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l Paper IF Citations

172 piosyntheticIpotentialIofItheIendophyticIfungusIvelotialesIspWIpzeaIrevealedIviaIcompoundI
identificationIandIgenomeIminingWWIAppliedeandeEnvironmentaleMicrobiologyUI2022UIaemY`cZY`Z 4.8 0

171 SeventeenIUstilaginaceaeIvighVαualityIuenomeISequencesIollowIühylogenomicIonalysisIandI
ürovideIwnsightsIintoISecondaryI–etaboliteISynthesisWWIJournaleofeFungienBaselseSwitzerlandoUI2022UIfUI 5.6 1

170 sstablishmentIofIaInearVcontiguousIgenomeIsequenceIofItheIcitricIacidIproducingIyeastIrS–Ia`fdI
withIresolutionIofIrr oIclustersIandItelomeresWINAReGenomicseandeBioinformaticsUI2021UIaUIlqabYfc 3.7 0

169 qompleteIuenomeISequenceIofItheI onmotileI–yxococcusIxanthusIStrainI –WIMicrobiologye
ResourceeAnnouncementsUI2021UIZYUIeYYgfg`Z 1.3

168 WholeVuenomeISequenceIofIStreptococcusIpyogenesIStrainIcgZUIpelongingItoItheIuenotypeIbgWI
MicrobiologyeResourceeAnnouncementsUI2021UIZYUIeYYfZd`Z 1.3

167 OptimizingIrecombineeringIinIqorynebacteriumIglutamicumWIBiotechnologyeandeBioengineeringUI
2021UIZZfUI``ccV``db 4.9 4

166 uenomicVzedIriscoveryIofIaI ovelIulycopeptideIontibioticIbyIrS–IbcZ`gWIACSeChemicaleBiologyUI
2021UIZdUIgZcVg`f 4.9 7

165 sxtensiveIReannotationIofItheIuenomeIofItheI–odelIStreptomyceteITy`bIpasedIonITranscriptomeI
andIüroteomeIwnformationWIFrontierseineMicrobiologyUI2021UIZ`UIdYbYab 5.7 2

164 qompleteIgenomeIsequenceIofISZadUIproducerIofIanticancerIangucyclineIlandomycinIoWI3eBiotechUI
2021UIZZUI`f` 2.8 0

163 odaptiveIlaboratoryIevolutionIacceleratedIglutarateIproductionIbyIqorynebacteriumIglutamicumWI
MicrobialeCelleFactoriesUI2021UI`YUIge 6.4 10

162
–icroparticlesIenhanceItheIformationIofIsevenImajorIclassesIofInaturalIproductsIinInativeIandI
metabolicallyIengineeredIactinobacteriaIthroughIacceleratedImorphologicalIdevelopmentWI
BiotechnologyeandeBioengineeringUI2021UIZZfUIaYedVaYga

4.9 4

161 SuperiorIproductionIofIheavyIpamamycinIderivativesIusingIaIbkdRIdeletionImutantIofI
StreptomycesIalbusIxZYebXR`WIMicrobialeCelleFactoriesUI2021UI`YUIZZZ 6.4 1

160 vighIqualityIgenomeIsequencesIofIthirteenIvypoxylaceaeIQoscomycotaRIstrengthenItheI
phylogeneticIfamilyIbackboneIandIenableItheIdiscoveryIofInewItaxaWIFungaleDiversityUI2021UIZYdUIeV`f 17.6 32

159 ühytoplanktonIconsortiaIasIaIblueprintIforImutuallyIbeneficialIeukaryoteVbacteriaIecosystemsI
basedIonItheIbiocoenosisIofIpotryococcusIconsortiaWIScientificeReportsUI2021UIZZUIZe`d 4.9 3

158 wdentificationIandIeliminationIofIgenomicIregionsIirrelevantIforImagnetosomeIbiosynthesisIbyI
largeVscaleIdeletionIinI–agnetospirillumIgryphiswaldenseWIBMCeMicrobiologyUI2021UI`ZUIdc 4.5 3

157 TowardsIaIPchassisPIforIbacterialImagnetosomeIbiosynthesishIgenomeIstreamliningIofI
–agnetospirillumIgryphiswaldenseIbyImultipleIdeletionsWIMicrobialeCelleFactoriesUI2021UI`YUIac 6.4 6

156 slicitingItheIsilentIlucensomycinIbiosyntheticIpathwayIinIStreptomycesIcyanogenusISZadIviaI
manipulationIofItheIglobalIregulatoryIgeneIadpoWIScientificeReportsUI2021UIZZUIacYe 4.9 5
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155 qouplingIofItheIengineeredIr oIKmutatorKItoIaIbiosensorIasIaInewIparadigmIforIactivationIofI
silentIbiosyntheticIgeneIclustersIinIStreptomycesWINucleiceAcidseResearchUI2021UIbgUIfagdVfbYc 20.1 1

154 StreptomonosporaIlitoralisIspWInovWUIaIhalophilicIthiopeptidesIproducerIisolatedIfromIsandIcollectedI
atIquxhavenIbeachWIAntonieeVaneLeeuwenhoekUI2021UIZZbUIZbfaVZbgd 2.1 1

153 TheIlinearIplasmidIpSoa`agIisIessentialIforItheIreplicationIofItheIStreptomycesIlavendulaeIsubspWI
lavendulaeIqq–Ia`agIchromosomeWIResearcheineMicrobiologyUI2021UIZe`UIZYafeY 4 0

152 veterologousIproductionIofI˛–VqaroteneIinIqorynebacteriumIglutamicumIusingIaImultiVcopyI
chromosomalIintegrationImethodWIBioresourceeTechnologyUI2021UIabZUIZ`cef` 11 4

151 sstimationIofIpathogenicIpotentialIofIanIenvironmentalIüseudomonasIaeruginosaIisolateIusingI
comparativeIgenomicsWIScientificeReportsUI2021UIZZUIZaeY 4.9 2

150 qonstructionIofIanIwSVtreeIoTqqIZaIYa`IqhassisIStrainIandIRandomI–utagenesisIUsingItheI
sndogenousIwSITransposaseWWIFrontierseineBioengineeringeandeBiotechnologyUI2021UIgUIecZaab 5.8 0

149 qlassIwVIzassoIüeptidesISynergisticallyIwnduceIüroliferationIofIqancerIqellsIandISensitizeIThemItoI
roxorubicinWIIScienceUI2020UI`aUIZYZefc 6.1 5

148 qompleteIuenomeISequenceIofItheIqryptophycinVüroducingIqyanobacteriumIspWIStrainIoTqqI
caefgWIMicrobiologyeResourceeAnnouncementsUI2020UIgUI 1.3 3

147 paikalomycinsIoVqUI ewIoquayamycinVTypeIongucyclinesIwsolatedIfromIzakeIpaikalIrerivedIspWI
wp`YZdgZV`oWIMicroorganismsUI2020UIfUI 4.9 8

146 sppWItromItheI–arineISpongeIhIonalysesIofISecondaryI–etaboliteIpiosynthesisIueneIqlustersIandI
SomeIofITheirIüroductsWIFrontierseineMicrobiologyUI2020UIZZUIbae 5.7 8

145 –ethanolVsssentialIurowthIofIhIodaptiveIzaboratoryIsvolutionIOvercomesIzimitationIdueItoI
–ethanethiolIossimilationIüathwayWIInternationaleJournaleofeMoleculareSciencesUI2020UI`ZUI 6.3 24

144 qompleteIuenomeISequenceIofIOvineIsubspWIStrainIxwwwVafdIQ–oüVSXtypeIwwwRIandIwtsIqomparisonItoI
–oüVSXtypeIwUI–oüVqUIandIqomplexIuenomesWIMicroorganismsUI2020UIgUI 4.9 4

143 spWInovWUIisolatedIfromItheIuterusIofIaIcowIwithIendometritisWIInternationaleJournaleofeSystematice
andeEvolutionaryeMicrobiologyUI2020UIeYUIZbdVZc` 2.2 4

142 spWInovWUIaInovelIspeciesIofItheIgenusIUIisolatedIfromIalkalineIsoilWIInternationaleJournaleofeSystematice
andeEvolutionaryeMicrobiologyUI2020UIeYUIafYVafe 2.2 2

141 spWInovWIisolatedIfromItheIgenitalItractIofIaIcowWIInternationaleJournaleofeSystematiceandeEvolutionarye
MicrobiologyUI2020UIeYUIad`cVada` 2.2 2

140
–utantIStrainsIofIsscherichiaIcoliIandI–ethicillinVResistantIStaphylococcusIaureusIObtainedIbyI
zaboratoryISelectionIToISurviveIonI–etallicIqopperISurfacesWIAppliedeandeEnvironmentale
MicrobiologyUI2020UIfeUI

4.8 2

139 vighIdiversityIofIVibrioIsppWIassociatedIwithIdifferentIecologicalInichesIinIaImarineIaquariaIsystemI
andIdescriptionIofIVibrioIaquimarisIspWInovWISystematiceandeAppliedeMicrobiologyUI2020UIbaUIZ`dZ`a 4.2 3

138 ViennamycinshIzipopeptidesIüroducedIbyIaIspWIJournaleofeNaturaleProductsUI2020UIfaUI`afZV`afg 4.9 5

(2020-2021)
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137 ScreeningIofIaIgenomeVreducedIqorynebacteriumIglutamicumIstrainIlibraryIforIimprovedI
heterologousIcutinaseIsecretionWIMicrobialeBiotechnologyUI2020UIZaUI`Y`YV`YaZ 6.3 5

136
–icroparticlesIglobally´ reprogramIStreptomycesIalbusItowardIacceleratedImorphogenesisUI
streamlinedIcarbonIcoreImetabolismUIandIenhancedIproductionIofItheIantituberculosisIpolyketideI
pamamycinWIBiotechnologyeandeBioengineeringUI2020UIZZeUIafcfVafec

4.9 9

135 ühysiologicalIResponseIofItoIwndoleWIMicroorganismsUI2020UIfUI 4.9 9

134 oImultiproducerImicrobiomeIgeneratesIchemicalIdiversityIinItheImarineIspongeWIProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2020UIZZeUIgcYfVgcZf 11.5 27

133 TwentyVtiveIYearsIofIüropagationIinISuspensionIqellIqultureIResultsIinISubstantialIolterationsIofI
theIuenomeWIGenesUI2019UIZYUI 4.2 6

132 üerquinolineIoâ��qhIneuartigeIbakterielleITetrahydroisochinolineImitIeinerIbemerkenswertenI
piosyntheseWIAngewandteeChemieUI2019UIZaZUIZaYdaVZaYdf 3.6

131 üerquinolinesIoVqhIUnprecedentedIpacterialITetrahydroisoquinolinesIwnvolvingIanIwntriguingI
piosynthesisWIAngewandteeChemieeteInternationaleEditionUI2019UIcfUIZ`gaYVZ`gab 16.4 5

130 sxploitingIvydrogenophagaIpseudoflavaIforIaerobicIsyngasVbasedIproductionIofIchemicalsWI
MetaboliceEngineeringUI2019UIccUI``YV`aY 9.7 10

129
qlassificationIofIthreeIcorynebacterialIstrainsIisolatedIfromItheI orthernIpaldIwbisIQRhIproposalIofI
spWInovWUIspWInovWUIandIspWInovWIInternationaleJournaleofeSystematiceandeEvolutionaryeMicrobiologyUI
2019UIdgUI`g`fV`gac

2.2 4

128 SecretomeIrynamicsIinIaIuramVüositiveIpacterialI–odelWIMoleculareandeCellulareProteomicsUI2019UI
ZfUIb`aVbad 7.6 6

127 –etabolicIengineeringItoIguideIevolutionIVIqreatingIaInovelImodeIforIzVvalineIproductionIwithI
qorynebacteriumIglutamicumWIMetaboliceEngineeringUI2018UIbeUIaZVbZ 9.7 30

126
qompleteIuenomeISequenceIofItheI ovelIqellulolyticUIonaerobicUIThermophilicIpacteriumITypeI
StrainIuuRZUIwsolatedIfromIaIzabIScaleIpiogasIReactorIasIsstablishedIbyIwlluminaIandI anoporeI
–inwO ISequencingWIGenomeeAnnouncementsUI2018UIdUI

6

125 OnItheIsnigmaIofIulutathioneVrependentIStyreneIregradationIinIuordoniaIrubripertinctaIqWp`WI
AppliedeandeEnvironmentaleMicrobiologyUI2018UIfbUI 4.8 27

124 qompleteIuenomeISequenceIofIsubspWIqq–Ia`agIQtormerlyIKIqq–Ia`agKRUIaIüroducerIofItheI
ongucyclineVTypeIontibioticIouricinWIGenomeeAnnouncementsUI2018UIdUI 7

123
SingleVbacterialIgenomicsIvalidatesIrichIandIvariedIspecializedImetabolismIofIuncultivatedIspongeI
symbiontsWIProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaUI2018UI
ZZcUIZeZfVZe`a

11.5 45

122 wsolationIandIwholeIgenomeIanalysisIofIendosporeVformingIbacteriaIfromIheroinWIForensiceSciencee
International:eGeneticsUI2018UIa`UIZVd 4.3 3

121
–olecularIspidemiologyIofI–ultidrugVResistantIpacteriaIwsolatedIfromIzibyanIandISyrianIüatientsI
withIWarIwnjuriesIinITwoIpundeswehrIvospitalsIinIuermanyWIEuropeaneJournaleofeMicrobiologyeande
ImmunologyUI2018UIfUIZVZZ

4.6 8

120 vighIαualityITranscriptomeIossemblyIofWIFrontierseineMoleculareBiosciencesUI2018UIcUId` 5.6 17
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119 tunctionalIqharacterizationIofIaISmallIolarmoneIvydrolaseIinWIFrontierseineMicrobiologyUI2018UIgUIgZd 5.7 13

118 –ultiVOmicsIandITargetedIopproachesItoIretermineItheIRoleIofIqellularIüroteasesIinIüroteinI
SecretionWIFrontierseineMicrobiologyUI2018UIgUIZZeb 5.7 13

117 sppWItromIsthiopiaIüroducingIontimicrobialIqompoundshIqharacterizationIviaIpioassaysUIuenomeI
onalysesUIandI–assISpectrometryWIFrontierseineMicrobiologyUI2018UIgUIZ`eY 5.7 9

116 uenomicsVpasedIwnsightsIwntoItheIpiosynthesisIandIUnusuallyIvighIoccumulationIofItreeItattyI
ocidsIbyIspWI üZYWIFrontierseineMicrobiologyUI2018UIgUIZaY` 5.7 2

115 SyntheticIpiologyIsthicsIatIius–hIius–erIüerspectivesWITrendseineBiotechnologyUI2018UIadUIgfcVgfe 15.1 2

114 qomprehensiveIsubcellularItopologiesIofIpolypeptidesIinIStreptomycesWIMicrobialeCelleFactoriesUI
2018UIZeUIba 6.4 9

113 ouxotrophyItoIXenoVr ohIanIexplorationIofIcombinatorialImechanismsIforIaIhighVfidelityIbiosafetyI
systemIforIsyntheticIbiologyIapplicationsWIJournaleofeBiologicaleEngineeringUI2018UIZ`UIZa 6.3 13

112  ewIolpiniamidesItromIspWIwp`YZbXYZZVZ`IossembledIbyIanIUnusualIvybridI onVribosomalIüeptideI
SynthetaseIVoTIüolyketideISynthaseIsnzymeWIFrontierseineMicrobiologyUI2018UIgUIZgcg 5.7 12

111
TaxonomicIanalysesIofImembersIofItheIStreptomycesIcinnabarinusIclusterUIdescriptionIofI
StreptomycesIcinnabarigriseusIspWInovWIandIStreptomycesIdavaonensisIspWInovWIInternationaleJournale
ofeSystematiceandeEvolutionaryeMicrobiologyUI2018UIdfUIaf`Vaga

2.2 13

110 qorynebacteriumIglutamicumIqhassisIqZShIpuildingIandITestingIaI ovelIülatformIvostIforISyntheticI
piologyIandIwndustrialIpiotechnologyWIACSeSyntheticeBiologyUI2018UIeUIZa`VZbb 5.7 43

109 qharacterizationIofISigmaItactorIuenesIinITy`bIUsingIaIuenomicIzibraryVpasedIopproachIforI
–ultipleIueneIreletionsWIFrontierseineMicrobiologyUI2018UIgUIaYaa 5.7 9

108 TranscriptomicIandIfluxomicIchangesIinIStreptomycesIlividansIproducingIheterologousIproteinWI
MicrobialeCelleFactoriesUI2018UIZeUIZgf 6.4 11

107 uenomeI–iningIofIspWIYw–IZaYYYZIwsolatedItromIzichenIoffordsI ewIThiopeptideIontibioticWI
FrontierseineMicrobiologyUI2018UIgUIaZag 5.7 17

106
qomparativeItranscriptionIprofilingIofItwoIfermentationIculturesIofIXanthomonasIcampestrisIpvWI
campestrisIpZYYIsampledIinItheIgrowthIandIinItheIstationaryIphaseWIAppliedeMicrobiologyeande
BiotechnologyUI2018UIZY`UIddZaVdd`c

5.7 5

105 revelopmentIofIaIpiosensorIqonceptItoIretectItheIüroductionIofIqlusterVSpecificISecondaryI
–etabolitesWIACSeSyntheticeBiologyUI2017UIdUIZY`dVZYaa 5.7 22

104  ewInaturalIproductsIidentifiedIbyIcombinedIgenomicsVmetabolomicsIprofilingIofImarineI
StreptomycesIspWI–üZaZVZfWIScientificeReportsUI2017UIeUIb`af` 4.9 49

103 uenomeVwideIdeterminationIofItranscriptionIstartIsitesIrevealsInewIinsightsIintoIpromoterI
structuresIinItheIactinomyceteIqorynebacteriumIglutamicumWIJournaleofeBiotechnologyUI2017UI`ceUIggVZYg3.7 15

102 –onitoringIglobalIproteinIthiolVoxidationIandIproteinISVmycothiolationIinI–ycobacteriumI
smegmatisIunderIhypochloriteIstressWIScientificeReportsUI2017UIeUIZZgc 4.9 28

(2017-2018)
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101 tastIandIreliableIstrainIcharacterizationIofIStreptomycesIlividansIthroughImicroVscaleIcultivationWI
BiotechnologyeandeBioengineeringUI2017UIZZbUI`YZZV`Y`` 4.9 18

100
RefinedIannotationIofItheIcompleteIgenomeIofItheIphytopathogenicIandIxanthanIproducingI
XanthomonasIcampestrisIpvWIcampestrisIstrainIpZYYIbasedIonIR oIsequenceIdataWIJournaleofe
BiotechnologyUI2017UI`caUIccVdZ

3.7 6

99 octinoalloteichusIfjordicusIspWInovWIisolatedIfromImarineIspongeshIphenotypicUIchemotaxonomicI
andIgenomicIcharacterisationWIAntonieeVaneLeeuwenhoekUI2017UIZZYUIZeYcVZeZe 2.1 5

98
SequenceVbasedIidentificationIofIinositolImonophosphataseVlikeIhistidinolVphosphateI
phosphatasesIQvis RIinIqorynebacteriumIglutamicumUIoctinobacteriaUIandIbeyondWIBMCe
MicrobiologyUI2017UIZeUIZdZ

4.5 5

97
ueneticIinterrelationsIinItheIactinomycinIbiosyntheticIgeneIclustersIofIw–RUIae`YIandIoTqqZZc`aUI
producersIofIactinomycinIXIandIactinomycinIqWIAdvanceseandeApplicationseineBioinformaticseande
ChemistryUI2017UIZYUI`gVbd

1.5 6

96
TheIcompleteIgenomeIsequenceIofItheIactinobacteriumIStreptomycesIglaucescensIuzoWOIQrS–I
bYg``RIcarryingIgeneIclustersIforItheIbiosynthesisIofItetracenomycinIqUIc‘VhydroxyIstreptomycinUI
andIacarboseWIJournaleofeBiotechnologyUI2017UI`d`UIfbVff

3.7 9

95 qompleteIuenomeISequenceIofItheIsubspWIStrainIrS–IZdfaZWIGenomeeAnnouncementsUI2017UIcUI 2

94 WholeIuenomeISequencingIofIagIwnvasiveIStreptococcusIpneumoniaeISequenceITypeIZggIwsolatesI
RevealedISwitchesIfromISerotypeIZgoItoIZcpWIPLoSeONEUI2017UIZ`UIeYZdgaeY 3.7 13

93 SulfateIreductionIinImicroorganismsVrecentIadvancesIandIbiotechnologicalIapplicationsWICurrente
OpinioneineMicrobiologyUI2016UIaaUIZbYVZbd 7.9 33

92 qompleteIgenomeIsequenceIofItheIactinomyceteItypeIstrainIvüoIZeeIisolatedIfromIaImarineI
spongeWIStandardseineGenomiceSciencesUI2016UIZZUIgZ 3

91
TranscriptionIofISialicIocidIqatabolismIuenesIinIqorynebacteriumIglutamicumIwsISubjectItoI
qataboliteIRepressionIandIqontrolIbyItheITranscriptionalIRepressorI anRWIJournaleofeBacteriologyUI
2016UIZgfUI``YbVZf

3.5 8

90 wsolationIandIgenomeIsequencingIofIfourIorcticImarineIüsychrobacterIstrainsIexhibitingI
multicopperIoxidaseIactivityWIBMCeGenomicsUI2016UIZeUIZZe 4.5 26

89
uenomeIwideItranscriptionIstartIsitesIanalysisIofIXanthomonasIcampestrisIpvWIcampestrisIpZYYI
withIinsightsIintoItheIgumIgeneIclusterIdirectingItheIbiosynthesisIofItheIexopolysaccharideI
xanthanWIJournaleofeBiotechnologyUI2016UI``cUIZfV`f

3.7 31

88 recipheringItheITranscriptionalIResponseI–ediatedIbyItheIRedoxVSensingISystemIvbpSVSenSVSenRI
fromIStreptomycetesWIPLoSeONEUI2016UIZZUIeYZcgfea 3.7 4

87 qorynebacteriumIcrudilactisIspWInovWUIisolatedIfromIrawIcowPsImilkWIInternationaleJournaleofe
SystematiceandeEvolutionaryeMicrobiologyUI2016UIddUIc`ffVc`ga 2.2 5

86 qompleteIgenomeIsequenceIofIStreptomycesIlividansITy`bWIJournaleofeBiotechnologyUI2015UIZggUI`ZV` 3.7 62

85
TranscriptomeIanalysisIofIthermophilicImethylotrophicIpacillusImethanolicusI–uoaIusingI
R oVsequencingIprovidesIdetailedIinsightsIintoIitsIpreviouslyIunchartedItranscriptionalIlandscapeWI
BMCeGenomicsUI2015UIZdUIea

4.5 37

84 qhassisIorganismIfromIqorynebacteriumIglutamicumVVaItopVdownIapproachItoIidentifyIandIdeleteI
irrelevantIgeneIclustersWIBiotechnologyeJournalUI2015UIZYUI`gYVaYZ 5.6 87
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83 qompleteIgenomeIsequenceIofIRhodococcusIerythropolisIpubaIQrS–IbdfdgRUIaIdegraderIofI
üseudomonasIaeruginosaIquorumIsensingIsignalImoleculesWIJournaleofeBiotechnologyUI2015UI`ZZUIggVZYY3.7 5

82 sngineeringIzVarabinoseImetabolismIinItriacylglycerolVproducingIRhodococcusIopacusIforI
lignocellulosicIfuelIproductionWIMetaboliceEngineeringUI2015UIaYUIfgVgc 9.7 23

81 RhodococcusIerythropolisIpubaIuenesI–ediatingIüseudomonasIaeruginosaIαuinoloneISignalI
regradationIandIVirulenceItactorIottenuationWIAppliedeandeEnvironmentaleMicrobiologyUI2015UIfZUIee`YVg4.8 16

80 qompleteIgenomeIsequenceIofIStreptomycesIspWIq αVcYgUIaIprolificIproducerIofImeroterpenoidI
chemistryWIJournaleofeBiotechnologyUI2015UI`ZdUIZbYVZ 3.7 4

79 qompleteIuenomeISequenceIofItheITypeIStrainIqorynebacteriumIepidermidicanisIrS–IbccfdUI
wsolatedIfromItheISkinIofIaIrogISufferingIfromIüruritusWIGenomeeAnnouncementsUI2015UIaUI 2

78 RevisitingIqorynebacteriumIglyciniphilumIQexIyubotaIetIalWUIZge`RIspWInovWUInomWIrevWUIisolatedIfromI
putrefiedIbananaWIInternationaleJournaleofeSystematiceandeEvolutionaryeMicrobiologyUI2015UIdcUIZeeVZf` 2.2 3

77 uenomeIsequenceIofItheIsoilIbacteriumIqorynebacteriumIcallunaeItypeIstrainIrS–I`YZbeQTRWI
StandardseineGenomiceSciencesUI2015UIZYUIc 5

76 qompleteIuenomeISequenceIofItheITypeIStrainIqorynebacteriumImustelaeIrS–Ibc`ebUIwsolatedI
fromIVariousITissuesIofIaI–aleIterretIwithIzethalISepsisWIGenomeeAnnouncementsUI2015UIaUI 1

75 qompleteIgenomeIsequenceIofIüaenibacillusIriograndensisISpRcQTRUIaIuramVpositiveIdiazotrophicI
rhizobacteriumWIJournaleofeBiotechnologyUI2015UI`YeUIaYVZ 3.7 9

74 qompleteIuenomeISequenceIandIonnotationIofIqorynebacteriumIsingulareIrS–IbbaceUIwsolatedI
fromIaIvumanISemenISpecimenWIGenomeeAnnouncementsUI2015UIaUI 1

73
rraftIuenomeISequenceIofIüseudomonasIaeruginosaIStrainIWSZadUIaIvighlyIqytotoxicI
sxoSVüositiveIWoundIwsolateIRecoveredIfromIüyodermaIuangrenosumWIGenomeeAnnouncementsUI
2015UIaUI

2

72 qompleteIgenomeIsequenceIofItheIactinobacteriumIStreptomycesIglaucescensIuzoWOIQrS–IbYg``RI
consistingIofIaIlinearIchromosomeIandIoneIlinearIplasmidWIJournaleofeBiotechnologyUI2015UIZgbUIfZVa 3.7 5

71 wmprovingItheIgenomeIannotationIofItheIacarboseIproducerIoctinoplanesIspWISscYXZZYIbyI
sequencingIenrichedIcPVendsIofIprimaryItranscriptsWIJournaleofeBiotechnologyUI2014UIZgYUIfcVgc 3.7 13

70 uenomeIrearrangementsIofIStreptomycesIalbusIxZYebIleadItoItheIcarotenoidIgeneIclusterI
activationWIAppliedeMicrobiologyeandeBiotechnologyUI2014UIgfUIegcVfYd 5.7 25

69 onIenvironmentalIbacterialItaxonIwithIaIlargeIandIdistinctImetabolicIrepertoireWINatureUI2014UIcYdUIcfVd 5̀0.4 421

68 qompleteIgenomeIsequenceIofIqorynebacteriumIvitaeruminisIrS–I`Y`gbTUIisolatedIfromItheIcowI
rumenIasIaIvitaminIpIproducerWIJournaleofeBiotechnologyUI2014UIZfgUIeYVZ 3.7 4

67 qompleteIgenomeIsequenceIofItheIactinobacteriumIomycolatopsisIjaponicaI–ubZeVqtZeQTRIQkrS–I
bb`ZaTRIproducingIQSUSRV U PVethylenediaminedisuccinicIacidWIJournaleofeBiotechnologyUI2014UIZfgUIbdVe 3.7 14

66 qompleteIgenomeIsequenceIofIpacillusImethanolicusI–uoaUIaIthermotolerantIaminoIacidI
producingImethylotrophWIJournaleofeBiotechnologyUI2014UIZffUIZZYVZ 3.7 27

(2014-2015)
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65 qompleteIgenomeIsequenceIofIqorynebacteriumIcaseiIz–uISVZg`dbTIQkrS–IbbeYZTRUIisolatedI
fromIaIsmearVripenedIcheeseWIJournaleofeBiotechnologyUI2014UIZfgUIedVe 3.7 5
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otherIcompletelyIsequencedIüseudonocardiaceaeWIBMCeGenomicsUI2012UIZaUIbdc 4.5 24

34 –SsohImetaboliteIsetIenrichmentIanalysisIinItheI–eltrpImetabolomicsIsoftwareIplatformhI
metabolicIprofilingIofIqorynebacteriumIglutamicumIasIanIexampleWIMetabolomicsUI2012UIfUIaZYVa`` 4.7 21
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BacteriologyUI2012UIZgbUIdadYVZ 3.5 10
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