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195 Structure_MfunctionMandMdiversityMofMtheMhealthyMhumanMmicrobiomebMNature_M2012_Mhlj_Mfdkaeh 50.4 6938

194 uMframeworkMforMhumanMmicrobiomeMresearchbMNature_M2012_Mhlj_Mfeiafe 50.4 1722

193 MetabolicMreconstructionMforMmetagenomicMdataMandMitsMapplicationMtoMtheMhumanMmicrobiomebMPLoSe
ComputationaleBiology_M2012_Ml_Meeddfgil 5 730

192  enomicMvariationMlandscapeMofMtheMhumanMgutMmicrobiomebMNature_M2013_Mhmg_Mhiaid 50.4 571

191  enomeManalysisMofMtheMplatypusMrevealsMuniqueMsignaturesMofMevolutionbMNature_M2008_Mhig_Mekialg 50.4 545

190 xraftMgenomeMofMtheMfilarialMnematodeMparasiteMvrugiaMmalayibMScience_M2007_Mgek_Mekijajd 33.3 513

189 uMcatalogMofMreferenceMgenomesMfromMtheMhumanMmicrobiomebMScience_M2010_Mgfl_Mmmham 33.3 508

188 uMsystematicManalysisMofMbiosyntheticMgeneMclustersMinMtheMhumanMmicrobiomeMrevealsMaMcommonM
familyMofMantibioticsbMCell_M2014_Meil_Mehdfaeheh 56.2 433

187 womparativeMandMdemographicManalysisMofMorangautanMgenomesbMNature_M2011_Mhjm_Mifmagg 50.4 431

186 ulphaagliadinMgenesMfromMtheMu_Mv_MandMxMgenomesMofMwheatMcontainMdifferentMsetsMofMceliacMdiseaseM
epitopesbMBMCeGenomics_M2006_Mk_Me 4.5 301

185 TheMPristionchusMpacificusMgenomeMprovidesMaMuniqueMperspectiveMonMnematodeMlifestyleMandM
parasitismbMNatureeGenetics_M2008_Mhd_Meemgal 36.3 280

184 MetabolicMandMmetagenomicMoutcomesMfromMearlyalifeMpulsedMantibioticMtreatmentbMNaturee
Communications_M2015_Mj_Mkhlj 17.4 232

183 TheMdraftMgenomeMofMtheMparasiticMnematodeMTrichinellaMspiralisbMNatureeGenetics_M2011_Mhg_Mfflagi 36.3 230

182 uMtranscriptomicManalysisMofMtheMphylumMNematodabMNatureeGenetics_M2004_Mgj_Mefimajk 36.3 209

181 WidespreadMcolonizationMofMtheMlungMbyMTropherymaMwhippleiMinMHIVMinfectionbMAmericaneJournaleofe
RespiratoryeandeCriticaleCareeMedicine_M2013_Melk_Meeedak 10.2 140

180  enomeMofMtheMhumanMhookwormMNecatorMamericanusbMNatureeGenetics_M2014_Mhj_Mfjeafjm 36.3 139

179 xeepMsmallMRNuMsequencingMfromMtheMnematodeMuscarisMrevealsMconservation_MfunctionalM
diversification_MandMnovelMdevelopmentalMprofilesbMGenomeeResearch_M2011_Mfe_Mehjfakk 9.7 133
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178 SepsisMfromMtheMgutnMtheMentericMhabitatMofMbacteriaMthatMcauseMlateaonsetMneonatalMbloodstreamM
infectionsbMClinicaleInfectiouseDiseases_M2014_Mil_Mefeeal 11.6 124

177 unalysisMandMfunctionalMclassificationMofMtranscriptsMfromMtheMnematodeMMeloidogyneMincognitabM
GenomeeBiology_M2003_Mh_MRfj 18.3 116

176 womparativeMgenomicsMofMnematodesbMTrendseineGenetics_M2005_Mfe_Mikgale 8.5 115

175 RNuiMeffectorMdiversityMinMnematodesbMPLoSeNeglectedeTropicaleDiseases_M2011_Mi_Meeekj 4.8 104

174 ImpactMofMexperimentalMhookwormMinfectionMonMtheMhumanMgutMmicrobiotabMJournaleofeInfectiouse
Diseases_M2014_Mfed_Mehgeah 7 100

173 xynamicMchangesMinMtheMsubgingivalMmicrobiomeMandMtheirMpotentialMforMdiagnosisMandMprognosisMofM
periodontitisbMMBio_M2015_Mj_Medemfjaeh 7.8 95

172 ResponsesMtoMacuteMinfectionMwithMSuRSawoVafMinMtheMlungsMofMrhesusMmacaques_MbaboonsMandM
marmosetsbMNatureeMicrobiology_M2021_Mj_Mkgalj 26.6 95

171 MicrobiomeMSignaturesMussociatedMWithMSteatohepatitisMandMModerateMtoMSevereMzibrosisMinM
whildrenMWithMNonalcoholicMzattyMLiverMxiseasebMGastroenterology_M2019_Meik_Meedmaeeff 13.3 92

170 yndosymbiontMxNuMinMendobacteriaafreeMfilarialMnematodesMindicatesMancientMhorizontalMgeneticM
transferbMPLoSeONE_M2010_Mi_Meeedfm 3.7 92

169 yxplorationMofMbacterialMcommunityMclassesMinMmajorMhumanMhabitatsbMGenomeeBiology_M2014_Mei_MRjj 18.3 83

168 womparativeMgenomicsMofMgeneMexpressionMinMtheMparasiticMandMfreealivingMnematodesMStrongyloidesM
stercoralisMandMwaenorhabditisMelegansbMGenomeeResearch_M2004_Meh_Mfdmafd 9.7 81

167 SilencingMofMgermlineaexpressedMgenesMbyMxNuMeliminationMinMsomaticMcellsbMDevelopmentaleCell_M
2012_Mfg_Medkfald 10.2 79

166 HelminthMgenomicsnMTheMimplicationsMforMhumanMhealthbMPLoSeNeglectedeTropicaleDiseases_M2009_Mg_Meigl 4.8 79

165 giimMMechanismsMofMsebaceousMskinMmicrobialMcommunityMremodelingMthroughMmicroenvironmentM
modulationbbMJournaleofeClinicaleandeTranslationaleScience_M2019_Mg_Medmaedm 0.4 78

164 NematodebnetnMaMtoolMforMnavigatingMsequencesMfromMparasiticMandMfreealivingMnematodesbMNucleice
AcidseResearch_M2004_Mgf_Mxhfgaj 20.1 72

163 yxperimentalMhookwormMinfectionMandMescalatingMglutenMchallengesMareMassociatedMwithMincreasedM
microbialMrichnessMinMceliacMsubjectsbMScientificeReports_M2015_Mi_Megkmk 4.9 70

162 MassivelyMparallelMsequencingMandManalysisMofMtheMNecatorMamericanusMtranscriptomebMPLoSe
NeglectedeTropicaleDiseases_M2010_Mh_Mejlh 4.8 66

161 LifeMcycleMstagearesolvedMproteomicManalysisMofMtheMexcretomecsecretomeMfromMStrongyloidesM
rattiaaidentificationMofMstageaspecificMproteasesbMMoleculareandeCellulareProteomics_M2011_Med_MMeeebdedeik7.6 66
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160
 enomesMofMzasciolaMhepaticaMfromMtheMumericasMRevealMwolonizationMwithMNeorickettsiaM
yndobacteriaMRelatedMtoMtheMugentsMofMPotomacMHorseMandMHumanMSennetsuMzeversbMPLoSeGenetics_M
2017_Meg_Meeddjigk

6 65

159 SecretedMproteomesMofMdifferentMdevelopmentalMstagesMofMtheMgastrointestinalMnematodeM
NippostrongylusMbrasiliensisbMMoleculareandeCellulareProteomics_M2014_Meg_Mfkgjaie 7.6 63

158 TheMprevalenceMofMspeciesMandMstrainsMinMtheMhumanMmicrobiomenMaMresourceMforMexperimentalM
effortsbMPLoSeONE_M2014_Mm_Memkfkm 3.7 62

157 uMpractical_MbioinformaticMworkflowMsystemMforMlargeMdataMsetsMgeneratedMbyMnextagenerationM
sequencingbMNucleiceAcidseResearch_M2010_Mgl_Meeke 20.1 60

156 HelminthainducedMarginaseaeMexacerbatesMlungMinflammationMandMdiseaseMseverityMinMtuberculosisbM
JournaleofeClinicaleInvestigation_M2015_Mefi_Mhjmmakeg 15.9 60

155 xifferentialMhumanMgutMmicrobiomeMassemblagesMduringMsoilatransmittedMhelminthMinfectionsMinM
IndonesiaMandMLiberiabMMicrobiome_M2018_Mj_Mgg 16.6 59

154 xiscoveryMofManthelminticMdrugMtargetsMandMdrugsMusingMchokepointsMinMnematodeMmetabolicM
pathwaysbMPLoSePathogens_M2013_Mm_Meeddgidi 7.6 57

153 uMsymbiontaindependentMendoae_habetaaxylanaseMfromMtheMplantaparasiticMnematodeMMeloidogyneM
incognitabMMolecularePlanttMicrobeeInteractions_M2006_Mem_Mifeam 3.6 57

152  eneMdiscoveryMinMtheMadenophoreanMnematodeMTrichinellaMspiralisnManManalysisMofMtranscriptionMfromM
threeMlifeMcycleMstagesbMMoleculareandeBiochemicaleParasitology_M2004_Megk_Mfkkame 1.9 53

151 hdddddMnematodeMySTsMonMtheMNetbMTrendseineParasitology_M2003_Mem_Mflgaj 6.4 53

150 TheMxynamicM enomeMandMTranscriptomeMofMtheMHumanMzungalMPathogenMvlastomycesMandMwloseM
RelativeMymmonsiabMPLoSeGenetics_M2015_Mee_Meeddihmg 6 51

149 MycobacteriumMtuberculosisMcarryingMaMrifampicinMdrugMresistanceMmutationMreprogramsM
macrophageMmetabolismMthroughMcellMwallMlipidMchangesbMNatureeMicrobiology_M2018_Mg_Medmmaeedl 26.6 51

148
zirstMtranscriptomicManalysisMofMtheMeconomicallyMimportantMparasiticMnematode_MTrichostrongylusM
colubriformis_MusingMaMnextagenerationMsequencingMapproachbMInfectionseGeneticseandeEvolution_M2010_M
ed_Meemmafdk

4.5 50

147 MiningMtheMsecretomeMofMtheMrootaknotMnematodeMMeloidogyneMchitwoodiMforMcandidateMparasitismM
genesbMMolecularePlantePathology_M2008_Mm_Meaed 5.7 50

146
mRNuMsequencesMforMHaemonchusMcontortusMintestinalMcathepsinMvalikeMcysteineMproteasesMdisplayM
anMextremeMinMabundanceMandMdiversityMcomparedMwithMotherMadultMmammalianMparasiticMnematodesbM
MoleculareandeBiochemicaleParasitology_M2004_Megk_Mfmkagdi

1.9 49

145 HelminthbnetnMexpansionsMtoMNematodebnetMandManMintroductionMtoMTrematodebnetbMNucleiceAcidse
Research_M2015_Mhg_Mxjmlakdj 20.1 48

144 wharacterizingMuncylostomaMcaninumMtranscriptomeMandMexploringMnematodeMparasiticMadaptationbM
BMCeGenomics_M2010_Mee_Mgdk 4.5 48

143 RoleMofMhorizontalMgeneMtransferMinMtheMevolutionMofMplantMparasitismMamongMnematodesbMMethodseine
MoleculareBiology_M2009_Migf_Miekagi 1.4 47

Makedonka Mitreva

4



142 yxploringMtheMtranscriptomeMofMtheMburrowingMnematodeMRadopholusMsimilisbMMoleculareGeneticseande
Genomics_M2008_Mfld_Meaek 3.1 47

141
yxpressedMsequenceMtagsMofMtheMpeanutMpodMnematodeMxitylenchusMafricanusnMtheMfirstM
transcriptomeManalysisMofManMunguinidMnematodebMMoleculareandeBiochemicaleParasitology_M2009_M
ejk_Mgfahd

1.9 46

140 xetectionMofMputativeMsecretedMproteinsMinMtheMplantaparasiticMnematodeMHeteroderaMschachtiibM
ParasitologyeResearch_M2006_Mml_Mhehafh 2.4 46

139 InvestigatingMhookwormMgenomesMbyMcomparativeManalysisMofMtwoMuncylostomaMspeciesbMBMCe
Genomics_M2005_Mj_Mil 4.5 46

138 NovelMvenomMgeneMdiscoveryMinMtheMplatypusbMGenomeeBiology_M2010_Mee_MRmi 18.3 45

137 whangesMinMduodenalMtissueaassociatedMmicrobiotaMfollowingMhookwormMinfectionMandMconsecutiveM
glutenMchallengesMinMhumansMwithMcoeliacMdiseasebMScientificeReports_M2016_Mj_Mgjkmk 4.9 44

136 TheMeffectMofMdietaryMresistantMstarchMtypeMfMonMtheMmicrobiotaMandMmarkersMofMgutMinflammationMinM
ruralMMalawiMchildrenbMMicrobiome_M2015_Mg_Mgk 16.6 42

135 OptimizingMreadMmappingMtoMreferenceMgenomesMtoMdetermineMcompositionMandMspeciesMprevalenceM
inMmicrobialMcommunitiesbMPLoSeONE_M2012_Mk_Megjhfk 3.7 42

134 ParasiticMnematodesMaMfromMgenomesMtoMcontrolbMVeterinaryeParasitology_M2007_Mehl_Mgeahf 2.8 42

133 wodonMusageMpatternsMinMNematodanManalysisMbasedMonMoverMfiMmillionMcodonsMinMthirtyatwoMspeciesbM
GenomeeBiology_M2006_Mk_MRki 18.3 42

132  eneMexpressionManalysisMofMuvwMtransportersMinMaMresistantMwooperiaMoncophoraMisolateMfollowingMinM
vivoMandMinMvitroMexposureMtoMmacrocyclicMlactonesbMParasitology_M2013_Mehd_Mhmmaidl 2.7 40

131  enomicMintrogressionMmappingMofMfieldaderivedMmultipleaanthelminticMresistanceMinMTeladorsagiaM
circumcinctabMPLoSeGenetics_M2017_Meg_Meeddjlik 6 38

130  enomeawideMtissueaspecificMgeneMexpression_McoaexpressionMandMregulationMofMcoaexpressedMgenesM
inMadultMnematodeMuscarisMsuumbMPLoSeNeglectedeTropicaleDiseases_M2014_Ml_Mefjkl 4.8 38

129 NematodebnetMupdateMfdeenMadditionMofMdataMsetsMandMtoolsMfeaturingMnextagenerationMsequencingM
databMNucleiceAcidseResearch_M2012_Mhd_Mxkfdal 20.1 38

128 ProfilingMofMgenderaregulatedMgeneMtranscriptsMinMtheMfilarialMnematodeMvrugiaMmalayiMbyMcxNuM
oligonucleotideMarrayManalysisbMMoleculareandeBiochemicaleParasitology_M2005_Mehg_Mhmaik 1.9 38

127 TargetingMLysineMxeacetylasesMVKxuwsWMinMParasitesbMPLoSeNeglectedeTropicaleDiseases_M2015_Mm_Medddhdfj4.8 36

126 xivergentMevolutionMofMarrestedMdevelopmentMinMtheMdauerMstageMofMwaenorhabditisMelegansMandMtheM
infectiveMstageMofMHeteroderaMglycinesbMGenomeeBiology_M2007_Ml_MRfee 18.3 36

125 unMexpressedMsequenceMtagManalysisMofMtheMlifeacycleMofMtheMparasiticMnematodeMStrongyloidesMrattibM
MoleculareandeBiochemicaleParasitology_M2005_Mehf_Mgfahj 1.9 36
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124 MonocyteMdysregulationMandMsystemicMinflammationMduringMpediatricMfalciparumMmalariabMJCIeInsight_M
2017_Mf_M 9.9 36

123  enomicMdiversityMinMOnchocercaMvolvulusMandMitsMWolbachiaMendosymbiontbMNatureeMicrobiology_M
2016_Mf_Mejfdk 26.6 35

122 TheMcanineMhookwormMgenomenManalysisMandMclassificationMofMuncylostomaMcaninumMsurveyM
sequencesbMMoleculareandeBiochemicaleParasitology_M2008_Meik_Melkamf 1.9 35

121 SequenceMminingMandMtranscriptMprofilingMtoMexploreMcystMnematodeMparasitismbMBMCeGenomics_M2009
_Med_Mil 4.5 34

120
IntestinalMtranscriptomesMofMnematodesnMcomparisonMofMtheMparasitesMuscarisMsuumMandM
HaemonchusMcontortusMwithMtheMfreealivingMwaenorhabditisMelegansbMPLoSeNeglectedeTropicale
Diseases_M2008_Mf_Mefjm

4.8 34

119 viologyMandMgenomeMofMTrichinellaMspiralisbMWormBook_M2006_Meafe 34

118 NematodebnetMupdateMfddlnMimprovementsMenablingMmoreMefficientMdataMminingMandMcomparativeM
nematodeMgenomicsbMNucleiceAcidseResearch_M2009_Mgk_Mxikeal 20.1 33

117 TranscriptionMprofilingMrevealsMstageaMandMfunctionadependentMexpressionMpatternsMinMtheMfilarialM
nematodeMvrugiaMmalayibMBMCeGenomics_M2012_Meg_Melh 4.5 32

116 UsingMexistingMdrugsMasMleadsMforMbroadMspectrumManthelminticsMtargetingMproteinMkinasesbMPLoSe
Pathogens_M2013_Mm_Meeddgehm 7.6 32

115 PreciseMdissectionMofManMyscherichiaMcoliMOeiknHkMoutbreakMbyMsingleMnucleotideMpolymorphismM
analysisbMJournaleofeClinicaleMicrobiology_M2013_Mie_Mgmidah 9.7 32

114 TranscriptomeManalysisMofMfemaleMandMmaleMXiphophorusMmaculatusMJpMejgMubMPLoSeONE_M2011_Mj_Meelgkm3.7 31

113 TranscriptomesMandMpathwaysMassociatedMwithMinfectivity_MsurvivalMandMimmunogenicityMinMvrugiaM
malayiMLgbMBMCeGenomics_M2009_Med_Mfjk 4.5 31

112 TranscriptsManalysisMofMtheMentomopathogenicMnematodeMSteinernemaMcarpocapsaeMinducedMinMvitroM
withMinsectMhaemolymphbMMoleculareandeBiochemicaleParasitology_M2010_Mejm_Mkmalj 1.9 30

111 MiningMnovelMeffectorMproteinsMfromMtheMesophagealMglandMcellsMofMMeloidogyneMincognitabM
MolecularePlanttMicrobeeInteractions_M2014_Mfk_Mmjiakh 3.6 29

110  enomeawideManalysisMrevealsMnovelMgenesMessentialMforMhemeMhomeostasisMinMwaenorhabditisM
elegansbMPLoSeGenetics_M2010_Mj_Meeddedhh 6 28

109 IzNMsignalingMandMneutrophilMdegranulationMtranscriptionalMsignaturesMareMinducedMduringM
SuRSawoVafMinfectionbMCommunicationseBiology_M2021_Mh_Mfmd 6.7 28

108 uMvertebrateMcaseMstudyMofMtheMqualityMofMassembliesMderivedMfromMnextagenerationMsequencesbM
GenomeeBiology_M2011_Mef_MRge 18.3 27

107 xeepMinsightsMintoMxictyocaulusMviviparusMtranscriptomesMprovidesMuniqueMprospectsMforMnewMdrugM
targetsMandMdiseaseMinterventionbMBiotechnologyeAdvances_M2011_Mfm_Mfjeake 17.8 27
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106 unalysisMofMtheMTrichurisMsuisMexcretorycsecretoryMproteinsMasMaMfunctionMofMlifeMcycleMstageMandMtheirM
immunomodulatoryMpropertiesbMScientificeReports_M2018_Ml_Meimfe 4.9 26

105 NemaPathnMonlineMexplorationMofMKy  abasedMmetabolicMpathwaysMforMnematodesbMBMCeGenomics_M
2008_Mm_Mifi 4.5 25

104  eneMdiversityMandMgeneticMvariationMinMlungMflukesMVgenusMParagonimusWbMTransactionseofetheeRoyale
SocietyeofeTropicaleMedicineeandeHygiene_M2016_Meed_Mjaef 2 25

103 ImmuneMcorrelatesMofMtuberculosisMdiseaseMandMriskMtranslateMacrossMspeciesbMScienceeTranslationale
Medicine_M2020_Mef_M 17.5 24

102 woverageMtheoriesMforMmetagenomicMxNuMsequencingMbasedMonMaMgeneralizationMofMStevensUM
theorembMJournaleofeMathematicaleBiology_M2013_Mjk_Meeheaje 2 24

101 InterMandMintraaspecificMdiversityMofMparasitesMthatMcauseMlymphaticMfilariasisbMInfectionseGeneticseande
Evolution_M2013_Meh_Megkahj 4.5 24

100 xynamicMchangesMinMhumanagutMmicrobiomeMinMrelationMtoMaMplaceboacontrolledManthelminthicMtrialMinM
IndonesiabMPLoSeNeglectedeTropicaleDiseases_M2018_Mef_Medddjjfd 4.8 23

99
StageaspecificMexcretoryasecretoryMsmallMheatMshockMproteinsMfromMtheMparasiticMnematodeM
StrongyloidesMrattiaaputativeMlinksMtoMhostUsMintestinalMmucosalMdefenseMsystembMFEBSeJournal_M2011_M
fkl_Mggemagj

5.7 23

98 SystematicManalysisMofMinsertionsMandMdeletionsMspecificMtoMnematodeMproteinsMandMtheirMproposedM
functionalMandMevolutionaryMrelevancebMBMCeEvolutionaryeBiology_M2009_Mm_Mfg 3 23

97  enderaassociatedMgenesMinMfilarialMnematodesMareMimportantMforMreproductionMandMpotentialM
interventionMtargetsbMPLoSeNeglectedeTropicaleDiseases_M2011_Mi_Memhk 4.8 23

96 PanaphylumMwomparisonMofMNematodeMMetabolicMPotentialbMPLoSeNeglectedeTropicaleDiseases_M2015_M
m_Medddgkll 4.8 22

95 TheMbandit_MaMnewMxNuMtransposonMfromMaMhookwormapossibleMhorizontalMgeneticMtransferMbetweenM
hostMandMparasitebMPLoSeNeglectedeTropicaleDiseases_M2007_Me_Megi 4.8 22

94 VariantMinMaMcommonModorantabindingMproteinMgeneMisMassociatedMwithMbitterMsensitivityMinMpeoplebM
BehaviouraleBraineResearch_M2017_Mgfm_Mfddafdh 3.4 21

93 InadepthMproteomicMandMglycomicManalysisMofMtheMadultastageMwooperiaMoncophoraM
excretomecsecretomebMJournaleofeProteomeeResearch_M2013_Mef_Mgmddaee 5.6 21

92 SuRSawoVafMinfectionMleadsMtoMacuteMinfectionMwithMdynamicMcellularMandMinflammatoryMfluxMinMtheM
lungMthatMvariesMacrossMnonhumanMprimateMspecies 21

91 TacklingMHypotheticalsMinMHelminthM enomesbMTrendseineParasitology_M2018_Mgh_Mekmaelg 6.4 20

90
TranscriptomeManalysesMrevealMproteinMandMdomainMfamiliesMthatMdelineateMstagearelatedM
developmentMinMtheMeconomicallyMimportantMparasiticMnematodes_MOstertagiaMostertagiMandM
wooperiaMoncophorabMBMCeGenomics_M2013_Meh_Meel

4.5 20

89
uMnuclearMsingleanucleotideMpolymorphismMVSNPWMpotentiallyMusefulMforMtheMseparationMofMRhodniusM
prolixusMfromMmembersMofMtheMRhodniusMrobustusMcrypticMspeciesMcomplexMVHemipteranMReduviidaeWbM
InfectionseGeneticseandeEvolution_M2013_Meh_Mhfjagg

4.5 20

(2013-2018)
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88 SystemsMbiologyMstudiesMofMadultMparagonimusMlungMflukesMfacilitateMtheMidentificationMofM
immunodominantMparasiteMantigensbMPLoSeNeglectedeTropicaleDiseases_M2014_Ml_Megfhf 4.8 20

87 TranscriptomicMandMproteomicManalysesMofMaMWolbachiaafreeMfilarialMparasiteMprovideMevidenceMofM
transakingdomMhorizontalMgeneMtransferbMPLoSeONE_M2012_Mk_Mehikkk 3.7 20

86 uMnovelMroleMforMwawMmotifMchemokineMreceptorMfMduringMinfectionMwithMhypervirulentMMycobacteriumM
tuberculosisbMMucosaleImmunology_M2018_Mee_Mekfkaekhf 9.2 19

85 TargetingMproteinaproteinMinteractionsMforMparasiteMcontrolbMPLoSeONE_M2011_Mj_Meelgle 3.7 19

84 yxpressedMsequenceMtagsMfromMlifeMcycleMstagesMofMTrichinellaMspiralisnMapplicationMtoMbiologyMandM
parasiteMcontrolbMVeterinaryeParasitology_M2005_Megf_Megak 2.8 19

83 wrackingMtheMnoduleMwormMcodeMadvancesMknowledgeMofMparasiteMbiologyMandMbiotechnologyMtoM
tackleMmajorMdiseasesMofMlivestockbMBiotechnologyeAdvances_M2015_Mgg_Mmldame 17.8 18

82 yffectsMofMdoxycyclineMonMgeneMexpressionMinMWolbachiaMandMvrugiaMmalayiMadultMfemaleMwormsMinM
vivobMJournaleofeBiomedicaleScience_M2012_Mem_Mfe 13.3 18

81 xictyocaulusMviviparusMgenome_MvariomeMandMtranscriptomeMelucidateMlungwormMbiologyMandM
supportMfutureMinterventionbMScientificeReports_M2016_Mj_Mfdgej 4.9 17

80 unManalysisMofMtheMtranscriptomeMofMTeladorsagiaMcircumcinctanMitsMbiologicalMandMbiotechnologicalM
implicationsbMBMCeGenomics_M2012_MegMSupplMk_MSed 4.5 16

79 HelmwoPnManMonlineMresourceMforMhelminthMfunctionalMgenomicsMandMdrugMandMvaccineMtargetsM
prioritizationbMPLoSeONE_M2011_Mj_Mefelgf 3.7 16

78 SkinMycologyMduringMSebaceousMxroughtaHowMSkin´ MicrobesMRespondMtoMIsotretinoinbMJournaleofe
InvestigativeeDermatology_M2019_Megm_Mkgfakgi 4.3 16

77 TIMPsMofMparasiticMhelminthsMaMaMlargeascaleManalysisMofMhighathroughputMsequenceMdatasetsbM
ParasiteseandeVectors_M2013_Mj_Meij 4 15

76 zunctionalMandMphylogeneticMcharacterizationMofMproteinsMdetectedMinMvariousMnematodeMintestinalM
compartmentsbMMoleculareandeCellulareProteomics_M2015_Meh_Mlefafk 7.6 15

75 IdentificationMandManalysisMofMgenesMexpressedMinMtheMadultMfilarialMparasiticMnematodeMxirofilariaM
immitisbMInternationaleJournaleforeParasitology_M2006_Mgj_Mlfmagm 4.3 15

74 mvLuSTnMKeepingMupMwithMtheMsequencingMexplosionMforMVmetaWgenomeManalysisbMJournaleofeDatae
MiningeineGenomicseleProteomics_M2015_Mh_M 15

73 TheMhookwormMuncylostomaMceylanicumMintestinalMtranscriptomeMprovidesMaMplatformMforMselectingM
drugMandMvaccineMcandidatesbMParasiteseandeVectors_M2016_Mm_Miel 4 15

72 xownregulationMofMtheMSykMSignalingMPathwayMinMIntestinalMxendriticMwellsMIsMSufficientMToMInduceM
xendriticMwellsMThatMInhibitMwolitisbMJournaleofeImmunology_M2016_Memk_Mfmhlaik 5.3 14

71 StrategiesMforMundertakingMexpressedMsequenceMtagMVySTWMprojectsbMMethodseineMoleculareBiology_M
2009_Migg_Megagf 1.4 14
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70 TheMyffectMofM utMMicrobiomeMwompositionMonMHumanMImmuneMResponsesnMunMyxplorationMofM
InterferenceMbyMHelminthMInfectionsbMFrontierseineGenetics_M2019_Med_Medfl 4.5 14

69 PanaNematodaMTranscriptomicMylucidationMofMyssentialMIntestinalMzunctionsMandMTherapeuticMTargetsM
WithMvroadMPotentialbMEBioMedicine_M2015_Mf_Medkmalm 8.8 12

68 IdentificationMofMhookwormMxuzaejczOXOMresponseMelementsMandMdirectMgeneMtargetsbMPLoSeONE_M
2010_Mi_Meefflm 3.7 12

67 ProteomicManalysisMofMOesophagostomumMdentatumMVNematodaWMduringMlarvalMtransition_MandMtheM
effectsMofMhydrolaseMinhibitorsMonMdevelopmentbMPLoSeONE_M2013_Ml_Mejgmii 3.7 12

66 NematodeMgeneMsequencesnMupdateMforMdecemberMfddibMJournaleofeNematology_M2005_Mgk_Mhekafe 1.1 12

65 udaptiveMRadiationMofMtheMzlukesMofMtheMzamilyMzasciolidaeMInferredMfromM enomeaWideM
womparisonsMofMKeyMSpeciesbMMoleculareBiologyeandeEvolution_M2020_Mgk_Mlhamm 8.3 12

64 womparativeMgenomicsMandMtranscriptomicsMofMhMParagonimusMspeciesMprovideMinsightsMintoMlungM
flukeMparasitismMandMpathogenesisbMGigaScience_M2020_Mm_M 7.6 12

63  enomeMSequenceMofMwhristensenellaMminutaMxSMMffjdkTbMGenomeeAnnouncements_M2017_Mi_M 11

62 womprehensiveManalysisMofMtheMsecretedMproteomeMofMadultMNecatorMamericanus´ hookwormsbMPLoSe
NeglectedeTropicaleDiseases_M2020_Meh_Medddlfgk 4.8 11

61 SmallMMoleculeMInhibitorsMofMMetabolicMynzymesMRepurposedMasMaMNewMwlassMofMunthelminticsbMACSe
InfectiouseDiseases_M2018_Mh_Meegdaeehi 5.5 11

60 IdentificationMofMsmallMmoleculeMenzymeMinhibitorsMasMbroadaspectrumManthelminticsbMScientifice
Reports_M2019_Mm_Mmdli 4.9 11

59 LargeascaleMsequencingMandManalyticalMprocessingMofMySTsbMMethodseineMoleculareBiology_M2009_Migg_Meigalk1.4 11

58 IzNMsignalingMandMneutrophilMdegranulationMtranscriptionalMsignaturesMareMinducedMduringM
SuRSawoVafMinfectionM2020_M 11

57 TrichinellaMspiralisnMudaptationMandMparasitismbMVeterinaryeParasitology_M2016_Mfge_Mlafe 2.8 11

56 wonservationMandMglobalMdistributionMofMnonacanonicalMantigensMinMynterotoxigenicMyscherichiaMcolibM
PLoSeNeglectedeTropicaleDiseases_M2019_Meg_Medddklfi 4.8 11

55 TheMtranscriptomesMofMtheMcattleMparasiticMnematodeMOstertagiaMostartagibMVeterinaryeParasitology_M
2009_Mejf_Mlmamm 2.8 10

54 udvancesMinMtheMsequencingMofMtheMgenomeMofMtheMadenophoreanMnematodeMTrichinellaMspiralisbM
Parasitology_M2008_Megi_Mljmald 2.7 10

53 ImprovingMeukaryoticMgenomeMannotationMusingMsingleMmoleculeMmRNuMsequencingbMBMCeGenomics_M
2018_Mem_Mekf 4.5 9

(2018-2019)
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52 unMIntegratedMMultiomicsMupproachMtoMIdentifyMwandidateMuntigensMforMSerodiagnosisMofMHumanM
OnchocerciasisbMMoleculareandeCellulareProteomics_M2015_Meh_Mgffhagg 7.6 9

51 yxploringMmetazoanMevolutionMthroughMdynamicMandMholisticMchangesMinMproteinMfamiliesMandM
domainsbMBMCeEvolutionaryeBiology_M2012_Mef_Megl 3 9

50 PeptidasesMcompartmentalizedMtoMtheMuscarisMsuumMintestinalMlumenMandMapicalMintestinalM
membranebMPLoSeNeglectedeTropicaleDiseases_M2015_Mm_Meggki 4.8 8

49  eneMexpressionManalysisMdistinguishesMtissueaspecificMandMgenderarelatedMfunctionsMamongMadultM
uscarisMsuumMtissuesbMMoleculareGeneticseandeGenomics_M2013_Mfll_Mfhgajd 3.1 8

48
StuntingMIsMPrecededMbyMIntestinalMMucosalMxamageMandMMicrobiomeMwhangesMandMIsMussociatedM
withMSystemicMInflammationMinMaMwohortMofMPeruvianMInfantsbMAmericaneJournaleofeTropicaleMedicinee
andeHygiene_M2019_Mede_Meddmaedek

3.2 8

47 wonservationMandMdiversificationMofMtheMtranscriptomesMofMadultMParagonimusMwestermaniMandMPbM
skrjabinibMParasiteseandeVectors_M2016_Mm_Mhmk 4 8

46 TheMmixedMmodelMforMtheManalysisMofMaMrepeatedameasurementMmultivariateMcountMdatabMStatisticseine
Medicine_M2019_Mgl_Mffhlaffjl 2.3 8

45 wompartmentalizationMofMfunctionsMandMpredictedMmiRNuMregulationMamongMcontiguousMregionsMofM
theMnematodeMintestinebMRNAeBiology_M2017_Meh_Meggiaegif 4.8 7

44
TheMcompleteMmitochondrialMgenomeMofMtheMNewMZealandMparasiticMroundwormM
VTrichostrongyloideanMHaemonchidaeWMfieldMstrainMNZ_Teci_NPbMMitochondrialeDNAeParteB:eResources_M
2019_Mh_Mfljmaflke

0.5 7

43 SystemsManalysisabasedMassessmentMofMpostatreatmentMadverseMeventsMinMlymphaticMfilariasisbMPLoSe
NeglectedeTropicaleDiseases_M2019_Meg_Medddkjmk 4.8 7

42 TheMendosymbiontMWolbachia´ reboundsMfollowingMantibioticMtreatmentbMPLoSePathogens_M2020_Mej_Meeddljfg7.6 7

41 MolecularMdeterminantsMarchetypicalMtoMtheMphylumMNematodabMBMCeGenomics_M2009_Med_Meeh 4.5 7

40 uMMultiaOmicsMxatabaseMforMParasiticMNematodesMandMTrematodesbMMethodseineMoleculareBiology_M
2018_Mekik_Mgkeagmk 1.4 7

39 wharacterizationMofMparasiteaspecificMindelsMandMtheirMproposedMrelevanceMforMselectiveM
anthelminthicMdrugMtargetingbMInfectionseGeneticseandeEvolution_M2016_Mgm_Mfdeafee 4.5 6

38 vrugiaMmalayinMeffectsMofMradiationMandMcultureMonMgeneMexpressionMinMinfectiveMlarvaebMMoleculareande
BiochemicaleParasitology_M2006_Mehm_Mfdeak 1.9 6

37 MycobacteriumMtuberculosisMHNlklMInfectionMInducesMHumanaLikeMvawellMzolliclesMinMMicebMJournale
ofeInfectiouseDiseases_M2020_Mffe_Mejgjaejhj 7 6

36 wharacterizationMofMtheMwompleteMMitochondrialM enomesMofMTwoMSiblingMSpeciesMofMParasiticM
Roundworms_MandbMFrontierseineGenetics_M2020_Mee_Mikggmi 4.5 6

35 upplicationMofMTaxonomicMModelingMtoMMicrobiotaMxataMMiningMforMxetectionMofMHelminthMInfectionM
inM lobalMPopulationsbMData_M2016_Me_M 2.3 6
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34 yvolutionMofMcoreceptorMutilizationMtoMescapeMwwRiMantagonistMtherapybMVirology_M2016_Mhmh_Memlafeh 3.6 6

33 xirectMexperimentalMmanipulationMofMintestinalMcellsMinMuscarisMsuum_MwithMminorMinfluencesMonMtheM
globalMtranscriptomebMInternationaleJournaleforeParasitology_M2017_Mhk_Mfkeafkm 4.3 5

32 OmicsMxrivenMUnderstandingMofMtheMIntestinesMofMParasiticMNematodesbMFrontierseineGenetics_M2019_M
ed_Mjif 4.5 5

31 uMPraziquantelMTreatmentMStudyMofMImmuneMandMTranscriptomeMProfilesMinMSchistosomaM
haematobiumaInfectedM aboneseMSchoolchildrenbMJournaleofeInfectiouseDiseases_M2020_Mfff_Mfedgafeeg 7 5

30  enomeMSequencesMofMeeMHumanMVaginalMuctinobacteriaMStrainsbMGenomeeAnnouncements_M2016_Mh_M 5

29 xeMnovoMussemblyMofMtheMvrugiaMmalayiM enomeMUsingMLongMReadsMfromMaMSingleMMinIONMzlowcellbM
ScientificeReports_M2019_Mm_Memife 4.9 5

28 VeMandMVfMxomainsMofMHIVMynvelopeMwontributeMtoMwwRiMuntagonistMResistancebMJournaleofeVirology_M
2019_Mmg_M 6.6 4

27
TranscriptomicManalysisMofMhookwormMuncylostomaMceylanicumMlifeMcycleMstagesMrevealsMchangesMinM
 aproteinMcoupledMreceptorMdiversityMassociatedMwithMtheMonsetMofMparasitismbMInternationaleJournale
foreParasitology_M2020_Mid_Mjdgajed

4.3 4

26
unalysisMofMtheMtranscriptomeMofMadultMxictyocaulusMfilariaMandMcomparisonMwithMxictyocaulusM
viviparus_MwithMaMfocusMonMmoleculesMinvolvedMinMhostaparasiteMinteractionsbMInternationaleJournalefore
Parasitology_M2014_Mhh_Mfieaje

4.3 4

25 IdentificationMandMcharacterizationMofMalternativeMsplicingMinMparasiticMnematodeMtranscriptomesbM
ParasiteseandeVectors_M2014_Mk_Meie 4 4

24 TranscriptomesMofMPlantaParasiticMNematodesM2011_Meemaegl 4

23 TrichinellaMspiralisnMgenomicMapplicationMtoMcontrolMaMzoonoticMnematodebMInfectiouseDisorderseteDruge
Targets_M2010_Med_Mgkjalh 1.1 4

22 WhipwormaussociatedMIntestinalMMicrobiomeMMembersMwonsistentMucrossMvothMHumanMandMMouseM
HostsbMFrontierseineCellulareandeInfectioneMicrobiology_M2021_Mee_Mjgkikd 5.9 4

21
uMtaleMofMthreeMkingdomsnMmembersMofMtheMPhylumMNematodaMindependentlyMacquiredMtheM
detoxifyingMenzymeMcyanaseMthroughMhorizontalMgeneMtransferMfromMplantsMandMbacteriabM
Parasitology_M2019_Mehj_Mhhiahif

2.7 4

20 LungMypithelialMSignalingMMediatesMyarlyMVaccineaInducedMwxhMTMwellMuctivationMandMwontrolbMMBio_M
2021_Mef_Medehjlfe 7.8 4

19 ulterationMofMtheMfecalMmicrobiotaMinMwhineseMpatientsMwithMSchistosomaMjaponicumMinfectionbM
Parasite_M2021_Mfl_Me 3 4

18 xeMnovoMidentificationMofMtoxicantsMthatMcauseMirreparableMdamageMtoMparasiticMnematodeMintestinalM
cellsbMPLoSeNeglectedeTropicaleDiseases_M2020_Meh_Medddkmhf 4.8 3

17 ProteomicsMelucidatesMkeyMmoleculesMinvolvedMinMexsheathmentMinMvitroMinMOesophagostomumM
dentatumbMInternationaleJournaleforeParasitology_M2014_Mhh_Mkimajh 4.3 3

(2014-2016)
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16 wharacterizationMandMlocalizationMofMantigensMforMserodiagnosisMofMhumanMparagonimiasisbM
ParasitologyeResearch_M2021_Mefd_Migiaihi 2.4 3

15 unMIntegratedMupproachMtoMIdentifyMNewMuntiazilarialMLeadsMtoMTreatMRiverMvlindness_MaMNeglectedM
TropicalMxiseasebMPathogens_M2021_Med_M 4.5 3

14 InsightsMIntoMOnchocercaMvolvulusMPopulationMviologyMThroughMMultilocusMImmunophenotypingbM
JournaleofeInfectiouseDiseases_M2017_Mfej_Mkgjakhg 7 2

13 TheMMicrobiomeMinMInfectiousMxiseasesM2017_Mjlakhbef 2

12
ulteredMratioMofMdendriticMcellMsubsetsMinMskinadrainingMlymphMnodesMpromotesMThfadrivenMcontactM
hypersensitivitybMProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmerica_M
2021_Meel_M

11.5 2

11 IsolationMandMcharacterizationMofMaMnovelMbacteriophageMWOMfromMullonemobiusMsociusMcricketsMinM
MissouribMPLoSeONE_M2021_Mej_Medfiddie 3.7 2

10 OmicsaxrivenMKnowledgeavasedMxiscoveryMofMunthelminticMTargetsMandMxrugsM2019_Mgfmagil 1

9 ImprovingMwharacterizationMofMUnderstudiedMHumanMMicrobiomesMUsingMTargetedMPhylogeneticsbM
MSystems_M2020_Mi_M 7.6 1

8  enomeMSequencesMofMefMvacterialMIsolatesMObtainedMfromMtheMUrineMofMPregnantMWomenbMGenomee
Announcements_M2016_Mh_M 1

7 RapidMdeterminationMofMnematodeMcellMandMorganMsusceptibilityMtoMtoxicMtreatmentsbMInternationale
JournaleforeParasitology:eDrugseandeDrugeResistance_M2020_Meh_Mejkaelf 4 1

6 ureasMofMMetabolomicMyxplorationMforMHelminthMInfectionsbMACSeInfectiouseDiseases_M2021_Mk_Mfdjafeh 5.5 1

5 InformsMyxtrasynapticMVolumeMTransmissionMinMNematodesbMACSeChemicaleNeuroscience_M2021_Mef_Mgekjagell5.7 1

4 PhylumaSpanningMNeuropeptideM PwRMIdentificationMandMPrioritizationnMShapingMxrugMTargetM
xiscoveryMPipelinesMforMNematodeMParasiteMwontrolbMFrontierseineEndocrinology_M2021_Mef_Mkelgjg 5.7 0

3 wharacterizationMofMaMnovelMmicrofilarialMantigenMforMdiagnosisMofMWuchereriaMbancroftiMinfectionsbM
PLoSeNeglectedeTropicaleDiseases_M2022_Mej_Meddedhdk 4.8 0

2 HorizontalMgeneMtransferMprovidesMinsightsMintoMtheMdeepMevolutionaryMhistoryMandMbiologyMofMbbMFoode
andeWaterborneeParasitology_M2022_Mfk_Meddeii 6

1
TheMxifferencesMinMtheMSusceptibilityMPatternsMtoMTriclabendazoleMSulfoxideMinMzieldMIsolatesMofM
zasciolaMhepaticaMureMussociatedMwithM eographic_MSeasonal_MandMMorphometricMVariationsbM
Pathogens_M2022_Mee_Mjfi

4.5
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