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l Paper IF Citations

252 yvaluationMofMtheMbacterialMdiversityMinMtheMfecesMofMcattleMusingMejSMrxμuMbacterialMtagaencodedMzïXM
ampliconMpyrosequencingMVbTyzuPWbMBMCSMicrobiologyZM2008ZMlZMefi 4.5 841

251 yxposureMtoMaMsocialMstressorMaltersMtheMstructureMofMtheMintestinalMmicrobiotanMimplicationsMforM
stressorainducedMimmunomodulationbMBrainhSBehaviorhSandSImmunityZM2011ZMfiZMgmkahdk 16.6 694

250 PyrosequencingMstudyMofMfecalMmicrofloraMofMautisticMandMcontrolMchildrenbMAnaerobeZM2010ZMejZMhhhaig 2.8 617

249 SurveyMofMbacterialMdiversityMinMchronicMwoundsMusingMpyrosequencingZMx‘‘yZMandMfullMribosomeM
shotgunMsequencingbMBMCSMicrobiologyZM2008ZMlZMhg 4.5 532

248 PolymicrobialMnatureMofMchronicMdiabeticMfootMulcerMbiofilmMinfectionsMdeterminedMusingMbacterialM
tagMencodedMzïXMampliconMpyrosequencingMVbTyzuPWbMPLoSSONEZM2008ZMgZMeggfj 3.7 380

247 TagaencodedMpyrosequencingManalysisMofMbacterialMdiversityMinMaMsingleMsoilMtypeMasMaffectedMbyM
managementMandMlandMusebMSoilSBiologySandSBiochemistryZM2008ZMhdZMfkjfafkkd 7.5 369

246 SoilMbacteriaMconferMplantMsaltMtoleranceMbyMtissueaspecificMregulationMofMtheMsodiumMtransporterM
’KTebMMolecularSPlantiMicrobeSInteractionsZM2008ZMfeZMkgkahh 3.6 339

245
vacterialMtagaencodedMzïXMampliconMpyrosequencingMVbTyzuPWMforMmicrobiomeMstudiesnMbacterialM
diversityMinMtheMileumMofMnewlyMweanedMSalmonellaainfectedMpigsbMFoodborneSPathogensSandSDiseaseZM
2008ZMiZMhimakf

3.8 319

244 xiversityMofMtheMhumanMskinMmicrobiomeMearlyMinMlifebMJournalSofSInvestigativeSDermatologyZM2011ZM
egeZMfdfjagf 4.3 302

243 viofilmMmaturityMstudiesMindicateMsharpMdebridementMopensMaMtimeaMdependentMtherapeuticMwindowbM
JournalSofSWoundSCareZM2010ZMemZMgfdal 2.2 280

242 viofilmsMandMchronicMwoundMinflammationbMJournalSofSWoundSCareZM2008ZMekZMgggahe 2.2 273

241 –nherentMbacterialMxμuMcontaminationMofMextractionMandMsequencingMreagentsMmayMaffectM
interpretationMofMmicrobiotaMinMlowMbacterialMbiomassMsamplesbMGutSPathogensZM2016ZMlZMfh 5.4 266

240 MassiveMparallelMejSMrRμuMgeneMpyrosequencingMrevealsMhighlyMdiverseMfecalMbacterialMandMfungalM
communitiesMinMhealthyMdogsMandMcatsbMFEMSSMicrobiologySEcologyZM2011ZMkjZMgdeaed 4.3 259

239 uMsoilMbacteriumMregulatesMplantMacquisitionMofMironMviaMdeficiencyainducibleMmechanismsbMPlantS
JournalZM2009ZMilZMijlakk 6.9 254

238 StressorMexposureMdisruptsMcommensalMmicrobialMpopulationsMinMtheMintestinesMandMleadsMtoM
increasedMcolonizationMbyMwitrobacterMrodentiumbMInfectionSandSImmunityZM2010ZMklZMeidmaem 3.7 247

237 TheMfecalMmicrobiomeMinMdogsMwithMacuteMdiarrheaMandMidiopathicMinflammatoryMbowelMdiseasebMPLoSS
ONEZM2012ZMkZMeiemdk 3.7 237

236 PhylogeneticMandMgeneacentricMmetagenomicsMofMtheMcanineMintestinalMmicrobiomeMrevealsM
similaritiesMwithMhumansMandMmicebMISMESJournalZM2011ZMiZMjgmahm 11.9 229
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235 unMinMvivoMpolymicrobialMbiofilmMwoundMinfectionMmodelMtoMstudyMinterspeciesMinteractionsbMPLoSS
ONEZM2011ZMjZMefkgek 3.7 217

234 RumenMbacterialMdiversityMdynamicsMassociatedMwithMchangingMfromMbermudagrassMhayMtoMgrazedM
winterMwheatMdietsbMMicrobialSEcologyZM2010ZMimZMieeaff 4.4 212

233 ussessmentMofMbacterialMdiversityMinMtheMcattleMtickMRhipicephalusMVvoophilusWMmicroplusMthroughM
tagaencodedMpyrosequencingbMBMCSMicrobiologyZM2011ZMeeZMj 4.5 204

232
yvaluationMofMbacterialMdiversityMinMtheMrumenMandMfecesMofMcattleMfedMdifferentMlevelsMofMdriedM
distillersMgrainsMplusMsolublesMusingMbacterialMtagaencodedMzïXMampliconMpyrosequencingbMJournalSofS
AnimalSScienceZM2010ZMllZMgmkkalg

0.7 204

231 yxposureMtoMaMsocialMstressorMdisruptsMtheMcommunityMstructureMofMtheMcolonicMmucosaaassociatedM
microbiotabMBMCSMicrobiologyZM2014ZMehZMelm 4.5 203

230 wonfirmationMofMtheMhumanapathogenicMmicrosporidiaMynterocytozoonMbieneusiZMyncephalitozoonM
intestinalisZMandMVittaformaMcorneaeMinMwaterbMAppliedSandSEnvironmentalSMicrobiologyZM1998ZMjhZMgggfai 4.8 201

229 whronicMwoundsMandMtheMmedicalMbiofilmMparadigmbMJournalSofSWoundSCareZM2010ZMemZMhiajZMhlaidZMifag 2.2 200

228
xirectMsamplingMofMcysticMfibrosisMlungsMindicatesMthatMxμuabasedManalysesMofMupperaairwayM
specimensMcanMmisrepresentMlungMmicrobiotabMProceedingsSofStheSNationalSAcademySofSSciencesSofStheS
UnitedSStatesSofSAmericaZM2012ZMedmZMegkjmakh

11.5 200

227 xelineatingMtheMspecificMinfluenceMofMvirusMisoelectricMpointMandMsizeMonMvirusMadsorptionMandM
transportMthroughMsandyMsoilsbMAppliedSandSEnvironmentalSMicrobiologyZM1998ZMjhZMhdiaed 4.8 199

226 TheMpotentialMuseMofMbacterialMcommunityMsuccessionMinMforensicsMasMdescribedMbyMhighMthroughputM
metagenomicMsequencingbMInternationalSJournalSofSLegalSMedicineZM2014ZMeflZMemgafdi 3.1 190

225 MemoryMandMlearningMbehaviorMinMmiceMisMtemporallyMassociatedMwithMdietainducedMalterationsMinMgutM
bacteriabMPhysiologySandSBehaviorZM2009ZMmjZMiikajk 3.5 180

224 hihMpyrosequencingMrevealsMaMshiftMinMfecalMmicrobiotaMofMhealthyMadultMmenMconsumingM
polydextroseMorMsolubleMcornMfiberbMJournalSofSNutritionZM2012ZMehfZMefimaji 4.1 178

223 TargetMregionMselectionMisMaMcriticalMdeterminantMofMcommunityMfingerprintsMgeneratedMbyMejSM
pyrosequencingbMPLoSSONEZM2011ZMjZMefdmij 3.7 174

222 PyrosequencingMandMmidainfraredMspectroscopyMrevealMdistinctMaggregateMstratificationMofMsoilM
bacterialMcommunitiesMandMorganicMmatterMcompositionbMSoilSBiologySandSBiochemistryZM2012ZMhjZMjgakf 7.5 168

221
‘eneralizedMantifungalMactivityMandMhihascreeningMofMPseudonocardiaMandMumycolatopsisMbacteriaMinM
nestsMofMfungusagrowingMantsbMProceedingsSofStheSNationalSAcademySofSSciencesSofStheSUnitedSStatesS
ofSAmericaZM2009ZMedjZMekldiaed

11.5 168

220 wholineMandMosmoticastressMtoleranceMinducedMinMurabidopsisMbyMtheMsoilMmicrobeMvacillusMsubtilisM
V‘vdgWbMMolecularSPlantiMicrobeSInteractionsZM2010ZMfgZMedmkaedh 3.6 165

219 wultureMenrichedMmolecularMprofilingMofMtheMcysticMfibrosisMairwayMmicrobiomebMPLoSSONEZM2011ZMjZMeffkdf3.7 152

218 vlackMvoxMwhimeraMwheckMVvfwfWnMaMWindowsavasedMSoftwareMforMvatchMxepletionMofMwhimerasMfromM
vacterialMejSMrRμuM‘eneMxatasetsbMOpenSMicrobiologySJournalZM2010ZMhZMhkaif 0.8 150
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217 vacterialMdiversityMinMSolenopsisMinvictaMandMSolenopsisMgeminataMantMcoloniesMcharacterizedMbyMejSM
ampliconMhihMpyrosequencingbMMicrobialSEcologyZM2011ZMjeZMlfeage 4.4 149

216 yxploringMtheMdiversityMofM‘ardnerellaMvaginalisMinMtheMgenitourinaryMtractMmicrobiotaMofM
monogamousMcouplesMthroughMsubtleMnucleotideMvariationbMPLoSSONEZM2011ZMjZMefjkgf 3.7 147

215 xetectionMofMprotozoanMparasitesMandMmicrosporidiaMinMirrigationMwatersMusedMforMcropMproductionbM
JournalSofSFoodSProtectionZM2002ZMjiZMgklalf 2.5 145

214 PglyrpaRegulatedM‘utMMicrofloraMPrevotellaMfalseniiZMParabacteroidesMdistasonisMandMvacteroidesM
eggerthiiMynhanceMandMulistipesMfinegoldiiMuttenuatesMwolitisMinMMicebMPLoSSONEZM2016ZMeeZMedehjejf 3.7 141

213 MicrobiomeManalysisMamongMbatsMdescribesMinfluencesMofMhostMphylogenyZMlifeMhistoryZMphysiologyM
andMgeographybMMolecularSEcologyZM2012ZMfeZMfjekafk 5.7 140

212 –nflammationMdrivesMdysbiosisMandMbacterialMinvasionMinMmurineMmodelsMofMilealMwrohnUsMdiseasebMPLoSS
ONEZM2012ZMkZMeheimh 3.7 140

211 ejSMrRμuMgeneMpyrosequencingMrevealsMbacterialMdysbiosisMinMtheMduodenumMofMdogsMwithMidiopathicM
inflammatoryMbowelMdiseasebMPLoSSONEZM2012ZMkZMegmggg 3.7 137

210 XylooligosaccharideMincreasesMbifidobacteriaMbutMnotMlactobacilliMinMhumanMgutMmicrobiotabMFoodSandS
FunctionZM2014ZMiZMhgjahi 6.1 134

209 womparisonMofMcultureMandMmolecularMidentificationMofMbacteriaMinMchronicMwoundsbMInternationalS
JournalSofSMolecularSSciencesZM2012ZMegZMfigiaid 6.3 133

208 –nMvitroMmultispeciesMïubbockMchronicMwoundMbiofilmMmodelbMWoundSRepairSandSRegenerationZM2008ZM
ejZMldiaeg 3.6 132

207 TheMeffectMofMtheMmacrolideMantibioticMtylosinMonMmicrobialMdiversityMinMtheMcanineMsmallMintestineMasM
demonstratedMbyMmassiveMparallelMejSMrRμuMgeneMsequencingbMBMCSMicrobiologyZM2009ZMmZMfed 4.5 130

206 TheMskinMmicrobiomeMinMhealthyMandMallergicMdogsbMPLoSSONEZM2014ZMmZMelgemk 3.7 125

205
yvaluationMofMtheMbacterialMdiversityMamongMandMwithinMindividualMvenousMlegMulcersMusingMbacterialM
tagaencodedMzïXMandMtitaniumMampliconMpyrosequencingMandMmetagenomicMapproachesbMBMCS
MicrobiologyZM2009ZMmZMffj

4.5 124

204 TheMrehydrationMtranscriptomeMofMtheMdesiccationatolerantMbryophyteMTortulaMruralisnMtranscriptM
classificationMandManalysisbMBMCSGenomicsZM2004ZMiZMlm 4.5 124

203
MaternalMmethyladonorMsupplementationMinducesMprolongedMmurineMoffspringMcolitisMsusceptibilityM
inMassociationMwithMmucosalMepigeneticMandMmicrobiomicMchangesbMHumanSMolecularSGeneticsZM2011ZM
fdZMejlkamj

5.6 117

202 SurveyMofMfungiMandMyeastMinMpolymicrobialMinfectionsMinMchronicMwoundsbMJournalSofSWoundSCareZM
2011ZMfdZMhdak 2.2 111

201 WindowsMbμyTMμetworkMxistributedMvasicMïocalMulignmentMSearchMToolkitMVWbμxavïuSTWbMBMCS
BioinformaticsZM2005ZMjZMmg 3.6 108

200 womparativeManalysisMofMsalivaryMbacterialMmicrobiomeMdiversityMinMedentulousMinfantsMandMtheirM
mothersMorMprimaryMcareMgiversMusingMpyrosequencingbMPLoSSONEZM2011ZMjZMefgidg 3.7 108
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199 PrenatalMstressMaffectsMplacentalMcytokinesMandMneurotrophinsZMcommensalMmicrobesZMandM
anxietyalikeMbehaviorMinMadultMfemaleMoffspringbMBrainhSBehaviorhSandSImmunityZM2017ZMjhZMidail 16.6 106

198 TheMroleMofMbiofilmsnMareMweMhittingMtheMrightMtargetsbMPlasticSandSReconstructiveSSurgeryZM2011ZMefkM
SupplMeZMflSagiS 2.7 104

197 wolonicMmucosalMxμuMmethylationZMimmuneMresponseZMandMmicrobiomeMpatternsMinMTollalikeMreceptorM
faknockoutMmicebMFASEBSJournalZM2011ZMfiZMehhmajd 0.9 104

196 uMcomparisonMofMbacterialMcompositionMinMdiabeticMulcersMandMcontralateralMintactMskinbMOpenS
MicrobiologySJournalZM2010ZMhZMlaem 0.8 102

195 ynvironmentMorMkinnMwhenceMdoMbeesMobtainMacidophilicMbacteriasbMMolecularSEcologyZM2012ZMfeZMekihajl 5.7 99

194 PyrosequencingMofMejSMrRμuMgenesMinMfecalMsamplesMrevealsMhighMdiversityMofMhindgutMmicrofloraMinM
horsesMandMpotentialMlinksMtoMchronicMlaminitisbMBMCSVeterinarySResearchZM2012ZMlZMfge 2.7 99

193 zrequencyadependentMresponseMofMtheMvascularMendotheliumMtoMpulsatileMshearMstressbMAmericanS
JournalSofSPhysiologySiSHeartSandSCirculatorySPhysiologyZM2007ZMfmgZM’jhiaig 5.2 95

192 yffectMofMaMmultiaspeciesMsynbioticMformulationMonMfecalMbacterialMmicrobiotaMofMhealthyMcatsMandM
dogsMasMevaluatedMbyMpyrosequencingbMFEMSSMicrobiologySEcologyZM2011ZMklZMihfaih 4.3 91

191 xistinctMsoilMbacterialMcommunitiesMrevealedMunderMaMdiverselyMmanagedMagroecosystembMPLoSSONEZM
2012ZMkZMehdggl 3.7 91

190 unMinsightMintoMtheMmicrobiomeMofMtheMumblyommaMmaculatumMVucarinM–xodidaeWbMJournalSofSMedicalS
EntomologyZM2014ZMieZMeemafm 2.2 90

189 PyrosequencingManalysisMforMcharacterizationMofMsoilMbacterialMpopulationsMasMaffectedMbyManM
integratedMlivestockacottonMproductionMsystembMAppliedSSoilSEcologyZM2010ZMhiZMegafi 5 90

188 MicrobialMdysbiosisMinMpediatricMpatientsMwithMwrohnUsMdiseasebMJournalSofSClinicalSMicrobiologyZM2012ZM
idZMgfilajj 9.7 89

187 MicrobialMPopulationMxifferentialsMbetweenMMucosalMandMSubmucosalM–ntestinalMTissuesMinMudvancedM
wrohnUsMxiseaseMofMtheM–leumbMPLoSSONEZM2015ZMedZMedeghglf 3.7 87

186 yffectMofMtheMprotonMpumpMinhibitorMomeprazoleMonMtheMgastrointestinalMbacterialMmicrobiotaMofM
healthyMdogsbMFEMSSMicrobiologySEcologyZM2012ZMldZMjfhagj 4.3 86

185 yvaluationMofMtheMbacterialMdiversityMofMpressureMulcersMusingMbTyzuPMpyrosequencingbMBMCSMedicalS
GenomicsZM2010ZMgZMhe 3.7 86

184 uMsurveyMofMbacterialMdiversityMfromMsuccessiveMlifeMstagesMofMblackMsoldierMflyMVxipteranM
StratiomyidaeWMbyMusingMejSMrxμuMpyrosequencingbMJournalSofSMedicalSEntomologyZM2013ZMidZMjhkail 2.2 82

183 yvaluationMofMtheMbacterialMdiversityMinMcecalMcontentsMofMlayingMhensMfedMvariousMmoltingMdietsMbyM
usingMbacterialMtagaencodedMzïXMampliconMpyrosequencingbMPoultrySScienceZM2009ZMllZMfmlagdf 3.9 82

182 ’istamineafMreceptorMblockersMalterMtheMfecalMmicrobiotaMinMprematureMinfantsbMJournalSofSPediatricS
GastroenterologySandSNutritionZM2013ZMijZMgmkahdd 2.8 80
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181 XylooligosaccharideMsupplementationMaltersMgutMbacteriaMinMbothMhealthyMandMprediabeticMadultsnMaM
pilotMstudybMFrontiersSinSPhysiologyZM2015ZMjZMfej 4.6 79

180 ‘utMMicrobiomeMofManMeethMwenturyMubxbMPreawolumbianMundeanMMummybMPLoSSONEZM2015ZMedZMedeglegi3.7 78

179 TagaencodedMzïXMampliconMpyrosequencingMforMtheMelucidationMofMmicrobialMandMfunctionalMgeneM
diversityMinManyMenvironmentbMMethodsSinSMolecularSBiologyZM2011ZMkggZMefmahe 1.4 76

178 womparativeMmetagenomicManalysisMofMsoilMmicrobialMcommunitiesMacrossMthreeM
hexachlorocyclohexaneMcontaminationMlevelsbMPLoSSONEZM2012ZMkZMehjfem 3.7 76

177 ‘eneacentricMmetagenomicsManalysisMofMfelineMintestinalMmicrobiomeMusingMhihMjuniorM
pyrosequencingbMJournalSofSMicrobiologicalSMethodsZM2012ZMllZMgjmakj 2.8 75

176 zecalMmicrobialMcommunitiesMofMhealthyMadultMdogsMfedMrawMmeatabasedMdietsMwithMorMwithoutMinulinM
orMyeastMcellMwallMextractsMasMassessedMbyMhihMpyrosequencingbMFEMSSMicrobiologySEcologyZM2013ZMlhZMigfahe4.3 71

175 zaecalMmicrobiotaMinMleanMandMobeseMdogsbMFEMSSMicrobiologySEcologyZM2013ZMlhZMggfahg 4.3 71

174 TheMgutMmicrobiomeMofMkittensMisMaffectedMbyMdietaryMproteinncarbohydrateMratioMandMassociatedMwithM
bloodMmetaboliteMandMhormoneMconcentrationsbMBritishSJournalSofSNutritionZM2013ZMedmZMejgkahj 3.6 71

173 uMmetagenomicMassessmentMofMtheMbacteriaMassociatedMwithMïuciliaMsericataMandMïuciliaMcuprinaM
VxipteranMwalliphoridaeWbMAppliedSMicrobiologySandSBiotechnologyZM2015ZMmmZMljmalg 5.7 70

172 vioaerosolMTransportMModelingMandMRiskMussessmentMinMRelationMtoMviosolidMPlacementbMJournalSofS
EnvironmentalSQualityZM2000ZMfmZMghgaghl 3.4 70

171 SmallMRμuMprofilingMrevealsMantisenseMtranscriptionMthroughoutMtheMKS’VMgenomeMandMnovelMsmallM
RμusbMRnaZM2010ZMejZMeihdail 5.8 69

170 uMstudyMofMticksMandMtickaborneMlivestockMpathogensMinMPakistanbMPLoSSNeglectedSTropicalSDiseasesZM
2017ZMeeZMedddijle 4.8 68

169 TheMstructuresMofMtheMcolonicMmucosaaassociatedMandMluminalMmicrobialMcommunitiesMareMdistinctMandM
differentiallyMaffectedMbyMaMprolongedMmurineMstressorbMGutSMicrobesZM2014ZMiZMkhlajd 8.8 66

168 yndophyteMmicrobiomeMdiversityMinMmicropropagatedMutriplexMcanescensMandMutriplexMtorreyiMvarM
griffithsiibMPLoSSONEZM2011ZMjZMeekjmg 3.7 65

167 wompositionMandMfunctionMofMtheMpediatricMcolonicMmucosalMmicrobiomeMinMuntreatedMpatientsMwithM
ulcerativeMcolitisbMGutSMicrobesZM2016ZMkZMglhamj 8.8 65

166 yffectsMofMdietaryMfiberMonMtheMfelineMgastrointestinalMmetagenomebMJournalSofSProteomeSResearchZM
2012ZMeeZMimfhagg 5.6 63

165 ubundanceMandMshortatermMtemporalMvariabilityMofMfecalMmicrobiotaMinMhealthyMdogsbM
MicrobiologyOpenZM2012ZMeZMghdak 3.4 62

164 wharacterizationMofMaMnewlyMdevelopedMchickenMhhKMugilentMmicroarraybMBMCSGenomicsZM2008ZMmZMjd 4.5 62
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163 ‘eneMexpressionMprofilingMinMchickenMheterophilsMwithMSalmonellaMenteritidisMstimulationMusingMaM
chickenMhhMKMugilentMmicroarraybMBMCSGenomicsZM2008ZMmZMifj 4.5 60

162
ProspectiveMrandomizedMcontrolledMstudyMonMtheMeffectsMofMSaccharomycesMboulardiiMwμwMM–akhiM
andMamoxicillinaclavulanateMorMtheMcombinationMonMtheMgutMmicrobiotaMofMhealthyMvolunteersbMGutS
MicrobesZM2017ZMlZMekagf

8.8 59

161 ModulationMofMtheMfaecalMmicrobiomeMofMhealthyMadultMdogsMbyMinclusionMofMpotatoMfibreMinMtheMdietbM
BritishSJournalSofSNutritionZM2015ZMeegZMefiagg 3.6 58

160 yffectMofMsublethalMheatMstressMonMSalmonellaMTyphimuriumMvirulencebMJournalSofSAppliedS
MicrobiologyZM2011ZMeedZMlegaff 4.7 58

159 uMhighathroughputMmicrofluidicMdentalMplaqueMbiofilmMsystemMtoMvisualizeMandMquantifyMtheMeffectMofM
antimicrobialsbMJournalSofSAntimicrobialSChemotherapyZM2013ZMjlZMfiidajd 5.1 57

158 ïaarginineMdestabilizesMoralMmultiaspeciesMbiofilmMcommunitiesMdevelopedMinMhumanMsalivabMPLoSSONE
ZM2015ZMedZMedefelgi 3.7 57

157 vacteriaMmediateMovipositionMbyMtheMblackMsoldierMflyZM’ermetiaMillucensMVïbWZMVxipteranM
StratiomyidaeWbMScientificSReportsZM2013ZMgZMfijg 4.9 57

156 MicrobialMwommunityMwompositionMasMuffectedMbyMxrylandMwroppingMSystemsMandMTillageMinMaM
SemiaridMSandyMSoilbMDiversityZM2010ZMfZMmedamge 2.5 56

155
–ronMregulatedMgenesMofMSalmonellaMentericaMserovarMTyphimuriumMinMresponseMtoMnorepinephrineM
andMtheMrequirementMofMfepx‘wMforMnorepinephrineaenhancedMgrowthbMMicrobesSandSInfectionZM2008ZM
edZMldkaej

9.3 56

154 MolecularMcharacterizationMofMtheMpolymicrobialMfloraMinMchronicMrhinosinusitisbMJournalSofS
OtolaryngologySiSHeadSandSNeckSSurgeryZM2010ZMgmZMelfak 5.4 56

153 –ntestinalMaganglionosisMisMassociatedMwithMearlyMandMsustainedMdisruptionMofMtheMcolonicM
microbiomebMNeurogastroenterologySandSMotilityZM2012ZMfhZMlkhaehdd 4 55

152 wonfirmedMdetectionMofMwyclosporaMcayetanesisZMyncephalitozoonMintestinalisMandMwryptosporidiumM
parvumMinMwaterMusedMforMdrinkingbMJournalSofSWaterSandSHealthZM2003ZMeZMeekaefg 2.2 53

151 TranscriptomeMprofilingMofMtheMintoxicationMresponseMofMTenebrioMmolitorMlarvaeMtoMvacillusM
thuringiensisMwryguaMprotoxinbMPLoSSONEZM2012ZMkZMeghjfh 3.7 52

150 wattleTickvasenManMintegratedM–nternetabasedMbioinformaticsMresourceMforMRhipicephalusMVvoophilusWM
microplusbMInternationalSJournalSforSParasitologyZM2012ZMhfZMejeam 4.3 51

149 TranscriptomeManalysisMofMgenesMcontrolledMbyMluxScautoinducerafMinMSalmonellaMentericaMserovarM
TyphimuriumbMFoodborneSPathogensSandSDiseaseZM2010ZMkZMgmmahed 3.8 51

148 MicrobiomesMofMantMcastesMimplicateMnewMmicrobialMrolesMinMtheMfungusagrowingMantMTrachymyrmexM
septentrionalisbMScientificSReportsZM2011ZMeZMfdh 4.9 51

147 yquineMstomachsMharborManMabundantMandMdiverseMmucosalMmicrobiotabMAppliedSandSEnvironmentalS
MicrobiologyZM2012ZMklZMfiffagf 4.8 51

146 wultureaindependentMcharacterizationMofMbacteriaMandMfungiMinMaMpoultryMbioaerosolMusingM
pyrosequencingnMaMnewMapproachbMJournalSofSOccupationalSandSEnvironmentalSHygieneZM2010ZMkZMjmgam 2.9 50
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145 RumenMbacterialZMarchaealZMandMfungalMdiversityMofMdairyMcowsMinMresponseMtoMingestionMofMlauricMorM
myristicMacidbMJournalSofSAnimalSScienceZM2012ZMmdZMhhhmaik 0.7 50

144 wharacterizationMofMbacterialMcommunitiesMinMvenousMinsufficiencyMwoundsMbyMuseMofMconventionalM
cultureMandMmolecularMdiagnosticMmethodsbMJournalSofSClinicalSMicrobiologyZM2011ZMhmZMglefam 9.7 47

143 wompleteMgenomeMsequenceMofMadherentMinvasiveMyscherichiaMcoliMUMehjMisolatedMfromM–lealM
wrohnUsMdiseaseMbiopsyMtissuebMJournalSofSBacteriologyZM2011ZMemgZMilg 3.5 47

142
xifferencesMinMtheMfaecalMmicrobiomeMofMnonadiarrhoeicMclinicallyMhealthyMdogsMandMcatsMassociatedM
withM‘iardiaMduodenalisMinfectionnMimpactMofMhookwormsMandMcoccidiabMInternationalSJournalSforS
ParasitologyZM2015ZMhiZMiliamh

4.3 46

141 yffectsMofMaMsynbioticMonMfecalMqualityZMshortachainMfattyMacidMconcentrationsZMandMtheMmicrobiomeMofM
healthyMsledMdogsbMBMCSVeterinarySResearchZM2013ZMmZMfhj 2.7 46

140 –mmuneMandMproductionMresponsesMofMdairyMcowsMtoMpostruminalMsupplementationMwithM
phytonutrientsbMJournalSofSDairySScienceZM2013ZMmjZMklgdahg 4 46

139 yffectsMofMpolysaccharopeptideMfromMTrametesMversicolorMandMamoxicillinMonMtheMgutMmicrobiomeMofM
healthyMvolunteersnMaMrandomizedMclinicalMtrialbMGutSMicrobesZM2014ZMiZMhilajk 8.8 46

138 –ntestinalMdysbiosisMandMbacterialMenteroinvasionMinMaMmurineMmodelMofM’irschsprungUsMdiseasebM
JournalSofSPediatricSSurgeryZM2014ZMhmZMefhfaie 2.6 45

137 PhotoperiodMmodulatesMgutMbacteriaMcompositionMinMmaleMSiberianMhamstersMVPhodopusMsungorusWbM
BrainhSBehaviorhSandSImmunityZM2010ZMfhZMikkalh 16.6 45

136 wonsumptionMofMdifferentMsoymilkMformulationsMdifferentiallyMaffectsMtheMgutMmicrobiomesMofM
overweightMandMobeseMmenbMGutSMicrobesZM2012ZMgZMhmdaidd 8.8 44

135 yscherichiaMcoliMOeikn’kMgeneMexpressionMinMtheMpresenceMofMcatecholamineMnorepinephrinebMFEMSS
MicrobiologySLettersZM2007ZMfkgZMfehafg 2.9 44

134 zunctionalMdivergenceMinMgastrointestinalMmicrobiotaMinMphysicallyaseparatedMgeneticallyMidenticalM
micebMScientificSReportsZM2014ZMhZMihgk 4.9 41

133 xogsMleavingMtheM–wUMcarryMaMveryMlargeMmultiadrugMresistantMenterococcalMpopulationMwithMcapacityM
forMbiofilmMformationMandMhorizontalMgeneMtransferbMPLoSSONEZM2011ZMjZMeffhie 3.7 41

132 TheMfungalMmicrobiomeMinMchronicMrhinosinusitisnMrichnessZMdiversityZMpostoperativeMchangesMandM
patientMoutcomesbMInternationalSForumSofSAllergySandSRhinologyZM2014ZMhZMfimaji 6.3 40

131 MicroarrayMbasedMcomparisonMofMtwoMyscherichiaMcoliMOeikn’kMlineagesbMBMCSMicrobiologyZM2006ZMjZMgd 4.5 40

130 uMmultiaplatformMdraftMdeMnovoMgenomeMassemblyMandMcomparativeManalysisMforMtheMScarletMMacawM
VuraMmacaoWbMPLoSSONEZM2013ZMlZMejfhei 3.7 39

129 wharacterizationMofMtheMfungalMmicrobiomeMVmycobiomeWMinMfecalMsamplesMfromMdogsbMVeterinaryS
MedicineSInternationalZM2013ZMfdegZMjilgkg 1.5 38

128 MiningMandMvalidatingMgrapeMVVitisMïbWMySTsMtoMdevelopMySTaSSRMmarkersMforMgenotypingMandM
mappingbMMolecularSBreedingZM2011ZMflZMfheafih 3.4 38
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127 MicrobiotaMseparationMandMwareactiveMproteinMelevationMinMtreatmentanaˆflveMpediatricMgranulomatousM
wrohnMdiseasebMJournalSofSPediatricSGastroenterologySandSNutritionZM2012ZMiiZMfhgaid 2.8 38

126 SoilMRhizosphereMMicrobialMwommunitiesMandMynzymeMuctivitiesMunderMOrganicMzarmingMinMulabamabM
DiversityZM2011ZMgZMgdlagfl 2.5 37

125 yvolutionMofMtheMbovineMTïRMgeneMfamilyMandMmemberMassociationsMwithMMycobacteriumMaviumM
subspeciesMparatuberculosisMinfectionbMPLoSSONEZM2011ZMjZMefkkhh 3.7 37

124 xetectingMMicrobialMxysbiosisMussociatedMwithMPediatricMwrohnMxiseaseMxespiteMtheM’ighMVariabilityM
ofMtheM‘utMMicrobiotabMCellSReportsZM2016ZMehZMmhiamii 10.6 36

123 ‘enomeawideMpolymorphismMandMcomparativeManalysesMinMtheMwhiteatailedMdeerMVOdocoileusM
virginianusWnMaMmodelMforMconservationMgenomicsbMPLoSSONEZM2011ZMjZMeeilee 3.7 35

122 –nfluenceMofMwetMdistillersMgrainsMdietsMonMbeefMcattleMfecalMbacterialMcommunityMstructurebMBMCS
MicrobiologyZM2012ZMefZMfi 4.5 34

121 xevelopmentMofMcolonicMmicrofloraMasMassessedMbyMpyrosequencingMinMdairyMcalvesMfedMwasteMmilkbM
JournalSofSDairySScienceZM2012ZMmiZMhiemafi 4 33

120 woaggregationMoccursMamongstMbacteriaMwithinMandMbetweenMbiofilmsMinMdomesticMshowerheadsbM
BiofoulingZM2013ZMfmZMigajl 3.3 32

119 OvineMpedomicsnMtheMfirstMstudyMofMtheMovineMfootMejSMrRμuabasedMmicrobiomebMISMESJournalZM2011ZM
iZMehfjagk 11.9 32

118 uMrapidMviabilityMassayMforMwryptosporidiumMoocystsMandM‘iardiaMcystsMforMuseMinMconjunctionMwithM
indirectMfluorescentMantibodyMdetectionbMCanadianSJournalSofSMicrobiologyZM1997ZMhgZMjilajf 3.2 32

117 ‘utMtranscriptomeMofMrepleteMadultMfemaleMcattleMticksZMRhipicephalusMVvoophilusWMmicroplusZM
feedingMuponMaMvabesiaMbovisainfectedMbovineMhostbMParasitologySResearchZM2013ZMeefZMgdkiamd 2.4 31

116 ThermotolerantMwlostridiaMasManMuirborneMPathogenM–ndicatorMduringMïandMupplicationMofMviosolidsbM
JournalSofSEnvironmentalSQualityZM1997ZMfjZMemhaemm 3.4 31

115 xiversityMofMbacterialMcommunitiesMofMfitnessMcenterMsurfacesMinMaMUbSbMmetropolitanMareabM
InternationalSJournalSofSEnvironmentalSResearchSandSPublicSHealthZM2014ZMeeZMefihhaje 4.6 30

114 wultureMindependentMsurveyMofMtheMmicrobiotaMofMtheMglassyawingedMsharpshooterMV’omalodiscaM
vitripennisWMusingMhihMpyrosequencingbMEnvironmentalSEntomologyZM2011ZMhdZMfgam 2.1 30

113 PwRMamplificationMandMspeciesMdeterminationMofMmicrosporidiaMinMformalinafixedMfecesMafterM
immunomagneticMseparationbMAppliedSandSEnvironmentalSMicrobiologyZM1998ZMjhZMgggaj 4.8 30

112 –nabilityMofMpolymeraseMchainMreactionZMpyrosequencingZMandMcultureMofMinfectedMandMuninfectedMsiteM
skinMbiopsyMspecimensMtoMidentifyMtheMcauseMofMcellulitisbMClinicalSInfectiousSDiseasesZM2015ZMjeZMejkmalk 11.6 29

111 –mpactMofMshortatermMacidificationMonMnitrificationMandMnitrifyingMbacterialMcommunityMdynamicsMinM
soillessMcultivationMmediabMAppliedSandSEnvironmentalSMicrobiologyZM2012ZMklZMjikjalf 4.8 29

110 ProspectingMenvironmentalMmycobacterianMcombinedMmolecularMapproachesMrevealMunprecedentedM
diversitybMPLoSSONEZM2013ZMlZMejljhl 3.7 29

(2013-2012)

9



109 ‘eneMexpressionMprofilingMwithinMtheMspleenMofMwlostridiumMperfringensachallengedMbroilersMfedM
antibioticamedicatedMandMnonamedicatedMdietsbMBMCSGenomicsZM2009ZMedZMfjd 4.5 29

108
uMcombinedMsubtractiveMsuppressionMhybridizationMandMexpressionMprofilingMstrategyMtoMidentifyM
novelMdesiccationMresponseMtranscriptsMfromMTortulaMruralisMgametophytesbMPhysiologiaSPlantarumZM
2009ZMegjZMhgkajd

4.6 29

107 PyrosequencingabasedManalysisMofMtheMmicrobiomeMassociatedMwithMtheMhornMflyZM’aematobiaM
irritansbMPLoSSONEZM2012ZMkZMehhgmd 3.7 28

106
wharacterizationMofMMetabolicallyMuctiveMvacterialMPopulationsMinMSubseafloorMμankaiMTroughM
SedimentsMaboveZMwithinZMandMbelowMtheMSulfateaMethaneMTransitionMZonebMFrontiersSinSMicrobiologyZM
2012ZMgZMeeg

5.7 28

105 yffectMofMdarkMsweetMcherryMpowderMconsumptionMonMtheMgutMmicrobiotaZMshortachainMfattyMacidsZMandM
biomarkersMofMgutMhealthMinMobeseMdbcdbMmicebMPeerJZM2018ZMjZMehemi 3.1 28

104
PyrosequencingMrevealsMtheMcomplexMpolymicrobialMnatureMofMinvasiveMpyogenicMinfectionsnMmicrobialM
constituentsMofMempyemaZMliverMabscessZMandMintracerebralMabscessbMEuropeanSJournalSofSClinicalS
MicrobiologySandSInfectiousSDiseasesZM2012ZMgeZMfjkmame

5.3 27

103 ’andlingMmayMcauseMincreasedMsheddingMofMyscherichiaMcoliMandMtotalMcoliformsMinMpigsbMFoodborneS
PathogensSandSDiseaseZM2007ZMhZMmmaedf 3.8 26

102 MetagenomicManalysisMofMtheMgutMmicrobiotaMofMtheMTimberMRattlesnakeZMwrotalusMhorridusbM
MolecularSBiologySReportsZM2015ZMhfZMeelkami 2.8 25

101 –dentificationMandMlocationMofMsymbiontsMassociatedMwithMpotatoMpsyllidMVvactericeraMcockerelliWM
lifestagesbMEnvironmentalSEntomologyZM2012ZMheZMmlaedk 2.1 25

100 μecrotizingMenterocolitisMandMcytomegalovirusMinfectionMinMaMprematureMinfantbMPediatricsZM2013ZMegeZMegelaff7.4 25

99 yffectsMofMdietaryMcookedMnavyMbeanMonMtheMfecalMmicrobiomeMofMhealthyMcompanionMdogsbMPLoSSONE
ZM2013ZMlZMekhmml 3.7 25

98
wombinedMtreatmentMofMPseudomonasMaeruginosaMbiofilmMwithMlactoferrinMandMxylitolMinhibitsMtheM
abilityMofMbacteriaMtoMrespondMtoMdamageMresultingMfromMlactoferrinMironMchelationbMInternationalS
JournalSofSAntimicrobialSAgentsZM2011ZMgkZMgejafg

14.3 25

97 uMdraftMdeMnovoMgenomeMassemblyMforMtheMnorthernMbobwhiteMVwolinusMvirginianusWMrevealsMevidenceM
forMaMrapidMdeclineMinMeffectiveMpopulationMsizeMbeginningMinMtheMïateMPleistocenebMPLoSSONEZM2014ZMmZMemdfhd3.7 25

96
TheMeffectMofMbrownMmidribMcornMsilageMandMdriedMdistillersUMgrainsMwithMsolublesMonMmilkMproductionZM
nitrogenMutilizationMandMmicrobialMcommunityMstructureMinMdairyMcowsbMCanadianSJournalSofSAnimalS
ScienceZM2012ZMmfZMgjiagld

0.9 24

95 ïongitudinalMshiftsMinMbacterialMdiversityMandMfermentationMpatternMinMtheMrumenMofMsteersMgrazingM
wheatMpasturebMAnaerobeZM2014ZMgdZMeeak 2.8 23

94 womprehensiveMMolecularMwharacterizationMofMvacterialMwommunitiesMinMzecesMofMPetMvirdsMUsingM
ejSMMarkerMSequencingbMMicrobialSEcologyZM2017ZMkgZMffhafgi 4.4 23

93 PyrosequencingMrevealsMbacteriaMcarriedMinMdifferentMwindaerodedMsedimentsbMJournalSofS
EnvironmentalSQualityZM2012ZMheZMkhhaig 3.4 23

92 PrenatalMmethyladonorMsupplementationMaugmentsMcolitisMinMyoungMadultMmicebMPLoSSONEZM2013ZMlZMekgejf3.7 23
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91 yvaluationMofMinMvitroMgasMproductionMandMrumenMbacterialMpopulationsMfermentingMcornMmillingM
VcoWproductsbMJournalSofSDairySScienceZM2010ZMmgZMhkgiahg 4 23

90 zungalMMicrobiotaMProfileMinMμewlyMxiagnosedMTreatmentanaˆflveMwhildrenMwithMwrohnUsMxiseasebM
JournalSofSCrohncsSandSColitisZM2017ZMeeZMiljaimf 1.5 22

89 yffectMofMpestMmanagementMsystemMonMâ��ympireâ��MappleMleafMphyllosphereMpopulationsbMScientiaS
HorticulturaeZM2015ZMelgZMilaji 4.1 22

88 MaternalMmicronutrientsMcanMmodifyMcolonicMmucosalMmicrobiotaMmaturationMinMmurineMoffspringbM
GutSMicrobesZM2012ZMgZMhfjagg 8.8 22

87 womparisonMofMShigaalikeMtoxinM––MexpressionMbetweenMtwoMgeneticallyMdiverseMlineagesMofM
yscherichiaMcoliMOeikn’kbMJournalSofSFoodSProtectionZM2008ZMkeZMejkgal 2.5 22

86 TheMpredominantMsiteMofMbacterialMtranslocationMacrossMtheMintestinalMmucosalMbarrierMoccursMatMtheM
advancingMdiseaseMmarginMinMwrohnUsMdiseasebMMicrobiologySdUnitedSKingdomeZM2016ZMejfZMejdlaejem 2.9 22

85 UnravelingMtheMzirstXylellaMfastidiosaSubspbzastidiosa‘enomeMfromMTexasbMSouthwesternS
EntomologistZM2010ZMgiZMhkmahlg 0.3 21

84 vacterialMandMarchaeaMcommunityMpresentMinMtheMPineMvarrensMzorestMofMïongM–slandZMμYnMunusuallyM
highMpercentageMofMammoniaMoxidizingMbacteriabMPLoSSONEZM2011ZMjZMefjfjg 3.7 21

83 wonfirmedMdetectionMofMwyclosporaMcayetanesisZMyncephalitozoonMintestinalisMandMwryptosporidiumM
parvumMinMwaterMusedMforMdrinkingbMJournalSofSWaterSandSHealthZM2003ZMeZMeekafg 2.2 21

82 TheMovarianMtranscriptomeMofMtheMcattleMtickZMRhipicephalusMVvoophilusWMmicroplusZMfeedingMuponMaM
bovineMhostMinfectedMwithMvabesiaMbovisbMParasitesSandSVectorsZM2013ZMjZMfkj 4 20

81
MolecularMidentificationMandMcharacterizationMofMilealMandMcecalMfungusMcommunitiesMinMbroilersMgivenM
probioticsZMspecificMessentialMoilMblendsZMandMunderMmixedMyimeriaMinfectionbMFoodborneSPathogensS
andSDiseaseZM2012ZMmZMligajd

3.8 20

80
UseMofMpyrosequencingMandMdenaturingMgradientMgelMelectrophoresisMtoMexamineMtheMeffectsMofM
probioticsMandMessentialMoilMblendsMonMdigestiveMmicrofloraMinMbroilersMunderMmixedMyimeriaMinfectionbM
FoodborneSPathogensSandSDiseaseZM2011ZMlZMeeimajk

3.8 20

79 wontrastingMpatternsMofMnicheMpartitioningMbetweenMtwoManaerobicMterminalMoxidizersMofMorganicM
matterbMISMESJournalZM2012ZMjZMmdiaeh 11.9 20

78 ynvironmentalMprevalenceMandMpersistenceMofMSalmonellaMsppbMinMoutdoorMswineMwallowsbMFoodborneS
PathogensSandSDiseaseZM2005ZMfZMfjgakg 3.8 20

77 MicrobiotaMprofileMinMnewaonsetMpediatricMwrohnUsMdiseasenMdataMfromMaMnonaWesternMpopulationbMGutS
PathogensZM2018ZMedZMhm 5.4 20

76 PositiveMadaptiveMstatenMmicroarrayMevaluationMofMgeneMexpressionMinMSalmonellaMentericaM
TyphimuriumMexposedMtoMnalidixicMacidbMFoodborneSPathogensSandSDiseaseZM2007ZMhZMelkafdd 3.8 19

75 yffectsMofMadministrationMofMliveMorMinactivatedMvirulentMRhodococccusMequiMandMageMonMtheMfecalM
microbiomeMofMneonatalMfoalsbMPLoSSONEZM2013ZMlZMejjjhd 3.7 19

74 μaturalMmummificationMofMtheMhumanMgutMpreservesMbacteriophageMxμubMFEMSSMicrobiologySLettersZM
2016ZMgjgZMfnvfem 2.9 18

(2016-2010)
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73
xifferentialMexpressionMofMvirulencearelatedMgenesMinMuMSalmonellaMentericaMserotypeMtyphimuriumM
luxSMmutantMinMresponseMtoMautoinducerMu–afMandMpoultryMmeataderivedMu–afMinhibitorbMFoodborneS
PathogensSandSDiseaseZM2007ZMhZMiaei

3.8 18

72 TheMMicrobiologyMofMWoundsM2010ZMelkafel 18

71 MicrobialMxiversityMofMSourceMandMPointaofaUseMWaterMinMRuralM’aitiMaMuMPyrosequencingavasedM
MetagenomicMSurveybMPLoSSONEZM2016ZMeeZMedejkgig 3.7 18

70 TaxonomicMandMpredictedMmetabolicMprofilesMofMtheMhumanMgutMmicrobiomeMinMpreawolumbianM
mummiesbMFEMSSMicrobiologySEcologyZM2016ZMmfZM 4.3 17

69 –nsightMintoMhypoxiaMtoleranceMinMcowpeaMbruchidnMmetabolicMrepressionMandMheatMshockMproteinM
regulationMviaMhypoxiaainducibleMfactorMebMPLoSSONEZM2013ZMlZMeikfjk 3.7 17

68
unalysisMofMexpressedMsequenceMtagsMfromMaMsignificantMlivestockMpestZMtheMstableMflyMVStomoxysM
calcitransWZMidentifiesMtranscriptsMwithMaMputativeMroleMinMchemosensationMandMsexMdeterminationbM
ArchivesSofSInsectSBiochemistrySandSPhysiologyZM2010ZMkhZMekmafdh

2.3 17

67 ïinkingMMolecularMMicrobialMycologyMtoM‘eochemistryMinMaMwoastalM’ypoxicMZonebMGeomicrobiologyS
JournalZM2013ZMgdZMejdaekf 2.5 16

66 PyrosequencingMbasedMassessmentMofMbacterialMdiversityMinMTurkishMRhipicephalusMannulatusMandM
xermacentorMmarginatusMticksMVucarinM–xodidaeWbMParasitologySResearchZM2017ZMeejZMediiaedje 2.4 15

65 MultipleMOpportunisticMPathogensZMbutMμotMPreaexistingM–nflammationZMMayMveMussociatedMwithM
μecrotizingMynterocolitisbMDigestiveSDiseasesSandSSciencesZM2015ZMjdZMgkflagh 4 15

64
wrohnUsMdiseaseMmayMbeMdifferentiatedMintoMfMdistinctMbiotypesMbasedMonMtheMdetectionMofMbacterialM
genomicMsequencesMandMvirulenceMgenesMwithinMsubmucosalMtissuesbMJournalSofSClinicalS
GastroenterologyZM2013ZMhkZMjefafd

3 15

63 ModelingMVirusMudsorptionMinMvatchMandMwolumnMyxperimentsbMQuantitativeSMicrobiologyZM2000ZMfZMiafd 15

62
yvaluationMofMmethodologiesMincludingMimmunofluorescentMassayMV–zuWMandMtheMpolymeraseMchainM
reactionMVPwRWMforMdetectionMofMhumanMpathogenicMmicrosporidiaMinMwaterbMJournalSofSMicrobiologicalS
MethodsZM1999ZMgiZMhgaif

2.8 15

61 ïossMofMnajMfattyMacidMinducedMpediatricMobesityMprotectsMagainstMacuteMmurineMcolitisbMFASEBSJournalZM
2015ZMfmZMgeieam 0.9 14

60
yvaluationMofMgeneMexpressionMinMaMsingleMantibioticMexposureaderivedMisolateMofMSalmonellaMentericaM
typhimuriumMehdflMpossessingMresistanceMtoMmultipleMantibioticsbMFoodborneSPathogensSandSDiseaseZM
2008ZMiZMfdiafe

3.8 14

59 SMuxhMhaploinsufficiencyMassociatesMwithMaugmentedMcolonicMinflammationMinMselectMhumansMandM
micebMAnnalsSofSClinicalSandSLaboratorySScienceZM2012ZMhfZMhdeal 0.9 14

58 wharacterizationMofMtheM–ntestinalMïactobacilliMwommunityMfollowingM‘alactooligosaccharidesMandM
PolydextroseMSupplementationMinMtheMμeonatalMPigletbMPLoSSONEZM2015ZMedZMedegihmh 3.7 13

57 whangesMinMejsMRμuM‘eneMMicrobialMwommunityMProfilingMbyMwoncentrationMofMProkaryoticMxμubM
JournalSofSMicrobiologicalSMethodsZM2015ZMeemZMfgmahf 2.8 13

56
MicroarrayManalysisMandMdraftMgenomesMofMtwoMyscherichiaMcoliMOeikn’kMlineageM––McattleMisolatesM
zR–KmjjMandMzR–KfdddMinvestigatingMlackMofMShigaMtoxinMexpressionbMFoodborneSPathogensSandS
DiseaseZM2010ZMkZMkjgakg

3.8 13
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55 wompositionMandMxiversityMofMtheMzecalMMicrobiomeMandM–nferredMzecalMMetagenomeMxoesMμotM
PredictMSubsequentMPneumoniaMwausedMbyMRhodococcusMequiMinMzoalsbMPLoSSONEZM2015ZMedZMedegjilj 3.7 13

54 PredictionMofM‘MproteinacoupledMreceptorMencodingMsequencesMfromMtheMsynganglionMtranscriptomeM
ofMtheMcattleMtickZMRhipicephalusMmicroplusbMTicksSandSTickiborneSDiseasesZM2016ZMkZMjkdajkk 3.6 13

53 yxaminationMwithMnextagenerationMsequencingMtechnologyMofMtheMbacterialMmicrobiotaMinM
bronchoalveolarMlavageMsamplesMafterMtraumaticMinjurybMSurgicalSInfectionsZM2013ZMehZMfkialf 2 12

52 unalysisMofMtheMmicrobialMdiversityMinMfaecalMmaterialMofMtheMendangeredMblueMwhaleZMvalaenopteraM
musculusbMAntonieSVanSLeeuwenhoekZM2016ZMedmZMedjgam 2.1 12

51 wμwMM–akhiMModulatesMtheMzecalMvileMucidsMMetabolismMxuringMuntimicrobialMTherapyMinM’ealthyM
VolunteersbMFrontiersSinSMicrobiologyZM2019ZMedZMggj 5.7 11

50 ussessmentMofMbacterialMdiversityMinM’yalommaMaegyptiumZM’bMmarginatumMandM’bMexcavatumMticksM
throughMtagaencodedMpyrosequencingbMExperimentalSandSAppliedSAcarologyZM2017ZMkgZMhjeahki 2.1 11

49 uMdatabaseMofMexpressedMgenesMfromMwochliomyiaMhominivoraxMVxipteranMwalliphoridaeWbMJournalSofS
MedicalSEntomologyZM2009ZMhjZMeedmaej 2.2 11

48 wonventionalMandMomicsMapproachesMshedMlightMonM’alitziaMcheeseZMaMlongaforgottenMwhiteabrinedM
cheeseMfromMwyprusbMInternationalSDairySJournalZM2019ZMmlZMkfalg 3.5 10

47 ussessingMtheMxiversityMandMwompositionMofMvacterialMwommunitiesMacrossMaMWetlandZMTransitionZM
UplandM‘radientMinMMaconMwountyMulabamabMDiversityZM2013ZMiZMhjeahkl 2.5 10

46 zungalMdysbiosisMpredictsMtheMdiagnosisMofMpediatricMwrohnUsMdiseasebMWorldSJournalSofS
GastroenterologyZM2018ZMfhZMhiedahiej 5.6 10

45 ïongatermMdietaryMsupplementationMofMorganicMseleniumMmodulatesMgeneMexpressionMprofilesMinM
leukocytesMofMadultMpigsbMAnimalSScienceSJournalZM2013ZMlhZMfglahj 1.8 9

44 xraftM‘enomeMSequenceMofMVibrioMspbMStrainMVbfklZManMuntagonisticMvacteriumM–solatedMfromMtheM
MarineMSpongeMSarcotragusMspinosulusbMGenomeSAnnouncementsZM2015ZMgZM 8

43 yvaluationMofMfeedMgradeMsodiumMbisulfateMimpactMonMgastrointestinalMtractMmicrobiotaMecologyMinM
broilersMviaMaMpyrosequencingMplatformbMPoultrySScienceZM2015ZMmhZMgdhdak 3.9 8

42 TypesMofMWoundsMandM–nfectionsM2010ZMfemafgf 8

41
upplicationMofMhighathroughputMpyrosequencingMinMtheManalysisMofMmicrobiotaMofMfoodMcommoditiesM
procuredMfromMsmallMandMlargeMretailMoutletsMinMaMUbSbMmetropolitanMareaMaMuMpilotMstudybMFoodS
ResearchSInternationalZM2018ZMediZMfmahd

7 8

40 –solationMofMïactococcusMgarvieaeMstrainMTRzeMfromMtheMfecalMmaterialMofMaMTimberMRattlesnakebM
CurrentSMicrobiologyZM2014ZMjmZMjgal 2.4 7

39
yvaluationMofMsolubleMcornMfiberMonMchemicalMcompositionMandMnitrogenacorrectedMtrueM
metabolizableMenergyMandMitsMeffectsMonMinMvitroMfermentationMandMinMvivoMresponsesMinMdogsbMJournalS
ofSAnimalSScienceZM2015ZMmgZMfemeafdd

0.7 7

38 MicroarrayManalysisMofMfemaleaMandMlarvalaspecificMgeneMexpressionMinMtheMhornMflyMVxipteranM
MuscidaeWbMJournalSofSMedicalSEntomologyZM2009ZMhjZMfikakd 2.2 7

(2009-2015)
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37 PlanktonicMandMbiofilmMcommunityMcharacterizationMandMSalmonellaMresistanceMofMehadayaoldMchickenM
cecalMMicrofloraaderivedMcontinuousaflowMculturesbMJournalSofSFoodSProtectionZM2008ZMkeZMemleak 2.5 7

36 xifferentialMallergenMexpressionMinMthreeMTyrophagusMputrescentiaeMstrainsMinhabitedMbyMdistinctM
microbiomebMAllergywSEuropeanSJournalSofSAllergySandSClinicalSImmunologyZM2019ZMkhZMfidfafidk 9.3 6

35 xraftM‘enomeMSequenceMofMspbMStrainMwbM‘gibMGenomeSAnnouncementsZM2017ZMiZM 6

34 TheMcomplexityMofMRhipicephalusMVvoophilusWMmicroplusMgenomeMcharacterisedMthroughMdetailedM
analysisMofMtwoMvuwMclonesbMBMCSResearchSNotesZM2011ZMhZMfih 2.3 6

33
ThermoPhylnMaMsoftwareMtoolMforMselectingMphylogeneticallyMoptimizedMconventionalMandM
quantitativeaPwRMtaxonatargetedMassaysMforMuseMwithMcomplexMsamplesbMFEMSSMicrobiologySEcologyZM
2011ZMkkZMekafk

4.3 6

32 VirusMTransportMyxperimentsMinMaMSandyMuquiferbMWaterhSAirhSandSSoilSPollutionZM2006ZMejmZMhkaji 2.6 6

31 ynterococcusMcrotaliMspbMnovbZMisolatedMfromMfaecalMmaterialMofMaMtimberMrattlesnakebMInternationalS
JournalSofSSystematicSandSEvolutionarySMicrobiologyZM2017ZMjkZMemlhaemlm 2.2 6

30 TransitionalMandMtemporalMchangesMinMtheMmucosalMandMsubmucosalMintestinalMmicrobiotaMinM
advancedMwrohnUsMdiseaseMofMtheMterminalMileumbMJournalSofSMedicalSMicrobiologyZM2018ZMjkZMihmaiim 3.2 6

29 MicrobialMcommunityMinMtheMsoilMdeterminesMtheMforestMrecoveryMpostaexposureMtoMgammaM
irradiationbMEnvironmentalSScienceSbampxSTechnologyZM2013ZMhkZMeegmjahdf 10.3 5

28 yxpressedMSequenceMTagMVySTWMSurveyMofMïifeMStagesMofMtheMPotatoMPsyllidZvactericeraMcockerelliZM
usingMhihMPyrosequencingbMSouthwesternSEntomologistZM2010ZMgiZMhjgahjj 0.3 5

27
SurvivalMandMtransportMofMselectedMbacterialMpathogensMandMindicatorMvirusesMunderMsandyMaquiferM
conditionsbMJournalSofSEnvironmentalSScienceSandSHealthSPartSAwSEnvironmentalSScienceSandS
EngineeringZM1997ZMgfZMffhiaffil

5

26 yxpressedMcxμuSMfromMembryonicMandMlarvalMstagesMofMtheMhornMflyMVxipteranMMuscidaeWbMJournalSofS
MedicalSEntomologyZM2008ZMhiZMjljamf 2.2 5

25 PhylumatargetedMpyrosequencingMrevealsMdiverseMplanctomyceteMpopulationsMinMaMeutrophicMlakebM
AquaticSMicrobialSEcologyZM2011ZMjhZMheahm 1.1 5

24 unalysisMofMtheMMicrobialMxiversityMinMtheMzecalMMaterialMofM‘iraffesbMCurrentSMicrobiologyZM2018ZMkiZMgfgagfk2.4 4
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