitismIbyIaIcystInematodeWIGenomehBiologyUI2014UIbfUIRed 18.3 155

182 xenomicIanalysisIofItheIcausativeIagentsIofIcoccidiosisIinIdomesticIchickensWIGenomehResearchUI
2014UIceUIbghgVif 9.7 121

181 WhipwormIgenomeIandIdualVspeciesItranscriptomeIanalysesIprovideImolecularIinsightsIintoIanI
intimateIhostVparasiteIinteractionWINaturehGeneticsUI2014UIegUIgjdVhaa 36.3 101

180 TheIevolutionaryIdynamicsIofIvariantIantigenIgenesIinIsabesiaIrevealIaIhistoryIofIgenomicI
innovationIunderlyingIhostVparasiteIinteractionWINucleichAcidshResearchUI2014UIecUIhbbdVdb 20.1 66

179 xenomicIconfirmationIofIhybridisationIandIrecentIinbreedingIinIaIvectorVisolatedIαeishmaniaI
populationWIPLoShGeneticsUI2014UIbaUIebaaeajc 6 108

178 OptimizedIwholeVgenomeIamplificationIstrategyIforIextremelyIrTVbiasedItemplateWIDNAhResearchUI
2014UIcbUIggbVhb 4.5 23

177 uifferentialIPfvβPbIexpressionIisIassociatedIwithIcerebralImalariaIpathologyWIPLoShPathogensUI
2014UIbaUIebaaefdh 7.6 26

176 znternationalIglossinaIgenomeIinitiativeIcaaeVcabekIaIdriverIforIpostVgenomicIeraIresearchIonItheI
rfricanIcontinentWIPLoShNeglectedhTropicalhDiseasesUI2014UIiUIedace 4.8 5

175 PhosphoinositideImetabolismIlinksIcxβPVdependentIproteinIkinaseIxItoIessentialIta´†TIsignalsIatI
keyIdecisionIpointsIinItheIlifeIcycleIofImalariaIparasitesWIPLoShBiologyUI2014UIbcUIebaabiag 9.7 136

174 TheIgenomeIofItheIsparganosisItapewormISpirometraIerinaceieuropaeiIisolatedIfromItheIbiopsyIofI
aImigratingIbrainIlesionWIGenomehBiologyUI2014UIbfUIfba 18.3 33

173 SecretedIproteomesIofIdifferentIdevelopmentalIstagesIofItheIgastrointestinalInematodeI
NippostrongylusIbrasiliensisWIMolecularhandhCellularhProteomicsUI2014UIbdUIchdgVfb 7.6 63

172 PyrazoleamideIcompoundsIareIpotentIantimalarialsIthatItargetINaTIhomeostasisIinI
intraerythrocyticIPlasmodiumIfalciparumWINaturehCommunicationsUI2014UIfUIffcb 17.4 85

171 rIcomprehensiveIevaluationIofIrodentImalariaIparasiteIgenomesIandIgeneIexpressionWIBMChBiology
UI2014UIbcUIig 7.3 174

(2014-2015)
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170 xenomeIsequencingIofIchimpanzeeImalariaIparasitesIrevealsIpossibleIpathwaysIofIadaptationItoI
humanIhostsWINaturehCommunicationsUI2014UIfUIehfe 17.4 107

169 rIcomprehensiveIevaluationIofIassemblyIscaffoldingItoolsWIGenomehBiologyUI2014UIbfUIRec 18.3 118

168 WormsaseIcabekInewIviewsIofIcuratedIbiologyWINucleichAcidshResearchUI2014UIecUIuhijVjd 20.1 126

167 RvrPRkIaIuniversalItoolIforIgenomeIassemblyIevaluationWIGenomehBiologyUI2013UIbeUIReh 18.3 304

166 xeneticIandImolecularIbasisIofIdrugIresistanceIandIspeciesVspecificIdrugIactionIinIschistosomeI
parasitesWIScienceUI2013UIdecUIbdifVj 33.3 104

165 TheIgenomeIandItranscriptomeIofIyaemonchusIcontortusUIaIkeyImodelIparasiteIforIdrugIandI
vaccineIdiscoveryWIGenomehBiologyUI2013UIbeUIRii 18.3 225

164
tharacterizationIandIcomparativeIanalysisIofItheIcompleteIyaemonchusIcontortusI˛†VtubulinIgeneI
familyIandIimplicationsIforIbenzimidazoleIresistanceIinIstrongylidInematodesWIInternationalhJournalh
forhParasitologyUI2013UIedUIegfVhf

4.3 37

163 TheIgenomesIofIfourItapewormIspeciesIrevealIadaptationsItoIparasitismWINatureUI2013UIejgUIfhVgd 50.4 483

162 SchistouskIanIupdatedIgenomeIresourceIforItheIthreeIkeyIschistosomesIofIhumansWINucleichAcidsh
ResearchUI2013UIebUIuhciVdb 20.1 41

161 βultipleIpopulationsIofIartemisininVresistantIPlasmodiumIfalciparumIinItambodiaWINaturehGeneticsUI
2013UIefUIgeiVff 36.3 350

160 tomparativeIstudyIofItranscriptomeIprofilesIofImechanicalVIandIskinVtransformedISchistosomaI
mansoniIschistosomulaWIPLoShNeglectedhTropicalhDiseasesUI2013UIhUIecajb 4.8 50

159 VectorItransmissionIregulatesIimmuneIcontrolIofIPlasmodiumIvirulenceWINatureUI2013UIejiUIcciVdb 50.4 113

158 ProteomicIandIgeneticIanalysesIdemonstrateIthatIPlasmodiumIbergheiIbloodIstagesIexportIaIlargeI
andIdiverseIrepertoireIofIproteinsWIMolecularhandhCellularhProteomicsUI2013UIbcUIecgVei 7.6 52

157 samViewkIvisualizingIandIinterpretationIofInextVgenerationIsequencingIreadIalignmentsWIBriefingsh
inhBioinformaticsUI2013UIbeUIcadVbc 13.4 50

156 rIcellVsurfaceIphylomeIforIrfricanItrypanosomesWIPLoShNeglectedhTropicalhDiseasesUI2013UIhUIecbcb 4.8 72

155 xenesIinvolvedIinIhostVparasiteIinteractionsIcanIbeIrevealedIbyItheirIcorrelatedIexpressionWINucleich
AcidshResearchUI2013UIebUIbfaiVbi 20.1 20

154
xenomeVwideIprofilingIofIchromosomeIinteractionsIinIPlasmodiumIfalciparumIcharacterizesI
nuclearIarchitectureIandIreconfigurationsIassociatedIwithIantigenicIvariationWIMolecularh
MicrobiologyUI2013UIjaUIfbjVdh

4.1 37

153 vfficientIdepletionIofIhostIuNrIcontaminationIinImalariaIclinicalIsequencingWIJournalhofhClinicalh
MicrobiologyUI2013UIfbUIhefVfb 9.7 57
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152 xenomeVwideISNPIandImicrosatelliteIvariationIilluminateIpopulationVlevelIepidemiologyIinItheI
αeishmaniaIdonovaniIspeciesIcomplexWIInfectionuhGeneticshandhEvolutionUI2012UIbcUIbejVfj 4.5 47

151 rrtemiskIanIintegratedIplatformIforIvisualizationIandIanalysisIofIhighVthroughputIsequenceVbasedI
experimentalIdataWIBioinformaticsUI2012UIciUIegeVj 7.2 665

150 SilencingIofIgermlineVexpressedIgenesIbyIuNrIeliminationIinIsomaticIcellsWIDevelopmentalhCellUI
2012UIcdUIbahcVia 10.2 79

149 xeneticImarkersIforISSxIresistanceIinIαeishmaniaIdonovaniIandISSxItreatmentIfailureIinIvisceralI
leishmaniasisIpatientsIofItheIzndianIsubcontinentWIJournalhofhInfectioushDiseasesUI2012UIcagUIhfcVf 7 21

148 tharacterizationIandIgeneIexpressionIanalysisIofItheIcirImultiVgeneIfamilyIofIPlasmodiumIchabaudiI
chabaudiIQrSRWIBMChGenomicsUI2012UIbdUIbcf 4.5 19

147 uiversityIinIparasiticInematodeIgenomeskItheImicroRNrsIofIsrugiaIpahangiIandIyaemonchusI
contortusIareIlargelyInovelWIBMChGenomicsUI2012UIbdUIe 4.5 55

146 yighVthroughputIdecodingIofIantitrypanosomalIdrugIefficacyIandIresistanceWINatureUI2012UIeicUIcdcVg 50.4 229

145 TheIOntologyIforIParasiteIαifecycleIQOPαRkItowardsIaIconsistentIvocabularyIofIlifecycleIstagesIinI
parasiticIorganismsWIJournalhofhBiomedicalhSemanticsUI2012UIdUIf 2.2 4

144 rnalysisIofIPlasmodiumIfalciparumIdiversityIinInaturalIinfectionsIbyIdeepIsequencingWINatureUI2012UI
eihUIdhfVj 50.4 345

143 rIpostVassemblyIgenomeVimprovementItoolkitIQPrxzTRItoIobtainIannotatedIgenomesIfromIcontigsWI
NaturehProtocolsUI2012UIhUIbcgaVie 18.8 144

142 vxpressionIofIchemosensoryIproteinsIinItheItsetseIflyIxlossinaImorsitansImorsitansIisIrelatedItoI
femaleIhostVseekingIbehaviourWIInsecthMolecularhBiologyUI2012UIcbUIebVi 3.4 76

141 rItranscriptomicIanalysisIofIvchinococcusIgranulosusIlarvalIstageskIimplicationsIforIparasiteIbiologyI
andIhostIadaptationWIPLoShNeglectedhTropicalhDiseasesUI2012UIgUIebijh 4.8 51

140 tomparativeIgenomicsIofItheIapicomplexanIparasitesIToxoplasmaIgondiiIandINeosporaIcaninumkI
toccidiaIdifferingIinIhostIrangeIandItransmissionIstrategyWIPLoShPathogensUI2012UIiUIebaacfgh 7.6 154

139 RNrseqIanalysisIofItheIparasiticInematodeIStrongyloidesIstercoralisIrevealsIdivergentIregulationI
ofIcanonicalIdauerIpathwaysWIPLoShNeglectedhTropicalhDiseasesUI2012UIgUIebife 4.8 63

138 rIsystematicallyIimprovedIhighIqualityIgenomeIandItranscriptomeIofItheIhumanIbloodIflukeI
SchistosomaImansoniWIPLoShNeglectedhTropicalhDiseasesUI2012UIgUIebeff 4.8 306

137 xermlineItransgenesisIandIinsertionalImutagenesisIinISchistosomaImansoniImediatedIbyImurineI
leukemiaIvirusWIPLoShPathogensUI2012UIiUIebaacica 7.6 53

136 xeneusVVanIannotationIdatabaseIforIpathogensWINucleichAcidshResearchUI2012UIeaUIujiVbai 20.1 186

135 rntigenicIdiversityIisIgeneratedIbyIdistinctIevolutionaryImechanismsIinIrfricanItrypanosomeI
speciesWIProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaUI2012UIbajUIdebgVcb11.5 114

(2012-2012)
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134 WormsaseIcabckImoreIgenomesUImoreIdataUInewIwebsiteWINucleichAcidshResearchUI2012UIeaUIuhdfVeb 20.1 159

133 rnnotationIofItwoIlargeIcontiguousIregionsIfromItheIyaemonchusIcontortusIgenomeIusingI
RNrVseqIandIcomparativeIanalysisIwithItaenorhabditisIelegansWIPLoShONEUI2011UIgUIecdcbg 3.7 21

132 TSzuvRbUIaIshortIandInonVautonomousISalivarianItrypanosomeVspecificIretroposonIrelatedItoItheI
ingigIsubcladeWIMolecularhandhBiochemicalhParasitologyUI2011UIbhjUIdaVg 1.9 7

131 zdentityIcrisispITheIneedIforIsystematicIgeneIzusWITrendshinhParasitologyUI2011UIchUIbidVe 6.4 2

130 UsingIRNrVseqItoIdetermineItheItranscriptionalIlandscapeIandItheIhypoxicIresponseIofItheI
pathogenicIyeastItandidaIparapsilosisWIBMChGenomicsUI2011UIbcUIgci 4.5 59

129 RrTTkIRapidIrnnotationITransferIToolWINucleichAcidshResearchUI2011UIdjUIefh 20.1 224

128 WholeIgenomeIsequencingIofImultipleIαeishmaniaIdonovaniIclinicalIisolatesIprovidesIinsightsIintoI
populationIstructureIandImechanismsIofIdrugIresistanceWIGenomehResearchUI2011UIcbUIcbedVfg 9.7 319

127 thromosomeIandIgeneIcopyInumberIvariationIallowImajorIstructuralIchangeIbetweenIspeciesIandI
strainsIofIαeishmaniaWIGenomehResearchUI2011UIcbUIcbcjVec 9.7 299

126 uifferencesIbetweenITrypanosomaIbruceiIgambienseIgroupsIbIandIcIinItheirIresistanceItoIkillingIbyI
trypanolyticIfactorIbWIPLoShNeglectedhTropicalhDiseasesUI2011UIfUIebcih 4.8 36

125 rIdeepIsequencingIapproachItoIcomparativelyIanalyzeItheItranscriptomeIofIlifecycleIstagesIofItheI
filarialIwormUIsrugiaImalayiWIPLoShNeglectedhTropicalhDiseasesUI2011UIfUIebeaj 4.8 69

124 xenomicIinsightsIintoItheIoriginIofIparasitismIinItheIemergingIplantIpathogenIsursaphelenchusI
xylophilusWIPLoShPathogensUI2011UIhUIebaaccbj 7.6 279

123 yighVthroughputIphenotypingIusingIparallelIsequencingIofIRNrIinterferenceItargetsIinItheIrfricanI
trypanosomeWIGenomehResearchUI2011UIcbUIjbfVce 9.7 332

122 NewIinsightsIintoItheIbloodVstageItranscriptomeIofIPlasmodiumIfalciparumIusingIRNrVSeqWI
MolecularhMicrobiologyUI2010UIhgUIbcVce 4.1 283

121 samViewkIviewingImappedIreadIalignmentIdataIinItheIcontextIofItheIreferenceIsequenceWI
BioinformaticsUI2010UIcgUIghgVh 7.2 58

120 TriTrypuskIaIfunctionalIgenomicIresourceIforItheITrypanosomatidaeWINucleichAcidshResearchUI2010UI
diUIuefhVgc 20.1 625

119 ProteinIvariationIinIbloodVdwellingIschistosomeIwormsIgeneratedIbyIdifferentialIsplicingIofI
microVexonIgeneItranscriptsWIGenomehResearchUI2010UIcaUIbbbcVcb 9.7 74

118 TheIgenomeIsequenceIofITrypanosomaIbruceiIgambienseUIcausativeIagentIofIchronicIhumanI
africanItrypanosomiasisWIPLoShNeglectedhTropicalhDiseasesUI2010UIeUIegfi 4.8 107

117 zdentificationIofIattractiveIdrugItargetsIinIneglectedVdiseaseIpathogensIusingIanIinIsilicoIapproachWI
PLoShNeglectedhTropicalhDiseasesUI2010UIeUIeiae 4.8 123

MattuBerriman

12



116 zterativeItorrectionIofIReferenceINucleotidesIQitORNRIusingIsecondIgenerationIsequencingI
technologyWIBioinformaticsUI2010UIcgUIbhaeVh 7.2 184

115 zmprovingIdraftIassembliesIbyIiterativeImappingIandIassemblyIofIshortIreadsItoIeliminateIgapsWI
GenomehBiologyUI2010UIbbUIReb 18.3 236

114 tharacterisationsIofIodorantVbindingIproteinsIinItheItsetseIflyIxlossinaImorsitansImorsitansWI
CellularhandhMolecularhLifehSciencesUI2010UIghUIjbjVcj 10.3 38

113 uesigningIandIimplementingIchemoinformaticIapproachesIinITuRITargetsIuatabasekIlinkingIgenesI
toIchemicalIcompoundsIinItropicalIdiseaseIcausingIpathogensWIBMChBioinformaticsUI2010UIbbUI 3.6 1

112 TranscriptomeIanalysisIofIreproductiveItissueIandIintrauterineIdevelopmentalIstagesIofItheItsetseI
flyIQxlossinaImorsitansImorsitansRWIBMChGenomicsUI2010UIbbUIbga 4.5 21

111 rnIinsightIintoItheIsialomeIofIxlossinaImorsitansImorsitansWIBMChGenomicsUI2010UIbbUIcbd 4.5 69

110 αongVIandIshortVtermIselectiveIforcesIonImalariaIparasiteIgenomesWIPLoShGeneticsUI2010UIgUIebaabajj 6 20

109 uNrPlotterkIcircularIandIlinearIinteractiveIgenomeIvisualizationWIBioinformaticsUI2009UIcfUIbbjVca 7.2 601

108 TrypanosomatidIgenomesIcontainIseveralIsubfamiliesIofIingiVrelatedIretroposonsWIEukaryotichCellUI
2009UIiUIbfdcVec 16

107 rsrtrSkIalgorithmVbasedIautomaticIcontiguationIofIassembledIsequencesWIBioinformaticsUI2009UI
cfUIbjgiVj 7.2 323

106 rnalysisIofIexpressedIsequenceItagsIfromItheIfourImainIdevelopmentalIstagesIofITrypanosomaI
congolenseWIMolecularhandhBiochemicalhParasitologyUI2009UIbgiUIdeVec 1.9 19

105 vvolutionIofIpathogenicityIandIsexualIreproductionIinIeightItandidaIgenomesWINatureUI2009UIefjUIgfhVgc50.4 764

104 TheIgenomeIofItheIbloodIflukeISchistosomaImansoniWINatureUI2009UIegaUIdfcVi 50.4 822

103 rmplificationVfreeIzlluminaIsequencingVlibraryIpreparationIfacilitatesIimprovedImappingIandI
assemblyIofIQxTtRVbiasedIgenomesWINaturehMethodsUI2009UIgUIcjbVf 21.6 431

102 PlasmodiumIfalciparumIvarIgeneIexpressionIisImodifiedIbyIhostIimmunityWIProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaUI2009UIbagUIcbiabVg 11.5 111

101 tomparativeIgenomicsIofItheIfungalIpathogensItandidaIdubliniensisIandItandidaIalbicansWIGenomeh
ResearchUI2009UIbjUIccdbVee 9.7 165

100 TheIgenomeIofItheIsimianIandIhumanImalariaIparasiteIPlasmodiumIknowlesiWINatureUI2008UIeffUIhjjViad50.4 289

99 xenomicVscaleIprioritizationIofIdrugItargetskItheITuRITargetsIdatabaseWINaturehReviewshDrugh
DiscoveryUI2008UIhUIjaaVh 64.1 244

(2008-2010)
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98 tharacterizationIofItheIantimicrobialIpeptideIattacinIlociIfromIxlossinaImorsitansWIInsecthMolecularh
BiologyUI2008UIbhUIcjdVdac 3.4 22

97 TrypanotycIâ��IaImetabolicIpathwayIdatabaseIforITrypanosomaIbruceiWIBMChBioinformaticsUI2008UIjUI 3.6 14

96 znsightsIintoItheIgenomeIsequenceIofIaIfreeVlivingI²inetoplastidkIsodoIsaltansIQ²inetoplastidakI
vuglenozoaRWIBMChGenomicsUI2008UIjUIfje 4.5 36

95 vxtensiveIchromosomeIrearrangementsIdistinguishItheIkaryotypeIofItheIhypovirulentIspeciesI
tandidaIdubliniensisIfromItheIvirulentItandidaIalbicansWIFungalhGeneticshandhBiologyUI2008UIefUIddiVfa 3.9 23

94 TheIxeneIOntologyIprojectIinIcaaiWINucleichAcidshResearchUI2008UIdgUIueeaVe 20.1 564

93 xenomeVwideIdiscoveryIandIverificationIofInovelIstructuredIRNrsIinIPlasmodiumIfalciparumWI
GenomehResearchUI2008UIbiUIcibVjc 9.7 72

92 rrtemisIandIrtTkIviewingUIannotatingIandIcomparingIsequencesIstoredIinIaIrelationalIdatabaseWI
BioinformaticsUI2008UIceUIcghcVg 7.2 462

91 xeneticsIofImatingIandIsexIdeterminationIinItheIparasiticInematodeIyaemonchusIcontortusWI
GeneticsUI2008UIbiaUIbihhVih 4 33

90 PatternsIofIevolutionIinItheIuniqueItRNrIgeneIarraysIofItheIgenusIvntamoebaWIMolecularhBiologyh
andhEvolutionUI2008UIcfUIbihVji 8.3 38

89 TelomericIexpressionIsitesIareIhighlyIconservedIinITrypanosomaIbruceiWIPLoShONEUI2008UIdUIedfch 3.7 208

88 xenomeIvariationIandIevolutionIofItheImalariaIparasiteIPlasmodiumIfalciparumWINaturehGeneticsUI
2007UIdjUIbcaVf 36.3 159

87 tomparativeIgenomicIanalysisIofIthreeIαeishmaniaIspeciesIthatIcauseIdiverseIhumanIdiseaseWI
NaturehGeneticsUI2007UIdjUIidjVeh 36.3 569

86 uifferentialIvarIgeneIexpressionIinItheIorgansIofIpatientsIdyingIofIfalciparumImalariaWIMolecularh
MicrobiologyUI2007UIgfUIjfjVgh 4.1 54

85 SchistosomaImansoniIgenomekIclosingIinIonIaIfinalIgeneIsetWIExperimentalhParasitologyUI2007UIbbhUIccfVi2.1 37

84 POmingIinIonIschistosomeskIprospectsIandIlimitationsIforIpostVgenomicsWITrendshinhParasitologyUI
2007UIcdUIbeVca 6.4 51

83 SequencingIandIanalysisIofIchromosomeIbIofIvimeriaItenellaIrevealsIaIuniqueIsegmentalI
organizationWIGenomehResearchUI2007UIbhUIdbbVj 9.7 42

82 xenomicsIandIemergingIdrugIdiscoveryItechnologiesWIExperthOpinionhonhDrughDiscoveryUI2007UIcUISidVj 6.2 4

81 rssemblyIofItheItandidaIalbicansIgenomeIintoIsixteenIsupercontigsIalignedIonItheIeightI
chromosomesWIGenomehBiologyUI2007UIiUIRfc 18.3 128
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80 RNrIinterferenceIinIparasiticIhelminthskIcurrentIsituationUIpotentialIpitfallsIandIfutureIprospectsWI
ParasitologyUI2007UIbdeUIgajVbj 2.7 122

79 TheIxeneIOntologyIQxORIprojectIinIcaagWINucleichAcidshResearchUI2006UIdeUIudccVg 20.1 794

78
–ustIoneIcrossIappearsIcapableIofIdramaticallyIalteringItheIpopulationIbiologyIofIaIeukaryoticI
pathogenIlikeIToxoplasmaIgondiiWIProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedh
StateshofhAmericaUI2006UIbadUIbafbeVbafbj

11.5 102

77 tommonIinheritanceIofIchromosomeIzaIassociatedIwithIclonalIexpansionIofIToxoplasmaIgondiiWI
GenomehResearchUI2006UIbgUIbbbjVcf 9.7 49

76 SchistosomaImansoniIQPlatyhelminthesUITrematodaRInuclearIreceptorskIsixteenInewImembersIandIaI
novelIsubfamilyWIGeneUI2006UIdggUIdadVbf 3.8 35

75 yotIandIsexyImouldsJWINaturehReviewshMicrobiologyUI2006UIeUIceeVf 22.2 3

74 vxpressedIsequenceItagIQvSTRIanalysisIofItheIerythrocyticIstagesIofIsabesiaIbovisWIVeterinaryh
ParasitologyUI2006UIbdiUIgbVhe 2.8 27

73 TheIgeneticImapIandIcomparativeIanalysisIwithItheIphysicalImapIofITrypanosomaIbruceiWINucleich
AcidshResearchUI2005UIddUIggiiVjd 20.1 53

72 TheIgenomeIofItheIkinetoplastidIparasiteUIαeishmaniaImajorWIScienceUI2005UIdajUIedgVec 33.3 1101

71 tomparativeIgenomicsIofItrypanosomatidIparasiticIprotozoaWIScienceUI2005UIdajUIeaeVj 33.3 614

70 xenomeIofItheIhostVcellItransformingIparasiteITheileriaIannulataIcomparedIwithITWIparvaWIScienceUI
2005UIdajUIbdbVd 33.3 235

69 xenomeIsequenceIofITheileriaIparvaUIaIbovineIpathogenIthatItransformsIlymphocytesWIScienceUI
2005UIdajUIbdeVh 33.3 259

68 tompositeIgenomeImapIandIrecombinationIparametersIderivedIfromIthreeIarchetypalIlineagesIofI
ToxoplasmaIgondiiWINucleichAcidshResearchUI2005UIddUIcjiaVjc 20.1 133

67 TheIgenomeIofItheIrfricanItrypanosomeITrypanosomaIbruceiWIScienceUI2005UIdajUIebgVcc 33.3 1323

66 rIcomprehensiveIsurveyIofItheIPlasmodiumIlifeIcycleIbyIgenomicUItranscriptomicUIandIproteomicI
analysesWIScienceUI2005UIdahUIicVg 33.3 662

65 WhatItheIgenomeIsequenceIisIrevealingIaboutItrypanosomeIantigenicIvariationWIBiochemicalh
SocietyhTransactionsUI2005UIddUIjigVjij 5.1 32

64 WhatItheIgenomeIsequenceIisIrevealingIaboutItrypanosomeIantigenicIvariationWIBiochemicalh
SocietyhTransactionsUI2005UIddUIjigVj 5.1 45

63 TheIgenomeIofItheIprotistIparasiteIvntamoebaIhistolyticaWINatureUI2005UIeddUIigfVi 50.4 701

(2005-2007)
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62 TheIgenomeIofItheIsocialIamoebaIuictyosteliumIdiscoideumWINatureUI2005UIedfUIedVfh 50.4 1042

61 xenomicIsequenceIofItheIpathogenicIandIallergenicIfilamentousIfungusIrspergillusIfumigatusWI
NatureUI2005UIediUIbbfbVg 50.4 1114

60 zntegrationIofItoolsIandIresourcesIforIdisplayIandIanalysisIofIgenomicIdataIforIprotozoanIparasitesWI
InternationalhJournalhforhParasitologyUI2005UIdfUIeibVjd 4.3 8

59 rIcaseIforIaIxlossinaIgenomeIprojectWITrendshinhParasitologyUI2005UIcbUIbahVbb 6.4 25

58 rtTkItheIrrtemisItomparisonIToolWIBioinformaticsUI2005UIcbUIdeccVd 7.2 1269

57 PlasmodiumIfalciparumIvariantIsurfaceIantigenIexpressionIpatternsIduringImalariaWIPLoShPathogens
UI2005UIbUIecg 7.6 132

56 rIhumanVcuratedIannotationIofItheItandidaIalbicansIgenomeWIPLoShGeneticsUI2005UIbUIdgVfh 6 249

55
rnIancestralIoomyceteIlocusIcontainsIlateIblightIavirulenceIgeneIrvrdaUIencodingIaIproteinIthatIisI
recognizedIinItheIhostIcytoplasmWIProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedh
StateshofhAmericaUI2005UIbacUIhhggVhb

11.5 362

54 vvolutionIofInoncodingIandIsilentIcodingIsitesIinItheIPlasmodiumIfalciparumIandIPlasmodiumI
reichenowiIgenomesWIMolecularhBiologyhandhEvolutionUI2005UIccUIbgcbVg 8.3 17

53 TheIingiIandIRzβvInonVαTRIretrotransposonsIareInotIrandomlyIdistributedIinItheIgenomeIofI
TrypanosomaIbruceiWIMolecularhBiologyhandhEvolutionUI2004UIcbUIfcaVi 8.3 29

52 xeneIsyntenyIandIevolutionIofIgenomeIarchitectureIinItrypanosomatidsWIMolecularhandhBiochemicalh
ParasitologyUI2004UIbdeUIbidVjb 1.9 83

51 tontinuingItsetseIandITrypanosomaIgenomeIsequencingIprojectsWITrendshinhParasitologyUI2004UIcaUI
daiVjlIauthorIreplyIdajVba 6.4 2

50 turationIofItheIPlasmodiumIfalciparumIgenomeWITrendshinhParasitologyUI2004UIcaUIfeiVfc 6.4 14

49 xOtchakIaInewImethodIforIpredictionIofIproteinIfunctionIassessedIbyItheIannotationIofIsevenI
genomesWIBMChBioinformaticsUI2004UIfUIbhi 3.6 168

48 TheIxeneIOntologyIQxORIdatabaseIandIinformaticsIresourceWINucleichAcidshResearchUI2004UIdcUIucfiVgb 20.1 2536

47 xeneuskIaIresourceIforIprokaryoticIandIeukaryoticIorganismsWINucleichAcidshResearchUI2004UIdcUIuddjVed20.1 190

46 rnnotationIofIparasiteIgenomesWIMethodshinhMolecularhBiologyUI2004UIchaUIbhVee 1.4 7

45 uataIminingIparasiteIgenomesWIParasitologyUI2004UIbciISupplIbUIScdVdb 2.7 3
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44 rdultImidgutIexpressedIsequenceItagsIfromItheItsetseIflyIxlossinaImorsitansImorsitansIandI
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