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l Paper IF Citations

205 TheMsubsystemsMapproachMtoMgenomeMannotationMandMitsMuseMinMtheMprojectMtoMannotateMdcccM
genomesaMNucleicgAcidsgResearchYM2005YMffYMhildZjce 20.1 1485

204 zenwuZZanMopenMsourceMgenomeMannotationMsystemMforMprokaryoteMgenomesaMNucleicgAcidsgResearch
YM2003YMfdYMedkjZlh 20.1 587

203 TheMgenomeMofMtheMrecentlyMdomesticatedMcropMplantMsugarMbeetMUuetaMvulgarisVaMNatureYM2014YMhchYMhgiZl50.4 365

202 xwztRmMaMsoftwareMframeworkMforMtheMcomparativeManalysisMofMprokaryoticMgenomesaMBMCg
BioinformaticsYM2009YMdcYMdhg 3.6 317

201 vompleteMgenomeMsequenceMofMtheMprototypeMlacticMacidMbacteriumMσactococcusMlactisMsubspaM
cremorisMMzdfifaMJournalgofgBacteriologyYM2007YMdklYMfehiZjc 3.5 314

200 vompleteMgenomeMsequenceMofMtheMmyxobacteriumMSorangiumMcellulosumaMNaturegBiotechnologyYM
2007YMehYMdekdZl 44.5 307

199
InsightsMintoMgenomeMplasticityMandMpathogenicityMofMtheMplantMpathogenicMbacteriumMXanthomonasM
campestrisMpvaMvesicatoriaMrevealedMbyMtheMcompleteMgenomeMsequenceaMJournalgofgBacteriologyYM
2005YMdkjYMjehgZii

3.5 286

198 TheMmetagenomeMofMaMbiogasZproducingMmicrobialMcommunityMofMaMproductionZscaleMbiogasMplantM
fermenterManalysedMbyMtheMghgZpyrosequencingMtechnologyaMJournalgofgBiotechnologyYM2008YMdfiYMjjZlc 3.7 280

197 UpdatingMbenchtopMsequencingMperformanceMcomparisonaMNaturegBiotechnologyYM2013YMfdYMelgZi 44.5 255

196
tnMRNtiZuasedMvontrolMofMyusariumMgraminearumMInfectionsMThroughMSprayingMofMσongMdsRNtsM
InvolvesMaMPlantMPassageMandMIsMvontrolledMbyMtheMyungalMSilencingMMachineryaMPLoSgPathogensYM2016
YMdeYMedcchlcd

7.6 255

195 xwztRMeacmManMenhancedMsoftwareMplatformMforMcomparativeMgeneMcontentManalysesaMNucleicgAcidsg
ResearchYM2016YMggYMWeeZk 20.1 245

194 PhylogeneticMclassificationMofMshortMenvironmentalMwNtMfragmentsaMNucleicgAcidsgResearchYM2008YMfiYMeefcZl20.1 222

193
PhylogeneticMcharacterizationMofMaMbiogasMplantMmicrobialMcommunityMintegratingMcloneMlibraryM
diSZrwNtMsequencesMandMmetagenomeMsequenceMdataMobtainedMbyMghgZpyrosequencingaMJournalgofg
BiotechnologyYM2009YMdgeYMfkZgl

3.7 209

192 TheMgenomeMofMXanthomonasMcampestrisMpvaMcampestrisMudccMandMitsMuseMforMtheMreconstructionMofM
metabolicMpathwaysMinvolvedMinMxanthanMbiosynthesisaMJournalgofgBiotechnologyYM2008YMdfgYMffZgh 3.7 202

191 vomparativeMandMjointManalysisMofMtwoMmetagenomicMdatasetsMfromMaMbiogasMfermenterMobtainedMbyM
ghgZpyrosequencingaMPLoSgONEYM2011YMiYMedghdl 3.7 187

190 TaxonomicMcompositionMandMgeneMcontentMofMaMmethaneZproducingMmicrobialMcommunityMisolatedM
fromMaMbiogasMreactoraMJournalgofgBiotechnologyYM2008YMdfiYMldZdcd 3.7 177

189 ProfilingMofMtheMmetabolicallyMactiveMcommunityMfromMaMproductionZscaleMbiogasMplantMbyMmeansMofM
highZthroughputMmetatranscriptomeMsequencingaMJournalgofgBiotechnologyYM2012YMdhkYMegkZhk 3.7 170
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188
ReassessmentMofMtheMσisteriaMmonocytogenesMpanZgenomeMrevealsMdynamicMintegrationMhotspotsM
andMmobileMgeneticMelementsMasMmajorMcomponentsMofMtheMaccessoryMgenomeaMBMCgGenomicsYM2013YM
dgYMgj

4.5 145

187
WholeZgenomeMcomparisonMofMdiseaseMandMcarriageMstrainsMprovidesMinsightsMintoMvirulenceM
evolutionMinMNeisseriaMmeningitidisaMProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericaYM2008YMdchYMfgjfZk

11.5 144

186 vhineseMhamsterMgenomeMsequencedMfromMsortedMchromosomesaMNaturegBiotechnologyYM2013YMfdYMilgZh 44.5 141

185 TtvOtmMtaxonomicMclassificationMofMenvironmentalMgenomicMfragmentsMusingMaMkernelizedMnearestM
neighborMapproachaMBMCgBioinformaticsYM2009YMdcYMhi 3.6 137

184 vompleteMgenomeMsequenceMofMtheMfireMblightMpathogenMxrwiniaMamylovoraMvyuPMdgfcMandM
comparisonMtoMotherMxrwiniaMsppaMMoleculargPlantvMicrobegInteractionsYM2010YMefYMfkgZlf 3.6 136

183  ighZqualityMgenomeMsequenceMofMPichiaMpastorisMvuSjgfhaMJournalgofgBiotechnologyYM2011YMdhgYMfdeZec 3.7 123

182
tntibioticMmultiresistanceMplasmidMpRSudcdMisolatedMfromMaMwastewaterMtreatmentMplantMisMrelatedM
toMplasmidsMresidingMinMphytopathogenicMbacteriaMandMcarriesMeightMdifferentMresistanceM
determinantsMincludingMaMmultidrugMtransportMsystemaMMicrobiologygpUnitedgKingdomrYM2004YMdhcYMfidfZfifc

2.9 120

181
UnravelingMtheMmicrobiomeMofMaMthermophilicMbiogasMplantMbyMmetagenomeMandMmetatranscriptomeM
analysisMcomplementedMbyMcharacterizationMofMbacterialMandMarchaealMisolatesaMBiotechnologygforg
BiofuelsYM2016YMlYMdjd

7.8 102

180 vharacterizationMofMmicrobialMbiofilmsMinMaMthermophilicMbiogasMsystemMbyMhighZthroughputM
metagenomeMsequencingaMFEMSgMicrobiologygEcologyYM2012YMjlYMjkhZll 4.3 101

179 uacterialMcommunityMshiftMinMtreatedMperiodontitisMpatientsMrevealedMbyMionMtorrentMdiSMrRNtMgeneM
ampliconMsequencingaMPLoSgONEYM2012YMjYMegdici 3.7 100

178 xMMtmMaMplatformMforMconsistentMstorageMandMefficientManalysisMofMmicroarrayMdataaMJournalgofg
BiotechnologyYM2003YMdciYMdfhZgi 3.7 99

177
NextZgenerationMsequencingMofMtheMvhineseMhamsterMovaryMmicroRNtMtranscriptomemMIdentificationYM
annotationMandMprofilingMofMmicroRNtsMasMtargetsMforMcellularMengineeringaMJournalgofgBiotechnologyYM
2011YMdhfYMieZjh

3.7 95

176 uioinformaticManalysisMrevealsMhighMdiversityMofMbacterialMgenesMforMlaccaseZlikeMenzymesaMPLoSgONEYM
2011YMiYMeehjeg 3.7 95

175
vompleteMgenomeMsequencingMofMtgrobacteriumMspaM dfZfYMtheMformerMRhizobiumMlupiniM dfZfYM
revealsMaMtripartiteMgenomeMconsistingMofMaMcircularMandMaMlinearMchromosomeMandManMaccessoryM
plasmidMbutMlackingMaMtumorZinducingMTiZplasmidaMJournalgofgBiotechnologyYM2011YMdhhYMhcZie

3.7 90

174 MeltwumMaMsoftwareMplatformMforMtheManalysisMandMintegrationMofMmetabolomicsMexperimentMdataaM
BioinformaticsYM2008YMegYMejeiZfe 7.2 89

173 UnravelingMtheMvhineseMhamsterMovaryMcellMlineMtranscriptomeMbyMnextZgenerationMsequencingaM
JournalgofgBiotechnologyYM2011YMdhiYMeejZfh 3.7 88

172 ReadXplorerZZvisualizationMandManalysisMofMmappedMsequencesaMBioinformaticsYM2014YMfcYMeegjZhg 7.2 85

171 InsectMpathogenicityMinMplantZbeneficialMpseudomonadsmMphylogeneticMdistributionMandMcomparativeM
genomicsaMISMEgJournalYM2016YMdcYMehejZge 11.9 82

(2016-2013)
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170 TheMWaddliaMgenomemMaMwindowMintoMchlamydialMbiologyaMPLoSgONEYM2010YMhYMedcklc 3.7 82

169 vomparativeManalysisMofMplasmidsMinMtheMgenusMσisteriaaMPLoSgONEYM2010YMhYMedehdd 3.7 82

168 WholeZgenomeMsequenceMofMσisteriaMwelshimeriMrevealsMcommonMstepsMinMgenomeMreductionMwithM
σisteriaMinnocuaMasMcomparedMtoMσisteriaMmonocytogenesaMJournalgofgBacteriologyYM2006YMdkkYMjgchZdh 3.5 77

167 virculationMofMclonalMpopulationsMofMfluoroquinoloneZresistantMvTXZMZdhZproducingMxscherichiaMcoliM
STgdcMinMhumansMandManimalsMinMzermanyaMInternationalgJournalgofgAntimicrobialgAgentsYM2016YMgjYMghjZih14.3 76

166 InterclonalMgradientMofMvirulenceMinMtheMPseudomonasMaeruginosaMpangenomeMfromMdiseaseMandM
environmentaMEnvironmentalgMicrobiologyYM2015YMdjYMelZgi 5.2 75

165 InsightsMintoMtheMcompletelyMannotatedMgenomeMofMσactobacillusMbuchneriMvwcfgYMaMstrainMisolatedM
fromMstableMgrassMsilageaMJournalgofgBiotechnologyYM2012YMdidYMdhfZii 3.7 73

164
 abitatMandMtaxonMasMdrivingMforcesMofMcarbohydrateMcatabolismMinMmarineMheterotrophicMbacteriamM
exampleMofMtheMmodelMalgaeZassociatedMbacteriumMZobelliaMgalactanivoransMwsijaMEnvironmentalg
MicrobiologyYM2016YMdkYMgidcZgiej

5.2 72

163 xxactMandMcompleteMshortZreadMalignmentMtoMmicrobialMgenomesMusingMzraphicsMProcessingMUnitM
programmingaMBioinformaticsYM2011YMejYMdfhdZk 7.2 71

162 wevelopmentMofMjointMapplicationMstrategiesMforMtwoMmicrobialMgeneMfindersaMBioinformaticsYM2004YM
ecYMdieeZfd 7.2 71

161 zenomeMsequenceMofMtheMbiocontrolMagentMPantoeaMvagansMstrainMvlZdaMJournalgofgBacteriologyYM
2010YMdleYMigkiZj 3.5 70

160 xstablishmentMandMinterpretationMofMtheMgenomeMsequenceMofMtheMphytopathogenicMfungusM
RhizoctoniaMsolaniMtzdZIuMisolateMjbfbdgaMJournalgofgBiotechnologyYM2013YMdijYMdgeZhh 3.7 68

159 WebvtRMtmMaMwebMapplicationMforMtheMfunctionalMandMtaxonomicMclassificationMofMunassembledM
metagenomicMreadsaMBMCgBioinformaticsYM2009YMdcYMgfc 3.6 67

158 zenomicMsequenceMofMchorioallantoisMvacciniaMvirusMtnkaraYMtheMancestorMofMmodifiedMvacciniaMvirusM
tnkaraaMJournalgofgGeneralgVirologyYM2007YMkkYMfeglZfehl 4.9 67

157 TheMmissingMlinkmMuordetellaMpetriiMisMendowedMwithMbothMtheMmetabolicMversatilityMofMenvironmentalM
bacteriaMandMvirulenceMtraitsMofMpathogenicMuordetellaeaMBMCgGenomicsYM2008YMlYMggl 4.5 65

156 vomparativeMgenomicsMofMdeMstrainsMofMxrwiniaMamylovoraMidentifiesMaMpanZgenomeMwithMaMlargeM
conservedMcoreaMPLoSgONEYM2013YMkYMehhigg 3.7 64

155 NonZpathogenicMRhizobiumMradiobacterMygMdeploysMplantMbeneficialMactivityMindependentMofMitsMhostM
PiriformosporaMindicaaMISMEgJournalYM2016YMdcYMkjdZkg 11.9 63

154 ReconstructionMofMtheMlipidMmetabolismMforMtheMmicroalgaMMonoraphidiumMneglectumMfromMitsM
genomeMsequenceMrevealsMcharacteristicsMsuitableMforMbiofuelMproductionaMBMCgGenomicsYM2013YMdgYMlei 4.5 63

153 MeltwuMeacZadvancesMofMtheMmetabolomicsMsoftwareMsystemaMBioinformaticsYM2013YMelYMegheZl 7.2 63
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152 MicrobialMdiversityMinMdifferentMcompartmentsMofManMaquaponicsMsystemaMArchivesgofgMicrobiologyYM
2017YMdllYMidfZiec 3 62

151 xMMtMeZZaMMtzxZcompliantMsystemMforMtheMcollaborativeManalysisMandMintegrationMofMmicroarrayM
dataaMBMCgBioinformaticsYM2009YMdcYMhc 3.6 62

150 vhromosomalMσocationsMofMmcrZdMandMblaMvTXZMZdhMinMyluoroquinoloneZResistantMxscherichiaMcoliM
STgdcaMEmerginggInfectiousgDiseasesYM2016YMeeYMdiklZld 10.2 62

149 vomparativeMgenomicsMandMtranscriptomicsMofMlineagesMIYMIIYMandMIIIMstrainsMofMσisteriaM
monocytogenesaMBMCgGenomicsYM2012YMdfYMdgg 4.5 60

148 ReadXplorerMeZdetailedMreadMmappingManalysisMandMvisualizationMfromMoneMsingleMsourceaM
BioinformaticsYM2016YMfeYMfjceZfjck 7.2 59

147
VisualizingMpostMgenomicsMdataZsetsMonMcustomizedMpathwayMmapsMbyM
ProMeTraZaerationZdependentMgeneMexpressionMandMmetabolismMofMvorynebacteriumMglutamicumM
asManMexampleaMBMCgSystemsgBiologyYM2009YMfYMke

3.5 56

146 VirulenceMevolutionMofMtheMhumanMpathogenMNeisseriaMmeningitidisMbyMrecombinationMinMtheMcoreM
andMaccessoryMgenomeaMPLoSgONEYM2011YMiYMedkggd 3.7 56

145 tMreferenceMgenomeMofMtheMvhineseMhamsterMbasedMonMaMhybridMassemblyMstrategyaMBiotechnologyg
andgBioengineeringYM2018YMddhYMeckjZedcc 4.9 55

144 vonstructionMofMaMpublicMv OMcellMlineMtranscriptMdatabaseMusingMversatileMbioinformaticsManalysisM
pipelinesaMPLoSgONEYM2014YMlYMekhhik 3.7 52

143 IdentificationMandMcharacterizationMofMmicrocinMSYMaMnewMantibacterialMpeptideMproducedMbyMprobioticM
xscherichiaMcoliMzfbdcaMPLoSgONEYM2012YMjYMefffhd 3.7 50

142 SymbioticMpropertiesMandMfirstManalysesMofMtheMgenomicMsequenceMofMtheMfastMgrowingMmodelMstrainM
SinorhizobiumMfrediiM  dcfMnodulatingMsoybeanaMJournalgofgBiotechnologyYM2011YMdhhYMddZl 3.7 50

141 vompleteMgenomeMsequenceMofMtheMfireMblightMpathogenMxrwiniaMpyrifoliaeMwSMMdedifTMandM
comparativeMgenomicMinsightsMintoMplantMpathogenicityaMBMCgGenomicsYM2010YMddYMe 4.5 45

140 vomparativeMgenomeMbiologyMofMaMserogroupMuMcarriageMandMdiseaseMstrainMsupportsMaMpolygenicM
natureMofMmeningococcalMvirulenceaMJournalgofgBacteriologyYM2010YMdleYMhfifZjj 3.5 43

139 MetabolicMversatilityMandMantibacterialMmetaboliteMbiosynthesisMareMdistinguishingMgenomicMfeaturesM
ofMtheMfireMblightMantagonistMPantoeaMvagansMvlZdaMPLoSgONEYM2011YMiYMeeeegj 3.7 43

138 NewMinsightsMintoMvhlamydomonasMreinhardtiiMhydrogenMproductionMprocessesMbyMcombinedM
microarraybRNtZseqMtranscriptomicsaMPlantgBiotechnologygJournalYM2013YMddYMjdjZff 11.6 42

137 uioinformaticsMforMNzSZbasedMmetagenomicsMandMtheMapplicationMtoMbiogasMresearchaMJournalgofg
BiotechnologyYM2017YMeidYMdcZef 3.7 41

136 zenomicsMofMtheMproteorhodopsinZcontainingMmarineMflavobacteriumMwokdoniaMspaMstrainMMxwdfgaM
AppliedgandgEnvironmentalgMicrobiologyYM2011YMjjYMkijiZki 4.8 41

135 vompleteMgenomeMsequenceMofMPseudomonasMspaMstrainMVσudecMaMsolventMtolerantYMstyreneM
degradingMbacteriumYMisolatedMfromMforestMsoilaMJournalgofgBiotechnologyYM2013YMdikYMjelZfc 3.7 40

(2013-2017)
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134
vompleteMgenomeMofMaMnewMyirmicutesMspeciesMbelongingMtoMtheMdominantMhumanMcolonicM
microbiotaMUTRuminococcusMbicirculansTVMrevealsMtwoMchromosomesMandMaMselectiveMcapacityMtoMutilizeM
plantMglucansaMEnvironmentalgMicrobiologyYM2014YMdiYMekjlZlc

5.2 40

133 zenomicMavenueMtoMavianMcolisepticemiaaMMBioYM2015YMiYM 7.8 39

132 TheMSinorhizobiumMfrediiM  dcfMzenomemMtMvomparativeMtnalysisMWithMSaMfrediiMStrainsMwifferingMinM
TheirMSymbioticMuehaviorMWithMSoybeanaMMoleculargPlantvMicrobegInteractionsYM2015YMekYMkddZeg 3.6 39

131
PanZgenomeManalysisMofMteromonasMhydrophilaYMteromonasMveroniiMandMteromonasMcaviaeMindicatesM
phylogenomicMdiversityMandMgreaterMpathogenicMpotentialMforMteromonasMhydrophilaaMAntoniegVang
LeeuwenhoekYM2016YMdclYMlghZhi

2.1 39

130 zenomicsMandMphysiologyMofMaMmarineMflavobacteriumMencodingMaMproteorhodopsinMandMaM
xanthorhodopsinZlikeMproteinaMPLoSgONEYM2013YMkYMehjgkj 3.7 38

129 vomputationalMidentificationMofMmicroRNtMgeneMlociMandMprecursorMmicroRNtMsequencesMinMv OMcellM
linesaMJournalgofgBiotechnologyYM2012YMdhkYMdhdZh 3.7 37

128 RadicallyMdifferentMphylogeographiesMandMpatternsMofMgeneticMvariationMinMtwoMxuropeanMbrownM
frogsYMgenusMRanaaMMoleculargPhylogeneticsgandgEvolutionYM2013YMikYMihjZjc 4.1 37

127
TheMSequenceMtnalysisMandMManagementMSystemMZZMStMSZeacmMdataMmanagementMandMsequenceM
analysisMadaptedMtoMchangingMrequirementsMfromMtraditionalMsangerMsequencingMtoMultrafastM
sequencingMtechnologiesaMJournalgofgBiotechnologyYM2009YMdgcYMfZde

3.7 36

126 vonveyormMaMworkflowMengineMforMbioinformaticManalysesaMBioinformaticsYM2011YMejYMlcfZdd 7.2 32

125 utvvardIZZaMtoolMforMtheMvalidationMofMgenomicMassembliesYMassistingMgenomeMfinishingMandM
intergenomeMcomparisonaMBioinformaticsYM2005YMedYMkhfZl 7.2 32

124
vhangesMinMrootMbacterialMcommunitiesMassociatedMtoMtwoMdifferentMdevelopmentMstagesMofMcanolaM
UurassicaMnapusMσaMvarMoleiferaVMevaluatedMthroughMnextZgenerationMsequencingMtechnologyaM
MicrobialgEcologyYM2013YMihYMhlfZicd

4.4 31

123 vompleteMgenomeMsequenceMofMclinicalMisolateMPantoeaMananatisMσMzMhfgeaMJournalgofgBacteriologyYM
2012YMdlgYMdidhZi 3.5 31

122 IntraclonalMgenomeMdiversityMofMtheMmajorMPseudomonasMaeruginosaMclonesMvMandMPtdgaM
EnvironmentalgMicrobiologygReportsYM2016YMkYMeejZfg 3.7 31

121 vomparativeMgenomeManalysisMofMPseudomonasMknackmussiiMudfYMtheMfirstMbacteriumMknownMtoM
degradeMchloroaromaticMcompoundsaMEnvironmentalgMicrobiologyYM2015YMdjYMldZdcg 5.2 30

120 xnterobacterMbugandensismMaMnovelMenterobacterialMspeciesMassociatedMwithMsevereMclinicalMinfectionaM
ScientificgReportsYM2018YMkYMhfle 4.9 29

119 uioinformaticsMsupportMforMhighZthroughputMproteomicsaMJournalgofgBiotechnologyYM2003YMdciYMdgjZhi 3.7 29

118 TranscriptionalMsnapshotsMprovideMinsightsMintoMtheMmolecularMbasisMofMarbuscularMmycorrhizaMinMtheM
modelMlegumeMMedicagoMtruncatulaaMFunctionalgPlantgBiologyYM2006YMffYMjfjZjgk 2.7 29

117 TheMpanZgenomeMofMσactobacillusMreuteriMstrainsMoriginatingMfromMtheMpigMgastrointestinalMtractaMBMCg
GenomicsYM2015YMdiYMdcef 4.5 28
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116
wevelopmentMofMaMRhizoctoniaMsolaniMtzdZIuMSpecificMzeneMModelMxnablesMvomparativeMzenomeM
tnalysesMbetweenMPhytopathogenicMRaMsolaniMtzdZItYMtzdZIuYMtzfMandMtzkMIsolatesaMPLoSgONEYM2015
YMdcYMecdggjil

3.7 28

115 vompleteMzenomeMSequenceMofMtheMProbioticMxnterococcusMfaecalisMSymbioflorMdMvloneMwSMMdigfdaM
GenomegAnnouncementsYM2013YMdYM 28

114
TimeZresolvedMtranscriptomeManalysisMandMlipidMpathwayMreconstructionMofMtheMoleaginousMgreenM
microalgaMrevealMaMmodelMforMtriacylglycerolMandMlipidMhyperaccumulationaMBiotechnologygforgBiofuelsYM
2017YMdcYMdlj

7.8 27

113 TranscriptomeManalysisMofMtheMphytopathogenicMfungusMRhizoctoniaMsolaniMtzdZIuMjbfbdgMapplyingM
highZthroughputMsequencingMofMexpressedMsequenceMtagsMUxSTsVaMFungalgBiologyYM2014YMddkYMkccZdf 2.8 27

112 vompleteMgenomeMsequenceMofMσactobacillusMjohnsoniiMyIljkhYMaMcompetitiveMexclusionMagentM
againstMpathogensMinMpoultryaMJournalgofgBacteriologyYM2009YMdldYMjdgeZf 3.5 27

111 tStfPmMtnMautomaticMandMscalableMpipelineMforMtheMassemblyYMannotationMandMhigherZlevelManalysisM
ofMcloselyMrelatedMbacterialMisolatesaMPLoSgComputationalgBiologyYM2020YMdiYMedccjdfg 5 25

110 QupeZZaMRichMInternetMtpplicationMtoMtakeMaMstepMforwardMinMtheManalysisMofMmassM
spectrometryZbasedMquantitativeMproteomicsMexperimentsaMBioinformaticsYM2009YMehYMfdekZfg 7.2 24

109 ztuenchToumMaMgenomeMassemblyMbenchmarkMtunedMonMbacteriaMandMbenchtopMsequencersaMPLoSg
ONEYM2014YMlYMedcjcdg 3.7 23

108 vomprehensiveMmolecularYMgenomicMandMphenotypicManalysisMofMaMmajorMcloneMofMxnterococcusM
faecalisMMσSTMSTgcaMBMCgGenomicsYM2015YMdiYMdjh 4.5 22

107 MetaboliteMprofilingMonMwheatMgrainMtoMenableMaMdistinctionMofMsamplesMfromMorganicMandM
conventionalMfarmingMsystemsaMJournalgofgthegSciencegofgFoodgandgAgricultureYM2014YMlgYMeichZde 4.3 22

106
tσσocatormManMinteractiveMwebMplatformMforMtheManalysisMofMmetabolomicMσvZxSIZMSMdatasetsYM
enablingMsemiZautomatedYMuserZrevisedMcompoundMannotationMandMmassMisotopomerMratioManalysisaM
PLoSgONEYM2014YMlYMeddflcl

3.7 22

105 uuildingMaMuRIwzxMforMtheMintegrationMofMheterogeneousMdataMfromMfunctionalMgenomicsMintoMaM
platformMforMsystemsMbiologyaMJournalgofgBiotechnologyYM2003YMdciYMdhjZij 3.7 22

104 SequencingMandMcharacterizingMtheMgenomeMofMxstrellaMlausannensisMasManMundergraduateMprojectmM
trainingMstudentsMandMbiologicalMinsightsaMFrontiersgingMicrobiologyYM2015YMiYMdcd 5.7 21

103 vomparativeMzenomeMSequencingMRevealsMWithinZ ostMzeneticMvhangesMinMNeisseriaMmeningitidisM
duringMInvasiveMwiseaseaMPLoSgONEYM2017YMdeYMecdilkle 3.7 21

102 vompleteMgenomeMsequenceMofMtheMkirromycinMproducerMStreptomycesMcollinusMTˆ…MfihMconsistingMofM
aMlinearMchromosomeMandMtwoMlinearMplasmidsaMJournalgofgBiotechnologyYM2013YMdikYMjflZgc 3.7 21

101 vonstructionMandMevaluationMofMaMwholeMgenomeMmicroarrayMofMvhlamydomonasMreinhardtiiaMBMCg
GenomicsYM2011YMdeYMhjl 4.5 21

100
ImprovedMgenomeMsequenceMofMtheMphytopathogenicMfungusMRhizoctoniaMsolaniMtzdZIuMjbfbdgMasM
establishedMbyMdeepMmateZpairMsequencingMonMtheMMiSeqMUIlluminaVMsystemaMJournalgofgBiotechnologyYM
2015YMecfYMdlZed

3.7 20

99 WholeZgenomeMsequenceMofMtheMtransformableMNeisseriaMmeningitidisMserogroupMtMstrainMWUxehlgaM
JournalgofgBacteriologyYM2011YMdlfYMecigZh 3.5 20

(2011-2015)
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98
σearningMtoMvlassifyMOrganicMandMvonventionalMWheatMZMtMMachineMσearningMwrivenMtpproachMUsingM
theMMeltwuMeacMMetabolomicsMtnalysisMPlatformaMFrontiersgingBioengineeringgandgBiotechnologyYM
2015YMfYMfh

5.8 19

97 StrainMSerratiaMspaMSddlmMtMpotentialMbiofertilizerMforMpeanutMandMmaizeMandMaMmodelMbacteriumMtoM
studyMphosphateMsolubilizationMmechanismsaMAppliedgSoilgEcologyYM2018YMdeiYMdcjZdde 5 19

96 varbohydrateZactiveMenzymesMidentifiedMbyMmetagenomicManalysisMofMdeepZseaMsedimentMbacteriaaM
ExtremophilesYM2014YMdkYMkhfZif 3 19

95 tpparentMvectorZmediatedMparentZtoZoffspringMtransmissionMinManMavianMmalariaZlikeMparasiteaM
MoleculargEcologyYM2015YMegYMdfhhZif 5.7 18

94 tMdetailedMviewMofMtheMintracellularMtranscriptomeMofMσisteriaMmonocytogenesMinMmurineM
macrophagesMusingMRNtZseqaMFrontiersgingMicrobiologyYM2015YMiYMddll 5.7 18

93 MetaStMSZZaMnovelMsoftwareMplatformMforMtaxonomicMclassificationYMfunctionalMannotationMandM
comparativeManalysisMofMmetagenomeMdatasetsaMJournalgofgBiotechnologyYM2013YMdijYMdhiZih 3.7 17

92 MultilineageMmurineMstemMcellsMgenerateMcomplexMorganoidsMtoMmodelMdistalMlungMdevelopmentMandM
diseaseaMEMBOgJournalYM2020YMflYMedcfgji 13 17

91 vomparativeMgenomicsMofMhostMadaptiveMtraitsMinMXanthomonasMtranslucensMpvaMgraminisaMBMCg
GenomicsYM2017YMdkYMfh 4.5 16

90
vomparativeManalysisMofMtheM rpMpathogenicityMislandMofMRubusZMandMSpiraeoideaeZinfectingMxrwiniaM
amylovoraMstrainsMidentifiesMtheMITMregionMasMaMremnantMofManMintegrativeMconjugativeMelementaMGeneYM
2012YMhcgYMiZde

3.8 16

89 spaMnovaYMaMcosmopolitanMepiphyteMoriginallyMisolatedMfromMpomeMfruitMtreesaMInternationalgJournalgofg
SystematicgandgEvolutionarygMicrobiologyYM2016YMiiYMdhkfZdhle 2.2 16

88 NextMzenerationMSequencingMIdentifiesMyiveMMajorMvlassesMofMPotentiallyMTherapeuticMxnzymesM
SecretedMbyMσuciliaMsericataMMedicalMMaggotsaMBioMedgResearchgInternationalYM2016YMecdiYMkekhgek 3 16

87 vompleteMzenomeMSequenceMofMtheMuarleyMPathogenMXanthomonasMtranslucensMpvaMtranslucensM
wSMMdkljgTMUtTvvMdlfdlTVaMGenomegAnnouncementsYM2016YMgYM 15

86 xffectMofMUVMirradiationMon´ SulfolobusMacidocaldariusMandMinvolvementMofMtheMgeneralMtranscriptionM
factorMTyufMinMtheMearlyMUVMresponseaMNucleicgAcidsgResearchYM2018YMgiYMjdjlZjdle 20.1 15

85
WholeZzenomeMSequencingMofMxrwiniaMamylovoraMStrainsMfromMMexicoMwetectsMSingleMNucleotideM
PolymorphismsMinMrpsσMvonferringMStreptomycinMResistanceMandMinMtheMavrRpteMxffectorMtlteringM
 ostMInteractionsaMGenomegAnnouncementsYM2014YMeYM

15

84
PhylogeneticMpositionMandMvirulenceMapparatusMofMtheMpearMflowerMnecrosisMpathogenMxrwiniaM
piriflorinigransMvyuPMhkkkTMasMassessedMbyMcomparativeMgenomicsaMSystematicgandgAppliedg
MicrobiologyYM2013YMfiYMgglZhi

4.2 15

83
PlatonmMidentificationMandMcharacterizationMofMbacterialMplasmidMcontigsMinMshortZreadMdraftM
assembliesMexploitingMproteinMsequenceZbasedMrepliconMdistributionMscoresaMMicrobialgGenomicsYM
2020YMiYM

4.4 15

82 vompleteMgenomeMsequenceMofMtheMporcineMisolateMxnterococcusMfaecalisMwfeaMJournalgofg
BacteriologyYM2012YMdlgYMhglcZd 3.5 14

81 ylexibleMmetagenomeManalysisMusingMtheMMzXMframeworkaMMicrobiomeYM2018YMiYMji 16.6 13
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80 wraftMgenomeMsequenceMofMtheMsugarMbeetMpathogenMRhizoctoniaMsolaniMtzeZeIIIuMstrainMuutilijcaM
JournalgofgBiotechnologyYM2016YMeeeYMddZe 3.7 13

79 vompleteMgenomeMsequenceMofMtheMactinobacteriumMtctinoplanesMfriuliensisM tzMcdcligYMproducerM
ofMtheMlipopeptideMantibioticMfriulimycinaMJournalgofgBiotechnologyYM2014YMdjkYMgdZe 3.7 13

78 σipopolysaccharideMbiosynthesisMgenesMdiscriminateMbetweenMRubusZMandMSpiraeoideaeZinfectiveM
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ofgSystematicgandgEvolutionarygMicrobiologyYM2018YMikYMfkeZflf

2.2 13

75 TheMzenomeMofMtheMTolueneZwegradingMPseudomonasMveroniiMStrainMdYduTxXeMandMItsMwifferentialM
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74
TranscriptomeManalysesMofMv OMcellsMwithMtheMnextZgenerationMmicroarrayMv OgdλmMdevelopmentM
andMvalidationMbyManalysingMtheMinfluenceMofMtheMgrowthMstimulatingMsubstanceMIzyZdMsubstituteM
σongRUfaVaMJournalgofgBiotechnologyYM2014YMdjkYMefZfd

3.7 12

73 xxpansionMandMreZclassificationMofMtheMextracytoplasmicMfunctionMUxvyVMˇ�MfactorMfamilyaMNucleicgAcidsg
ResearchYM2021YMglYMlkiZdcch 20.1 12

72 vellularMzeneMxxpressionMduringM epatitisMvMVirusMReplicationMasMRevealedMbyMRibosomeMProfilingaM
InternationalgJournalgofgMoleculargSciencesYM2019YMecYM 6.3 11

71 vompleteMSequenceMofMProbioticMSymbioflorMeMxscherichia´ coliMStrainMzfbdcMandMwraftMSequencesMofM
SymbioflorMeMxa´ coliMStrainsMzdbeYMzgblYMzhYMzibjYMandMzkaMGenomegAnnouncementsYM2015YMfYM 11

70 zenomeMsequenceMofMtheMendophyticMstrainMxnterobacterMspaMüglYMaMpotentialMbiofertilizerMforM
peanutMandMmaizeaMGenomicsYM2019YMdddYMldfZlec 4.3 11

69 xlucidationMofMinsertionMelementsMcarriedMonMplasmidsMandMinMvitroMconstructionMofMshuttleMvectorsM
fromMtheMtoxicMcyanobacteriumMPlanktothrixaMAppliedgandgEnvironmentalgMicrobiologyYM2014YMkcYMgkkjZlj 4.8 11

68 weMnovoMassemblyMofMtheMdualMtranscriptomesMofMaMpolymorphicMraptorMspeciesMandMitsMmalarialM
parasiteaMBMCgGenomicsYM2015YMdiYMdcfk 4.5 11

67 MetabolicMandMevolutionaryMpatternsMinMtheMextremelyMacidophilicMarchaeonMyerroplasmaMacidiphilumM
YaMScientificgReportsYM2017YMjYMfike 4.9 11

66 TranscriptomicMbufferingMofMcrypticMgeneticMvariationMcontributesMtoMmeningococcalMvirulenceaMBMCg
GenomicsYM2017YMdkYMeke 4.5 11

65 wraftMgenomeMsequenceMofMWickerhamomycesMciferriiMNRRσMYZdcfdMyZicZdcaMEukaryoticgCellYM2012YM
ddYMdhkeZf 11

64 PhylogenomicMgroupingMofMσisteriaMmonocytogenesaMCanadiangJournalgofgMicrobiologyYM2015YMidYMifjZgi 3.2 10

63 vRISPRMSystemMtcquisitionMandMxvolutionMofManMObligateMIntracellularMvhlamydiaZRelatedMuacteriumaM
GenomegBiologygandgEvolutionYM2016YMkYMefjiZki 3.9 10
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62 PresenceMofMaMwidelyMdisseminatedMσisteriaMmonocytogenesMserotypeMgbMcloneMinMIndiaaMEmergingg
MicrobesgandgInfectionsYM2016YMhYMehh 18.9 10

61 InducesMaMVirulenceZwependentMmicroRNtMSignatureMThatMRegulatesMtheMImmuneMResponseMinaM
FrontiersgingMicrobiologyYM2017YMkYMegif 5.7 10

60 NextZgenerationMsequencingMofMtheMv OMcellMtranscriptomeaMBMCgProceedingsYM2011YMhMSupplMkYMPi 2.3 10

59 vyclophilinMinhibitorsMrestrictMMiddleMxastMrespiratoryMsyndromeMcoronavirusMinterferonZ˛»MandMinM
miceaMEuropeangRespiratorygJournalYM2020YMhiYM 13.6 9

58 wistinctMNitrogenMProvisioningMyromMOrganicMtmendmentsMinMSoilMasMInfluencedMbyMyarmingMSystemM
andMWaterMRegimeaMFrontiersgingEnvironmentalgScienceYM2018YMiYM 4.8 9

57 wraftMzenomeMSequenceMofMtheMvommercialMuiocontrolMStrainMPantoeaMagglomeransMPdccaMGenomeg
AnnouncementsYM2015YMfYM 9

56 vriblamydiaMsequanensisM arborsMaMMegaplasmidMxncodingMtrseniteMResistanceaMGenomeg
AnnouncementsYM2014YMeYM 9

55 RtPYwZZrapidMannotationMplatformMforMyeastMdataaMJournalgofgBiotechnologyYM2011YMdhhYMddkZei 3.7 9

54 wisttMomMtMWebZuasedMToolMtoMvharacterizeMwNtZMotifMwistributionMonMuacterialMvhromosomesaM
FrontiersgingMicrobiologyYM2016YMjYMekf 5.7 9

53 wraftMgenomeMsequenceMofMtheMpotatoMpathogenMRhizoctoniaMsolaniMtzfZPTMisolateMuenfaMArchivesg
ofgMicrobiologyYM2017YMdllYMdcihZdcik 3 8

52 uaktamMrapidMandMstandardizedMannotationMofMbacterialMgenomesMviaMalignmentZfreeMsequenceM
identificationaMMicrobialgGenomicsYM2021YMjYM 4.4 8

51 xwztRfacmMcomparativeMgenomicsMandMphylogenomicsMonMaMscalableMinfrastructureaMNucleicgAcidsg
ResearchYM2021YMglYMWdkhZWdle 20.1 8

50 zenomeMSequenceMofMtheMSmallZvolonyMVariantMPseudomonasMaeruginosaMM ejYMIsolatedMfromMaM
vhronicMUrethralMvatheterMInfectionaMGenomegAnnouncementsYM2014YMeYM 7

49 wiscoveryMofMtranscriptionMstartMsitesMinMtheMvhineseMhamsterMgenomeMbyMnextZgenerationMRNtM
sequencingaMJournalgofgBiotechnologyYM2014YMdlcYMigZjh 3.7 7

48
SystemsMandMsyntheticMbiologyMperspectiveMofMtheMversatileMplantZpathogenicMandM
polysaccharideZproducingMbacteriumMXanthomonasMcampestrisaMMicrobiologygpUnitedgKingdomrYM2017
YMdifYMdddjZddgg

2.9 7

47 TheMstructureMofMtheMvyberlindneraMjadiniiMgenomeMandMitsMrelationMtoMvandidaMutilisManalyzedMbyMtheM
occurrenceMofMsingleMnucleotideMpolymorphismsaMJournalgofgBiotechnologyYM2015YMeddYMecZfc 3.7 6

46 vompleteMzenomeMSequenceMofMtheMPlantMzrowthZPromotingMuacteriumMStrainMxdlaMInternationalg
JournalgofgGenomicsYM2019YMecdlYMjhkigfc 2.5 6

45 wraftMgenomeMsequenceMofMpecticMpolysaccharideZdegradingMmoderateMthermophilicMbacteriumM
zeobacillusMthermodenitrificansMwSMMdcdhlgaMBraziliangJournalgofgMicrobiologyYM2017YMgkYMjZk 2.2 6
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44 vompleteMzenomeMSequenceMofMtheMyruitingMMyxobacteriumMStrainMwSMMdgiljYMzeneratedMbyM
PacuioMSequencingaMGenomegAnnouncementsYM2017YMhYM 6

43 tλxMZMtheMtcceleratedMkZmerMxxplorationMwebZtoolMforMrapidMtaxonomicMclassificationMandM
visualizationaMBMCgBioinformaticsYM2014YMdhYMfkg 3.6 6

42 tcinetobacterMbaumanniiMinMmanureMandManaerobicMdigestatesMofMzermanMbiogasMplantsaMFEMSg
MicrobiologygEcologyYM2020YMliYM 4.3 5

41 mRNtMInventoryMofMxxtracellularMVesiclesMfromaMJournalgofgFungigpBaselugSwitzerlandrYM2021YMjYM 5.6 5

40 twtRdMIsMRequiredMforMwendriticMvellMSubsetM omeostasisMandMtlveolarMMacrophageMyunctionaM
JournalgofgImmunologyYM2019YMeceYMdcllZdddd 5.3 5

39 vompleteMvhloroplastMandMMitochondrialMzenomeMSequencesMofMtheM ydrocarbonMOilZProducingM
zreenMMicroalgaMuotryococcusMbrauniiMRaceMuMUShowaVaMGenomegAnnouncementsYM2016YMgYM 4

38 zenomeMSequenceMofMtheMtcuteMUrethralMvatheterMIsolateMPseudomonasMaeruginosaMM fkaMGenomeg
AnnouncementsYM2014YMeYM 4

37 spaMnovaYMisolatedMfromMmeataMInternationalgJournalgofgSystematicgandgEvolutionarygMicrobiologyYM2020
YMjcYMdhekZdhgc 2.2 4

36 TheMstatusMofMtheMgenusMUPotMdlleVMandMtheMspeciesMUPotMdlleVaMInternationalgJournalgofgSystematicg
andgEvolutionarygMicrobiologyYM2020YMjcYMhdihZhdjd 2.2 4

35  owManimalsMdistributeMthemselvesMinMspacemMenergyMlandscapesMofMtntarcticMavianMpredatorsaM
MovementgEcologyYM2021YMlYMeg 4.6 4

34 TemporalMvariationMinMbrainMtranscriptomeMisMassociatedMwithMtheMexpressionMofMfemaleMmimicryMasMaM
sequentialMmaleMalternativeMreproductiveMtacticMinMfishaMMoleculargEcologyYM2018YMejYMjklZkcf 5.7 4

33 MassiveMparallelMinsertionMsiteMsequencingMofManMarrayedMSinorhizobiumMmelilotiMsignatureZtaggedM
miniZTnMhMtransposonMmutantMlibraryaMJournalgofgBiotechnologyYM2017YMehjYMlZde 3.7 3

32 RapidMproteinMalignmentMinMtheMcloudmM tMONwMcombinesMfastMwItMONwMalignmentsMwithM adoopM
parallelismaMJournalgofgBiotechnologyYM2017YMehjYMhkZic 3.7 3

31 ModelingMuiologyMinMModelicamMTheM umanMuaroreflexM2015YM 3

30
StreptomycesMphaeopurpureusMShinobuMdlhjMUtpprovedMσistsMdlkcVMandMStreptomycesM
griseorubiginosusMURyabovaMandMPreobrazhenskayaMdlhjVMPridhamMetMalaMdlhkMUtpprovedMσistsMdlkcVM
areMheterotypicMsubjectiveMsynonymsaMInternationalgJournalgofgSystematicgandgEvolutionaryg
MicrobiologyYM2017YMijYMfdddZfddi

2.2 3

29 PlatonmMidentificationMandMcharacterizationMofMbacterialMplasmidMcontigsMinMshortZreadMdraftM
assembliesMexploitingMproteinZsequenceZbasedMrepliconMdistributionMscores 3

28  ighMdiversityMofMVibrioMsppaMassociatedMwithMdifferentMecologicalMnichesMinMaMmarineMaquariaMsystemM
andMdescriptionMofMVibrioMaquimarisMspaMnovaMSystematicgandgAppliedgMicrobiologyYM2020YMgfYMdeidef 4.2 3

27 PhytoplanktonMconsortiaMasMaMblueprintMforMmutuallyMbeneficialMeukaryoteZbacteriaMecosystemsM
basedMonMtheMbiocoenosisMofMuotryococcusMconsortiaaMScientificgReportsYM2021YMddYMdjei 4.9 3
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SoftwareYM2020YMhYMdllg 5.2 2

20 zenomeMtnalysesMofMtheMσessMtggressiveMtzdZIuMIsolatesMdbebedMandMOkbeMvomparedMtoMtheM
ReferenceMtzdZIuMIsolateMjbfbdgaMJournalgofgFungigpBaselugSwitzerlandrYM2021YMjYM 5.6 2

19
StreptomycesMciscaucasicusMSveshnikovaMetMalaMdlkfMisMaMlaterMsubjectiveMsynonymMofMStreptomycesM
canusM einemannMetMalaMdlhfaMInternationalgJournalgofgSystematicgandgEvolutionarygMicrobiologyYM
2018YMikYMgeZgi

2.2 2

18 vompleteMzenomeMSequenceMofMuacteroidesMovatusMVljhaMGenomegAnnouncementsYM2016YMgYM 2

17 vomparisonMofMtccelerationMTechniquesMforMSelectedMσowZσevelMuioinformaticsMOperationsaM
FrontiersgingGeneticsYM2016YMjYMh 4.5 2
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2017YMefjZehc 1
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14 xwztRmMtMVersatileMToolMforMPhylogenomicsM2019YMdZdh 1

13 vompleteMzenomeMSequenceMofMtheMvorallopyroninMtZProducingMMyxobacteriumMvorallococcusM
coralloidesMucfhaMMicrobiologygResourcegAnnouncementsYM2019YMkYM 1.3 1

12 yabryMdiseasemMwetectionMofMtluZmediatedMexonMduplicationMbyMNzSaMMoleculargandgCellulargProbesYM
2019YMghYMjlZkf 3.3 1
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 ighlyMvytotoxicMWoundMIsolateMfromMvhronicMUlcusMvrurisaMGenomegAnnouncementsYM2014YMeYM 1

10 spaMnovaYMisolatedMfromMbeefaMInternationalgJournalgofgSystematicgandgEvolutionarygMicrobiologyYM2020YM
jcYMeleZfcd 2.2 1

9 PhytoplanktonMconsortiaMasMaMblueprintMforMmutuallyMbeneficialMeukaryoteZbacteriaMecosystemsmM
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7
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11.5 1

6 vRPZσikeMTranscriptionalMRegulatorMMrpvMvurbsMcZdiZzMPMandMfTYfTZcztMPMNucleotideMσevelsMduringM
wevelopmentMinMMyxococcusMxanthusaaMMBioYM2022YMecccggee 7.8 1

5 WhatMgoesMaroundMcomesMaroundmMartificialMcircularMRNtsMbypassMcellularMantiviralMresponsesaaM
MoleculargTherapygvgNucleicgAcidsYM2022YM 10.7 1
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eeYMdlh 4.5 0
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2021YMdiYMecehgjgl

3.7 0
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