
Citation Report
Listiofiarticlesiciting

Comparativepgenomics:pthepbacterialppan-genome

DOI:p10.1016/j.mib.2008.09.006
pCurrentpOpinionpinpMicrobiology,p2008,p11,p472-7.

Source:ihttps://exalyycom/paperxpdf/43987647/citationxreportypdf

Version:i2024x04x28i

ThisireportihasibeenigeneratedibasedionitheicitationsirecordedibyiexalyycomiforitheiaboveiarticleyiFori

theilatestiversioniofithisipublicationilistvivisititheilinkigiveniabovey

TheithirdicolumniisitheiimpactifactorirIFsiofitheijournalvianditheifourthicolumniisitheinumberiofi

citationsiofitheiarticley



l Paper IF Citations

791 íheIooreIandI’anVsenomeIofItheIβibrionaceaeWI2009UI 1

790 qcologicalIgenomicsIofImarineIpicocyanobacteriaWI2009UIc]UI[_eVee 499

789 qxtensiveIgenomicIdiversityIofIcloselyIrelatedIWolbachiaIstrainsWI2009UIZaaUI[[ZZV[[[[ 70

788 íheIbacterialIpanVgenomeIandIreverseIvaccinologyWI2009UIbUI]aV_c 19

787 senomicIxessonsIfromIniominingI‘rganismsfIoaseIStudyIofItheImcidithiobacillusIsenusWI2009UI
cZVc]UI[ZaV[Zd 4

786 qfficientIoligonucleotideIprobeIselectionIforIpanVgenomicItilingIarraysWI2009UIZYUI[e] 23

785 yicrobialIcomparativeIpanVgenomicsIusingIbinomialImixtureImodelsWI2009UIZYUI]da 75

784 [zovelIvaccinesWIβaccinationsIinItheInearIandIdistantIfuture]WI2009UIa[UIZYd]VeY 1

783 senomeIflexibilityIinIzeisseriaImeningitidisWI2009UI[cISupplI[UInZY]VZZ 38

782 βaccinologyIinItheIgenomeIeraWI2009UIZZeUI[aZaV[a 115

781 zeyeSysfIaIbiologicalIresourceIforInarrowingItheIgapIbetweenIsequenceIandIfunctionIinItheI
humanIpathogenIzeisseriaImeningitidisWI2009UIZYUI ZZY 78

780 oentralIroleIofItheIcellIinImicrobialIecologyWI2009UIc]UIcZ[V[e 65

779 qvolutionaryIdynamicsIofIcompleteIoampylobacterIpanVgenomesIandItheIbacterialIspeciesIconceptWI
GenomevBiologyvandvEvolutionUI2010UI[UIb_bVaa 3.9 80

778 íheIdiversityIofIaIdistributedIgenomeIinIbacterialIpopulationsWI2010UI[YUI 23

777 ’yrosequencingVbasedIcomparativeIgenomeIanalysisIofItheInosocomialIpathogenIqnterococcusI
faeciumIandIidentificationIofIaIlargeItransferableIpathogenicityIislandWI2010UIZZUI[]e 151

776 senotypicIdiversityIinI‘enococcusIoeniIbyIhighVdensityImicroarrayIcomparativeIgenomeI
hybridizationIandIwholeIgenomeIsequencingWI2010UIdbUIbdZVeZ 40

775 UnderstandingItheIevolutionaryIrelationshipsIandImajorItraitsIofInacillusIthroughIcomparativeI
genomicsWI2010UIZZUI]][ 114

Citation Report

2



774 oomparativeIgenomicsIofItheIfamilyIβibrionaceaeIrevealsItheIwideIdistributionIofIgenesIencodingI
virulenceVassociatedIproteinsWI2010UIZZUI]be 11

773 ’robingItheIpanVgenomeIofIxisteriaImonocytogenesfInewIinsightsIintoIintraspecificInicheI
expansionIandIgenomicIdiversificationWI2010UIZZUIaYY 62

772 mnIimprovedUIhighVqualityIdraftIgenomeIsequenceIofItheIserminationVmrrestIractorVproducingI
’seudomonasIfluorescensIWtbWI2010UIZZUIa[[ 46

771 oomparativeIgenomicIandIproteomicIanalysesIofItwoIyycoplasmaIagalactiaeIstrainsfIcluesItoItheI
macroVIandImicroVeventsIthatIareIshapingImycoplasmaIdiversityWI2010UIZZUIdb 50

770 mnalysisIandIcomparisonIofItheIpanVgenomicIpropertiesIofIsixteenIwellVcharacterizedIbacterialI
generaWI2010UIZYUI[ad 7

769 ’roteomicsIofIbacterialIpathogensfI’seudomonasIaeruginosaIinfectionsIinIcysticIfibrosisIVIaIcaseI
studyWI2010UI_UI[[dV_d 10

768 ’opulationIsenomicsIofInacteriaWI2010UIZ[ZVZaZ 3

767 oonservedIsymbioticIplasmidIpzmIsequencesIinItheImultirepliconIpangenomicIstructureIofI
 hizobiumIetliWI2010UIcbUIZbY_VZ_ 54

766 qrgatisfIaIwebIinterfaceIandIscalableIsoftwareIsystemIforIbioinformaticsIworkflowsWIBioinformaticsUI
2010UI[bUIZ_ddVe[ 7.2 73

765 StrainVspecificIgenesIofItelicobacterIpylorifIgenomeIevolutionIdrivenIbyIaInovelItypeIuβIsecretionI
systemIandIgenomicIislandItransferWI2010UI]dUIbYdeVZYZ 145

764 oonditionsIforItheIevolutionIofIgeneIclustersIinIbacterialIgenomesWI2010UIbUIeZYYYbc[ 37

763 oharacterizingItheImetabolismIofIpehalococcoidesIwithIaIconstraintVbasedImodelWI2010UIbUIeZYYYddc 43

762 íheIsystemicIimprintIofIgrowthIandIitsIusesIinIecologicalIQmetaRgenomicsWI2010UIbUIeZYYYdYd 205

761 StructureUIfunctionUIandIevolutionIofItheIíhiomonasIsppWIgenomeWI2010UIbUIeZYYYdae 101

760 torizontalIgeneItransferIinIevolutionfIfactsIandIchallengesWI2010UI[ccUIdZeV[c 225

759 oomparativeIgenomicsIofItheIgenusInifidobacteriumWI2010UIZabUI][_]V][a_ 92

758 yobilityIofIplasmidsWI2010UIc_UI_]_Va[ 634

757 StudyingIbacterialItranscriptomesIusingI zmVseqWICurrentvOpinionvinvMicrobiologyUI2010UIZ]UIbZeV[_ 7.9 203

(2010-2010)

3



756 mIcatalogIofIreferenceIgenomesIfromItheIhumanImicrobiomeWI2010UI][dUIee_Ve 508

755 nioinformaticsIofIyicrobialISequencesWI2010UI[cVa[ 2

754 unfectiousIpiseaseIunformaticsWI2010UI 4

753 SystemsIniologyIforIqcologyfIrromIyoleculesItoIqcosystemsWI2010UI_]UIdcVZ_e 26

752 StructureIandIdynamicsIofItheIpanVgenomeIofIStreptococcusIpneumoniaeIandIcloselyIrelatedI
speciesWI2010UIZZUI ZYc 272

751 xocalImobileIgeneIpoolsIrapidlyIcrossIspeciesIboundariesItoIcreateIendemicityIwithinIglobalIβibrioI
choleraeIpopulationsWI2011UI[UI 83

750 SaccharomycesIcerevisiaeIasIaImodelIorganismfIaIcomparativeIstudyWI2011UIbUIeZbYZa 85

749 íheIyicrobialI’angenomefIumplicationsIforIβaccineIpevelopmentWI2011UId]Vdc

748 mrray‘meVIandIt zmccVracilitatedIyobilomeIpiscoveryfIoomparativeIsenomicsImpproachesIforI
udentifyingI ichIβeinsIofInacterialIzovelIpzmISequencesWI2011UI[aZV[b]

747 mIpangenomicIstudyIofInacillusIthuringiensisWI2011UI]dUIabcVcb 17

746 ’athogenIcomparativeIgenomicsIinItheInextVgenerationIsequencingIerafIgenomeIalignmentsUI
pangenomicsIandImetagenomicsWI2011UIZYUI][[V]] 30

745 [StreptococcusImutansIandIoralIstreptococciIinIdentalIplaque]WI2011UIacUIZV[Y 35

744 towImuchIcytoplasmIcanIaIbacterialIgenomeIcontrolkWI2011UId_UIZ_cVaY 4

743 ’roteomicsIforIdevelopmentIofIvaccineWI2011UIc_UI[aebVbZb 31

742 mIspeciesIconceptIforIbacteriaIbasedIonIadaptiveIdivergenceWI2011UIZeUIZVc 69

741 íheIsenomesIofIqndophyticInacteriaWI2011UIZYcVZ]b 9

740 ’opulationIgeneticsIandIevolutionIofItheIpanVgenomeIofIStreptococcusIpneumoniaeWI2011UI]YZUIbZeV[[ 35

739 qcologicalIandItemporalIconstraintsIinItheIevolutionIofIbacterialIgenomesWI2011UI[UIdY_V[d 15

Citation Report

4



738 pefiningIpathogenicIbacterialIspeciesIinItheIgenomicIeraWIFrontiersvinvMicrobiologyUI2010UIZUIZaZ 5.7 59

737 oalculatingIorthologsIinIbacteriaIandImrchaeafIaIdivideIandIconquerIapproachWI2011UIbUIe[d]dd 9

736 nifidobacterialIutilizationIofIhumanImilkIoligosaccharidesWI2011UIZ_eUIadVb_ 75

735 ’rospectsIforItheIfutureIusingIgenomicsIandIproteomicsIinIclinicalImicrobiologyWI2011UIbaUIZbeVdd 43

734 íheISalmonellaIentericaIpanVgenomeWI2011UIb[UI_dcVaY_ 134

733 towIstandsItheIíreeIofIxifeIaIcenturyIandIaIhalfIafterIíheI‘riginkWI2011UIbUI][ 55

732 senomicIlineagesIofI hizobiumIetliIrevealedIbyItheIextentIofInucleotideIpolymorphismsIandIlowI
recombinationWI2011UIZZUI]Ya 14

731
oomparativeIsupragenomicIanalysesIamongItheIpathogensIStaphylococcusIaureusUIStreptococcusI
pneumoniaeUIandItaemophilusIinfluenzaeIusingIaImodificationIofItheIfiniteIsupragenomeImodelWI
2011UIZ[UIZdc

44

730 qxploringItheIsymbioticIpangenomeIofItheInitrogenVfixingIbacteriumISinorhizobiumImelilotiWI2011UI
Z[UI[]a 83

729 senomicIcomparisonIofImultiVdrugIresistantIinvasiveIandIcolonizingImcinetobacterIbaumanniiI
isolatedIfromIdiverseIhumanIbodyIsitesIrevealsIgenomicIplasticityWI2011UIZ[UI[eZ 58

728 senomicIfluidityfIanIintegrativeIviewIofIgeneIdiversityIwithinImicrobialIpopulationsWI2011UIZ[UI][ 61

727 untragenomicIdiversityIofI hizobiumIleguminosarumIbvWItrifoliiIcloverInoduleIisolatesWI2011UIZZUIZ[] 21

726 íheIhumanImetagenomefIourIotherIgenomekWI2011UI[YUI Z_[Vd 25

725 senomicIcharacterizationIofIasymptomaticIqscherichiaIcoliIisolatedIfromItheIneobladderWI2011UI
ZacUIZYddVZZY[ 9

724 íheIoomprehensiveI’hytopathogenIsenomicsI esourcefIaIwebVbasedIresourceIforIdataVminingI
plantIpathogenIgenomesWI2011UI[YZZUIbarYa] 21

723 senomicIandIfunctionalIanalysesIofI hodococcusIequiIphagesI eqi’epybUI eqi’ocobUI eqi’ineaUI
andI eqipocncWI2011UIccUIbbeVd] 38

722 zeisseriaImeningitidisIisIstructuredIinIcladesIassociatedIwithIrestrictionImodificationIsystemsIthatI
modulateIhomologousIrecombinationWI2011UIZYdUI__e_Ve 170

721 íheIrepertoireIofIuoqIinIprokaryotesIunderscoresItheIunityUIdiversityUIandIubiquityIofIconjugationWI
2011UIcUIeZYY[[[[ 246

(2011-2010)

5



720 torizontalItransferUInotIduplicationUIdrivesItheIexpansionIofIproteinIfamiliesIinIprokaryotesWI2011UI
cUIeZYYZ[d_ 311

719 mIbroadIbrushUIglobalIoverviewIofIbacterialIsexualityWI2011UIcUIeZYY[[aa 2

718
’angenomicIstudyIofIoorynebacteriumIdiphtheriaeIthatIprovidesIinsightsIintoItheIgenomicI
diversityIofIpathogenicIisolatesIfromIcasesIofIclassicalIdiphtheriaUIendocarditisUIandIpneumoniaWI
2012UIZe_UI]ZeeV[Za

110

717 StreamliningIandIcoreIgenomeIconservationIamongIhighlyIdivergentImembersIofItheISm ZZIcladeWI
2012UI]UI 193

716 senomicIcharacterizationIofItheInacillusIcereusIsensuIlatoIspeciesfIbackdropItoItheIevolutionIofI
nacillusIanthracisWI2012UI[[UIZaZ[V[_ 128

715 íheIinfinitelyImanyIgenesImodelIforItheIdistributedIgenomeIofIbacteriaWIGenomevBiologyvandv
EvolutionUI2012UI_UI__]Vab 3.9 82

714 senomicIanalysisIofIyycobacteriumIabscessusIstrainIyZ]eUIwhichIhasIanIambiguousIsubspeciesI
taxonomicIpositionWI2012UIZe_UIbYY[V] 10

713 ’an‘oífIautomatedIclusteringIofIorthologsIusingIconservedIgeneIneighborhoodIforIpanVgenomicI
analysisIofIbacterialIstrainsIandIcloselyIrelatedIspeciesWI2012UI_YUIeZc[ 150

712 StaphylococcusIepidermidisIpanVgenomeIsequenceIanalysisIrevealsIdiversityIofIskinIcommensalIandI
hospitalIinfectionVassociatedIisolatesWI2012UIZ]UI b_ 128

711 βaccinologyIusIíurningIintoIanI‘micsVnasedIScienceWI2012UIc]UIa_cVaad 2

710 umpactIofIhomologousIandInonVhomologousIrecombinationIinItheIgenomicIevolutionIofIqscherichiaI
coliWI2012UIZ]UI[ab 95

709 ‘nItheIoriginIofIyycobacteriumIulceransUItheIcausativeIagentIofInuruliIulcerWI2012UIZ]UI[ad 111

708 oomparativeIgenomicsIofIShigaItoxinIencodingIbacteriophagesWI2012UIZ]UI]ZZ 66

707 oomparativeIgenomicsIofItheIclassicalInordetellaIsubspeciesfItheIevolutionIandIexchangeIofI
virulenceVassociatedIdiversityIamongstIcloselyIrelatedIpathogensWI2012UIZ]UIa_a 82

706 íheIdiversityIofIcyanobacterialImetabolismfIgenomeIanalysisIofImultipleIphototrophicI
microorganismsWI2012UIZ]UIab 100

705 oompleteIgenomeIsequenceIofIqnterococcusIfaeciumIstrainIíXZbIandIcomparativeIgenomicI
analysisIofIqnterococcusIfaeciumIgenomesWI2012UIZ[UIZ]a 104

704 StreamliningIgenomesfItowardItheIgenerationIofIsimplifiedIandIstabilizedImicrobialIsystemsWI2012UI
[]UIbaZVd 22

703 yaizeIQZeaImaysIxWRIgenomeIdiversityIasIrevealedIbyI zmVsequencingWI2012UIcUIe]]YcZ 123

Citation Report

6



702 ’anVgenomicIanalysisIprovidesIinsightsIintoItheIgenomicIvariationIandIevolutionIofISalmonellaI
’aratyphiImWI2012UIcUIe_a]_b 23

701 oomparativeIgenomicsIofISerratiaIsppWfItwoIpathsItowardsIendosymbioticIlifeWI2012UIcUIe_c[c_ 22

700 pistributionUIabundanceUIandIdiversityIpatternsIofItheIthermoacidophilicIKdeepVseaIhydrothermalI
ventIeuryarchaeotaI[KWIFrontiersvinvMicrobiologyUI2012UI]UI_c 5.7 23

699 mIseneVnyVseneImpproachItoInacterialI’opulationIsenomicsfIWholeIsenomeIyxSíIofI
oampylobacterWI2012UI]UI[bZVcc 102

698 mIroadImapIforItheIdevelopmentIofIcommunityIsystemsIQooSyRIbiologyWI2012UIZYUI]bbVc[ 115

697 oomparativeIgenomicIanalysesIofIZcIclinicalIisolatesIofIsardnerellaIvaginalisIprovideIevidenceIofI
multipleIgeneticallyIisolatedIcladesIconsistentIwithIsubspeciationIintoIgenovarsWI2012UIZe_UI]e[[V]c 115

696  hizobialIplasmidsIâ��IreplicationUIstructureIandIbiologicalIroleWI2012UIcUIacZVadb 9

695 yicrobialIsystematicsIinItheIpostVgenomicsIeraWI2012UIZYZUI_aVa_ 47

694 yxSíIrevisitedfItheIgeneVbyVgeneIapproachItoIbacterialIgenomicsWI2013UIZZUIc[dV]b 410

693 sqí_t‘y‘x‘sUqSUIaIversatileIsoftwareIpackageIforIscalableIandIrobustImicrobialIpangenomeI
analysisWI2013UIceUIcbebVcYZ 496

692 SymbioticIqndophytesWI2013UI 3

691 seneticIvariabilityIofImutansIstreptococciIrevealedIbyIwideIwholeVgenomeIsequencingWI2013UIZ_UI_]Y 24

690 seneIcoexpressionIasItebbianIlearningIinIprokaryoticIgenomesWI2013UIcaUI[_]ZV_e 1

689 íheIrhizomeIofItheImultidrugVresistantIqnterobacterIaerogenesIgenomeIrevealsIhowInewIKkillerI
bugsKIareIcreatedIbecauseIofIaIsympatricIlifestyleWI2013UI]YUI]beVd] 83

688 mtItheIcuttingVedgeIofIgrapeIandIwineIbiotechnologyWI2013UI[eUI[b]VcZ 38

687 qvolutionaryIandIpopulationIgenomicsIofItheIcavityIcausingIbacteriaIStreptococcusImutansWI2013UI
]YUIddZVe] 133

686 qmergingItrendsIinIgenomicIapproachesIforImicrobialIbioprospectingWI2013UIZcUIbZVcY 25

685 WhenIintegrationIfailsfI’rokaryoteIphylogenyIandItheItreeIofIlifeWI2013UI__UIaaZVb[ 29

(2013-2012)

7



684 senomesIandI’ostVgenomeIíechnologyWI2013UI][eV]__

683  eassessmentIofItheIxisteriaImonocytogenesIpanVgenomeIrevealsIdynamicIintegrationIhotspotsI
andImobileIgeneticIelementsIasImajorIcomponentsIofItheIaccessoryIgenomeWI2013UIZ_UI_c 145

682  eproducibilityIofIβibrionaceaeIpopulationIstructureIinIcoastalIbacterioplanktonWI2013UIcUIaYeVZe 45

681 torizontalIgeneItransferIandItheIevolutionIofIbacterialIandIarchaealIpopulationIstructureWI2013UI[eUIZcYVa 273

680  everseIvaccinologyIinItheI[ZstIcenturyfIimprovementsIoverItheIoriginalIdesignWI2013UIZ[daUIZZaV][ 59

679
yolecularIsignaturesIforInacillusIspeciesfIdemarcationIofItheInacillusIsubtilisIandInacillusIcereusI
cladesIinImolecularItermsIandIproposalItoIlimitItheIplacementIofInewIspeciesIintoItheIgenusI
nacillusWI2013UIb]UI[cZ[V[c[b

53

678 qWIcoliIasIanIallVrounderfItheIthinIlineIbetweenIcommensalismIandIpathogenicityWI2013UI]adUI]V][ 153

677 —uantitativeIandIíheoreticalIyicrobialI’opulationIniologyWI2013UI]ZV_[ 3

676 niologicalI esourceIoentersI’rovideIpataIandIoharacterizedIxivingIyaterialIforIundustrialI
niotechnologyWI2013UIeUIZZcVZ[[ 7

675 senomeIcharacterizationIofIaInovelInurkholderiaIcepaciaIcomplexIgenomovarIisolatedIfromI
diebackIaffectedImangoIorchardsWI2013UI[eUI[Y]]V__ 6

674 ’anVgenomeIandIcomparativeIgenomeIanalysesIofIpropionibacteriumIacnesIrevealIitsIgenomicI
diversityIinItheIhealthyIandIdiseasedIhumanIskinImicrobiomeWI2013UI_UIeYYYY]VZ] 110

673 mIphyleticallyIrareIgeneIpromotesItheInicheVspecificIfitnessIofIanIqWIcoliIpathogenIduringI
bacteremiaWI2013UIeUIeZYY]Zca 17

672  epliconVdependentIbacterialIgenomeIevolutionfItheIcaseIofISinorhizobiumImelilotiWIGenomev
BiologyvandvEvolutionUI2013UIaUIa_[Vad 3.9 73

671 seneIfrequencyIdistributionsIrejectIaIneutralImodelIofIgenomeIevolutionWIGenomevBiologyvandv
EvolutionUI2013UIaUI[]]V_[ 3.9 47

670 qvolutionIofIpanVgenomesIofIqscherichiaIcoliUIShigellaIsppWUIandISalmonellaIentericaWI2013UIZeaUI[cdbVe[ 86

669 oomparativeIgenomicsIofInifidobacteriumIanimalisIsubspWIlactisIrevealsIaIstrictImonophyleticI
bifidobacterialItaxonWI2013UIceUI_]Y_VZa 66

668 qmergenceIofIepidemicImultidrugVresistantIqnterococcusIfaeciumIfromIanimalIandIcommensalI
strainsWI2013UI_UI 245

667 unterVIandIintraVspecificIpanVgenomesIofInorreliaIburgdorferiIsensuIlatofIgenomeIstabilityIandI
adaptiveIradiationWI2013UIZ_UIbe] 52

Citation Report

8



666 qvolutionaryIconsequencesIofIantibioticIuseIforItheIresistomeUImobilomeIandImicrobialI
pangenomeWIFrontiersvinvMicrobiologyUI2013UI_UI_ 5.7 159

665 ’mzz‘ímí‘ fIanIautomatedItoolIforIannotationIofIpanVgenomesWI2013UIZ[UI[ed[Ve 16

664 oomparativeIgenomicsIofIZ[IstrainsIofIqrwiniaIamylovoraIidentifiesIaIpanVgenomeIwithIaIlargeI
conservedIcoreWI2013UIdUIeaab__ 64

663 qvolutionaryIdynamicsIofItheIaccessoryIgenomeIofIxisteriaImonocytogenesWI2013UIdUIebcaZZ 45

662 mIcomparativeIpanVgenomeIperspectiveIofInicheVadaptableIcellVsurfaceIproteinIphenotypesIinI
xactobacillusIrhamnosusWI2014UIeUIeZY[cb[ 36

661 patabaseIconstraintsIappliedItoImetabolicIpathwayIreconstructionItoolsWI2014UI[YZ_UIebc[e_ 1

660 ’anVgenomeIanalysesIidentifyIlineageVIandInicheVspecificImarkersIofIevolutionIandIadaptationIinI
qpsilonproteobacteriaWIFrontiersvinvMicrobiologyUI2014UIaUIZZY 5.7 45

659 qvidenceIfromIphylogeneticIandIgenomeIfingerprintingIanalysesIsuggestsIrapidlyIchangingI
variationIinItalorubrumIandItaloarculaIpopulationsWIFrontiersvinvMicrobiologyUI2014UIaUIZ_] 5.7 21

658 mpplicationsIofIimmunochemistryIinIhumanIhealthfIadvancesIinIvaccinologyIandIantibodyIdesignI
QuU’moIíechnicalI eportRWI2014UIdbUIZac]VZbZc 1

657  zmIsequencingIprovidesIevidenceIforIfunctionalIvariabilityIbetweenInaturallyIcoVexistingI
mlteromonasImacleodiiIlineagesWI2014UIZaUIe]d 12

656 senomeVwideIphylogeneticIanalysisIofItheIpathogenicIpotentialIofIβibrioIfurnissiiWIFrontiersvinv
MicrobiologyUI2014UIaUI_]a 5.7 4

655 ’ans’fIaItoolIforIquicklyIanalyzingIbacterialIpanVgenomeIprofileWIBioinformaticsUI2014UI]YUIZ[ecVe 7.2 105

654 piversificationIofIbacterialIgenomeIcontentIthroughIdistinctImechanismsIoverIdifferentItimescalesWI
2014UIaUIa_cZ 123

653 unsightsIintoItheImaizeIpanVgenomeIandIpanVtranscriptomeWI2014UI[bUIZ[ZV]a 336

652 írajectoryIandIgenomicIdeterminantsIofIfungalVpathogenIspeciationIandIhostIadaptationWI2014UI
ZZZUIZbcebVdYZ 181

651 oomparativeIgenomicsIofItheImarineIbacterialIgenusIslaciecolaIrevealsItheIhighIdegreeIofIgenomicI
diversityIandIgenomicIcharacteristicIforIcoldIadaptationWI2014UIZbUIZb_[Va] 53

650 ooreIandIaccessoryIgenomeIarchitectureIinIaIgroupIofI’seudomonasIaeruginosaIyuVlikeIphagesWI
2014UIZaUIZZ_b 21

649 xysozymeVcoatedIsilverInanoparticlesIforIdifferentiatingIbacterialIstrainsIonItheIbasisIofI
antibacterialIactivityWI2014UIeUIaba 23

(2014-2013)

9



648 senomesIinIturmoilfIquantificationIofIgenomeIdynamicsIinIprokaryoteIsupergenomesWI2014UIZ[UIbb 119

647 oarlIWoesePsIvisionIofIcellularIevolutionIandItheIdomainsIofIlifeWI2014UIZZUIZecV[Y_ 24

646 oomparativeIsenomicsIandI’athogenicityIuslandsIofIoorynebacteriumIdiphtheriaeUI
oorynebacteriumIulceransUIandIoorynebacteriumIpseudotuberculosisWI2014UI]eVba 1

645  econciliationIofIgeneIandIspeciesItreesWI2014UI[YZ_UIb_[Yde 11

644 oomparativeIgenomicsIofIxactobacillusIcrispatusIsuggestsInovelImechanismsIforItheIcompetitiveI
exclusionIofIsardnerellaIvaginalisWI2014UIZaUIZYcY 74

643 unteractionsIinItheImicrobiomefIcommunitiesIofIorganismsIandIcommunitiesIofIgenesWI2014UI]dUIeYVZZd 135

642 xiveIgenomicsIforIpathogenImonitoringIinIpublicIhealthWI2014UI]UIe]VZYd 2

641 nacterialIinsertionIsequencesfItheirIgenomicIimpactIandIdiversityWI2014UI]dUIdbaVeZ 287

640 qxplainingImicrobialIgenomicIdiversityIinIlightIofIevolutionaryIecologyWI2014UIZ[UI[b]Vc] 231

639 WhyIareIsomeImicrobesImoreIubiquitousIthanIotherskI’redictingItheIhabitatIbreadthIofIsoilI
bacteriaWI2014UIZcUIce_VdY[ 147

638 StrongIseedVbankIeffectsIinIbacterialIevolutionWI2014UI]abUIb[VcY 14

637 mlphaproteobacteriaIspeciesIasIaIsourceIandItargetIofIlateralIsequenceItransfersWI2014UI[[UIZ_cVab 22

636 udentificationIofIaIoonservedIooreIsenomeIwithIsroupVSpecificIsenesIfromIoomparativeIsenomicsI
ofIíenIpifferentIoandidatusI’hytoplasmaIStrainsWI2014UIZb[UIbaYVbae 6

635 oonservedIpatternsIinIbacterialIgenomesfIaIconundrumIphysicallyItailoredIbyIevolutionaryI
tinkeringWI2014UIa]I’tImUIZ[aV]] 9

634 WholeIgenomeIphylogenyIofI’rochlorococcusImarinusIgroupIofIcyanobacteriafIgenomeIalignmentI
andIoverlappingIgeneIapproachWI2014UIbUIZ_eVac 5

633 mnalysisIofItheI’antoeaIananatisIpanVgenomeIrevealsIfactorsIunderlyingIitsIabilityItoIcolonizeIandI
interactIwithIplantUIinsectIandIvertebrateIhostsWI2014UIZaUI_Y_ 74

632 qvolutionaryIgenomicsIofInorreliaIburgdorferiIsensuIlatofIfindingsUIhypothesesUIandItheIriseIofI
hybridsWI2014UI[cUIacbVe] 19

631 senomicsIofI’lantVmssociatedInacteriaWI2014UI 4

Citation Report

10



630 íheIinfinitelyImanyIgenesImodelIwithIhorizontalIgeneItransferWI2014UIZeUI 6

629 qstimationIofIprokaryoticIsupergenomeIsizeIandIcompositionIfromIgeneIfrequencyIdistributionsWI
2014UIZaISupplIbUISZ_ 6

628 senomesIofIPoandidatusIxiberibacterIsolanacearumPItaplotypeImIfromIzewIZealandIandItheIUnitedI
StatesISuggestISignificantIsenomeI’lasticityIinItheISpeciesWI2015UIZYaUIdb]VcZ 28

627 ’angenomeIqvolutionIinItheISymbioticIzitrogenIrixerISinorhizobiumImelilotiWI2015UI[baV[cY 2

626 ’angenomicImnalysisIofItheI hizobialesIUsingItheIsqí_t‘y‘x‘sUqSISoftwareI’ackageWI2015UI[cZV[dY

625 senomicIinsightIintoImquimarinaIlongaISWY[_IífIitsIultraVoligotrophicIadaptingImechanismsIandI
biogeochemicalIfunctionsWI2015UIZbUIcc[ 10

624 ’anVgenomicIanalysisItoIredefineIspeciesIandIsubspeciesIbasedIonIquantumIdiscontinuousI
variationfItheIwlebsiellaIparadigmWI2015UIZYUIaa 25

623 niogeographyIandIevolutionIofIíhermococcusIisolatesIfromIhydrothermalIventIsystemsIofItheI
’acificWIFrontiersvinvMicrobiologyUI2015UIbUIebd 5.7 10

622 mpplicationIofIaIzovelIK’anVsenomeKVnasedIStrategyIforImssigningI zmseqIíranscriptI eadsItoI
StaphylococcusIaureusIStrainsWI2015UIZYUIeYZ_adbZ 8

621 untraspeciesIsenomicIpiversityIandIxongVíermI’ersistenceIofInifidobacteriumIlongumWI2015UIZYUIeYZ]abad 27

620 unsideItheI’anVgenomeIVIyethodsIandISoftwareI‘verviewWI2015UIZbUI[_aVa[ 51

619 qssentialIsenesIinItheIooreIsenomeIofItheItumanI’athogenIStreptococcusIpyogenesWI2015UIaUIed]d 79

618 ’anVgenomeIdynamicsIofI’seudomonasIgeneIcomplementsIenrichedIacrossIhexachlorocyclohexaneI
dumpsiteWI2015UIZbUI]Z] 14

617 ’hylogenomicImnalysisIofI‘enococcusIoeniI evealsISpecificIpomesticationIofIStrainsItoIoiderIandI
WinesWIGenomevBiologyvandvEvolutionUI2015UIcUIZaYbVZd 3.9 38

616 íheIbacterialIpangenomeIasIaInewItoolIforIanalysingIpathogenicIbacteriaWI2015UIcUIc[Vda 130

615 ’refaceWInacterialIpangenomicsWIMethodsvinvMolecularvBiologyUI2015UIZ[]ZUIvVvi 1.4 5

614  obustIidentificationIofIorthologuesIandIparaloguesIforImicrobialIpanVgenomicsIusingI
sqí_t‘y‘x‘sUqSfIaIcaseIstudyIofIpuncmXoIplasmidsWIMethodsvinvMolecularvBiologyUI2015UIZ[]ZUI[Y]V][1.4 26

613 qxploringItheIdynamicsIofIbacterialIcommunityIcompositionIinIsoilfItheIpanVbacteriomeIapproachWI
2015UIZYcUIcdaVec 7

(2015-2014)

11



612 tighIcorrelationIbetweenIgenotypesIandIphenotypesIofIenvironmentalIbacteriaIoomamonasI
testosteroniIstrainsWI2015UIZbUIZZY 28

611 oomparativeIgenomeIanalysisIandIidentificationIofIcompetitiveIandIcooperativeIinteractionsIinIaI
polymicrobialIdiseaseWI2015UIeUIb[eV_[ 22

610 íheIcompositionIofItheIglobalIandIfeatureIspecificIcyanobacterialIcoreVgenomesWIFrontiersvinv
MicrobiologyUI2015UIbUI[Ze 5.7 25

609 senomeIdynamicsIandIevolutionIofISalmonellaIíyphiIstrainsIfromItheItyphoidVendemicIzonesWI2014
UI_UIc_ac 13

608 íheIíurbulentIzetworkIpynamicsIofIyicrobialIqvolutionIandItheIStatisticalIíreeIofIxifeWI2015UIdYUI[__VaY 33

607 WhatIhasImolecularIepidemiologyIeverIdoneIforIwildlifeIdiseaseIresearchkI’astIcontributionsIandI
futureIdirectionsWI2015UIbZUIZVZb 19

606 micropanfIanI VpackageIforImicrobialIpanVgenomicsWI2015UIZbUIce 90

605 pivergencesIinIgeneIrepertoireIamongItheIreferenceI’revotellaIgenomesIderivedIfromIdistinctI
bodyIsitesIofIhumanWI2015UIZbUIZa] 41

604 senomeIcomparisonIprovidesImolecularIinsightsIintoItheIphylogenyIofItheIreassignedInewIgenusI
xysinibacillusWI2015UIZbUIZ_Y 21

603 unterVindividualIdifferencesIinItheIgeneIcontentIofIhumanIgutIbacterialIspeciesWI2015UIZbUId[ 107

602 yolecularIqpidemiologyIofIStreptococcusIpneumoniaeWI2015UI]VZe 2

601 senomicsUIseneticIβariationUIandI egionsIofIpifferencesWI2015UIdZVZYc 2

600 mInovelImethodIofIconsensusIpanVchromosomeIassemblyIandIlargeVscaleIcomparativeIanalysisI
revealItheIhighlyIflexibleIpanVgenomeIofImcinetobacterIbaumanniiWI2015UIZbUIZ_] 76

599 nacterialIWholeVsenomeIpeterminationIandImpplicationsWI2015UI]acV]bd 2

598 ’rochlorococcusfItheIstructureIandIfunctionIofIcollectiveIdiversityWI2015UIZ]UIZ]V[c 274

597 íenIyearsIofIpanVgenomeIanalysesWICurrentvOpinionvinvMicrobiologyUI2015UI[]UIZ_dVa_ 7.9 283

596 íheIrelationshipIofItheIwholeIgenomeIsequenceIidentityItoIpzmIhybridizationIvariesIbetweenI
generaIofIprokaryotesWI2015UIZYcUI[_ZVe 20

595 íheIdynamicsIofIcorrelatedInoveltiesWI2014UI_UIadeY 77

Citation Report

12



594 íheI’hylogenyIofInacillusIcereusIsensuIlatoWI2016UI[]cV[aZ 1

593 oomparativeIgenomicsIofIanIendophyticI’seudomonasIputidaIisolatedIfromImangoIorchardWI2016UI
]eUI_baVc] 8

592 torizontalIgeneItransferfIessentialityIandIevolvabilityIinIprokaryotesUIandIrolesIinIevolutionaryI
transitionsWI2016UIaUI 89

591 roodIyicrobialIqcologyIinItheIâ��‘micsâ��IqraWI2016UI

590 yicroevolutionImnalysisIofInacillusIcoahuilensisIUnveilsIpifferencesIinI’hosphorusImcquisitionI
StrategiesIandIíheirI egulationWIFrontiersvinvMicrobiologyUI2016UIcUIad 5.7 13

589 oomparativeIsenomicsImnalysisIofIStreptomycesISpeciesI evealsIíheirImdaptationItoItheIyarineI
qnvironmentIandIíheirIpiversityIatItheIsenomicIxevelWIFrontiersvinvMicrobiologyUI2016UIcUIeed 5.7 33

588 ’angenomeIqvidenceIforItigherIoodonIUsageIniasIandIStrongerIíranslationalISelectionIinIooreI
senesIofIqscherichiaIcoliWIFrontiersvinvMicrobiologyUI2016UIcUIZZdY 5.7 6

587 seneIíurnoverIoontributesItoItheIqvolutionaryImdaptationIofIfIunsightsIfromIoomparativeI
senomicsWIFrontiersvinvMicrobiologyUI2016UIcUIZebY 5.7 20

586 oomparativeIsenomicsIofItheIqxtremeImcidophileImcidithiobacillusIthiooxidansI evealsI
untraspecificIpivergenceIandIzicheImdaptationWI2016UIZcUI 22

585 WhatIyakesIaInacterialISpeciesI’athogenickfoomparativeIsenomicImnalysisIofItheIsenusI
xeptospiraWI2016UIZYUIeYYY__Y] 170

584 mIzovelImpproachItoItelicobacterIpyloriI’anVsenomeImnalysisIforIudentificationIofIsenomicI
uslandsWI2016UIZZUIeYZae_Ze 12

583 oomparativeIsenomeImnalysisI’rovidesIunsightsIintoItheI’athogenicityIofIrlavobacteriumI
psychrophilumWI2016UIZZUIeYZa[aZa 26

582
 ealVíimeI’athogenIpetectionIinItheIqraIofIWholeVsenomeISequencingIandInigIpatafIoomparisonI
ofIkVmerIandISiteVnasedIyethodsIforIunferringItheIseneticIpistancesIamongIíensIofIíhousandsIofI
SalmonellaISamplesWI2016UIZZUIeYZbbZb[

6

581 unVsilicoIpredictionIandIdeepVpzmIsequencingIvalidationIindicateIphaseIvariationIinIZZaIzeisseriaI
meningitidisIgenesWI2016UIZcUId_] 20

580 oomparativeIanalysisIofItheIvolatileImetabolomesIofI’seudomonasIaeruginosaIclinicalIisolatesWI
2016UIZYUIY_cZY[ 41

579 mssessmentIofIvirulenceIpotentialIofIuncharacterizedIqnterococcusIfaecalisIstrainsIusingIpanI
genomicIapproachIVIudentificationIofIpathogenVspecificIandIhabitatVspecificIgenesWI2016UIbUI]db_d 13

578 oomparisonIofI_][I’seudomonasIstrainsIthroughIintegrationIofIgenomicUIfunctionalUImetabolicIandI
expressionIdataWI2016UIbUI]dbee 38

577 íheI’hylogenyIofInacillusIcereusIsensuIlatoWIMicrobiologyvSpectrumUI2016UI_UI 8.9 38

(2016-2016)

13



576 íheIeffectIofIcompetitionIandIhorizontalItraitIinheritanceIonIinvasionUIfixationUIandIpolymorphismWI
2016UI_ZZUI_dVad 5

575 oomparativeIgenomicsIrevealsIxysinibacillusIsphaericusIgroupIcomprisesIaInovelIspeciesWI2016UIZcUIcYe 12

574 olusteringIanalysisIofIproteinsIfromImicrobialIgenomesIatImultipleIlevelsIofIresolutionWI2016UIZcI
SupplIdUI[cb 9

573 ’anVgenomeIanalysisIofImeromonasIhydrophilaUImeromonasIveroniiIandImeromonasIcaviaeIindicatesI
phylogenomicIdiversityIandIgreaterIpathogenicIpotentialIforImeromonasIhydrophilaWI2016UIZYeUIe_aVab 39

572 rlexibleIgenomicIislandsIasIdriversIofIgenomeIevolutionWICurrentvOpinionvinvMicrobiologyUI2016UI]ZUIZa_VZbY7.9 42

571 StrainVlevelIdissectionIofItheIcontributionIofItheIgutImicrobiomeItoIhumanImetabolicIdiseaseWI2016
UIdUI_Z 59

570 qpsm I[WYfIanIenhancedIsoftwareIplatformIforIcomparativeIgeneIcontentIanalysesWI2016UI__UIW[[Vd 245

569 zewIStructuralIíemplatesIforIolinicallyIβalidatedIandIzovelIíargetsIinImntimicrobialIprugI esearchI
andIpevelopmentWI2016UI]edUI]baV_Zc 8

568 qarlyIsettlersfIwhichIqWIcoliIstrainsIdoIyouInotIwantIatIbirthkWI2016UI]ZZUIsZ[]Ve 30

567 oorrectedIsenomeImnnotationsI evealIseneIxossIandImntibioticI esistanceIasIpriversIinItheI
ritnessIqvolutionIofISalmonellaIentericaISerovarIíyphimuriumWI2016UIZedUI]Za[V]ZbZ 6

566 íheIgenomicIcontentIandIcontextIofIauxiliaryImetabolicIgenesIinImarineIcyanomyovirusesWI2016UI
_eeUI[ZeV[[e 49

565 íheIpangenomeIofIanIagronomicallyIimportantIcropIplantInrassicaIoleraceaWI2016UIcUIZ]]eY 240

564 WholeIgenomeIsequencingIrevealedIhostIadaptationVfocusedIgenomicIplasticityIofIpathogenicI
xeptospiraWI2016UIbUI[YY[Y 57

563 ohromosomeVspecificIsequencingIrevealsIanIextensiveIdispensableIgenomeIcomponentIinIwheatWI
2016UIbUI]b]ed 20

562 pynamicsIofIgenomeIchangeIamongIxegionellaIspeciesWI2016UIbUI]]__[ 14

561 ’angenomeVwideIandImolecularIevolutionIanalysesIofItheI’seudomonasIaeruginosaIspeciesWI2016UI
ZcUI_a 59

560 oonsensusIpanVgenomeIassemblyIofItheIspecialisedIwineIbacteriumI‘enococcusIoeniWI2016UIZcUI]Yd 23

559 oomparativeIgenomeVscaleImodellingIofIStaphylococcusIaureusIstrainsIidentifiesIstrainVspecificI
metabolicIcapabilitiesIlinkedItoIpathogenicityWI2016UIZZ]UIq]dYZVe 145

Citation Report

14



558 ’angenomeIqvolutionIinItheIyarineInacteriumImlteromonasWIGenomevBiologyvandvEvolutionUI2016UI
dUIZaabVcY 3.9 38

557 senomicIreaturesIofIqnvironmentalIandIolinicalIβibrioIparahaemolyticusIusolatesIxackingI
 ecognizedIβirulenceIractorsImreIpissimilarWI2016UId[UIZZY[VZZZ] 17

556 íowardsIplantIpangenomicsWI2016UIZ_UIZYeeVZYa 130

555 senomeIcomparisonIandIevolutionaryIanalysisIofIdifferentIindustrialIlagerIyeastsIQSaccharomycesI
pastorianusRWI2016UIZ[[UI_[V_c 7

554 qcologicalIgenomicsIofImutualismIdeclineIinInitrogenVfixingIbacteriaWI2016UI[d]UI[YZa[ab] 21

553 ooevolutionIofItheI‘rganizationIandIStructureIofI’rokaryoticIsenomesWI2016UIdUIaYZdZbd 33

552 senomicsIandItaxonomyIinIdiagnosticsIforIfoodIsecurityfIsoftVrottingIenterobacterialIplantI
pathogensWI2016UIdUIZ[V[_ 436

551 StructuralIandIfunctionalIgenomicsIanalysisIofImethyltransferaseIgenesIandInetworksIassociateItoI
understandIantibioticIresistanceIinsideItheIpangenomeIofI’seudomonasIaeruginosaWI2017UIcY[VcYa 1

550 ’anVgenomeIanalysisIofIolostridiumIbotulinumIrevealsIuniqueItargetsIforIdrugIdevelopmentWI2017UI
b[]UI_dVb[ 36

549 qnhancingIoleanupIofIqnvironmentalI’ollutantsWI2017UI 5

548 qxploitingIzitrogenVrixingI hizobialISymbiontsIseneticI esourcesIforIumprovingI’hytoremediationI
ofIoontaminatedISoilsWI2017UI[caV[dd 16

547 oomparativeIsenomeImnalysesIofIStrainsI evealIaIxinkIwithI’athogenicityIíraitsWI2017UI[UI 39

546 íheIchimericInatureIofItheIgenomesIofImarineImagnetotacticIcoccoidVovoidIbacteriaIdefinesIaI
novelIgroupIofI’roteobacteriaWI2017UIZeUIZZY]VZZZe 36

545 íhermalIbarriersIconstrainImicrobialIelevationalIrangeIsizeIviaIclimateIvariabilityWI2017UIZeUI][d]V][eb 7

544 mI’anVsenomicImpproachItoIUnderstandItheInasisIofItostImdaptationIinImchromobacterWIGenomev
BiologyvandvEvolutionUI2017UIeUIZY]YVZY_b 3.9 23

543 olostridiumIdifficileIinfectionfIqvolutionUIphylogenyIandImolecularIepidemiologyWI2017UI_eUIZVZZ 52

542 oomparativeIgenomeIanalysesIofIyycobacteriumIaviumIrevealIgenomicIfeaturesIofIitsIsubspeciesI
andIstrainsIthatIcauseIprogressionIofIpulmonaryIdiseaseWI2017UIcUI]ecaY 35

541 qmbracingItheIunknownfIdisentanglingItheIcomplexitiesIofItheIsoilImicrobiomeWI2017UIZaUIaceVaeY 1106

(2017-2016)

15



540 ’anVgenomicIandItranscriptomicIanalysesIofIxeuconostocImesenteroidesIprovideIinsightsIintoIitsI
genomicIandImetabolicIfeaturesIandIrolesIinIkimchiIfermentationWI2017UIcUIZZaY_ 37

539 íheIo uS’ ISpacerISpaceIusIpominatedIbyISequencesIfromISpeciesVSpecificIyobilomesWI2017UIdUI 122

538 qxploringItheIsenomicIpiversityIandIoariogenicIpifferencesIofIStreptococcusImutansIStrainsI
íhroughI’anVsenomeIandIoomparativeIsenomeImnalysisWI2017UIc_UIZ[YYVZ[Ye 16

537 mIreviewIofIbioinformaticsIplatformsIforIcomparativeIgenomicsWI ecentIdevelopmentsIofItheI
qpsm I[WYIplatformIandIitsIutilityIforItaxonomicIandIphylogeneticIstudiesWI2017UI[bZUI[Ve 17

536 nifunctionalIantimicrobialIconjugatesIandIhybridIantimicrobialsWI2017UI]_UId][Vdda 93

535 pisentanglingItheIeffectsIofIselectionIandIlossIbiasIonIgeneIdynamicsWI2017UIZZ_UIqabZbVqab[_ 30

534 udentificationIofIconstraintsIinfluencingItheIbacterialIgenomesIevolutionIinItheI’βoIsuperVphylumWI
2017UIZcUIca 1

533 ‘ntologyVbasedIliteratureIminingIofIqWIcoliIvaccineVassociatedIgeneIinteractionInetworksWI2017UIdUIZ[ 9

532 íheIgenomeIofIserotypeIβuIStreptococcusIagalactiaeIserotypeIβuIandIcomparativeIanalysisWI2017UI
aecUIaeVba 6

531 íwoIfundamentallyIdifferentIclassesIofImicrobialIgenesWI2016UI[UIZb[Yd 26

530 senomicIandImetagenomicItechnologiesItoIexploreItheIantibioticIresistanceImobilomeWI2017UI
Z]ddUI[bV_Z 30

529
’henotypicIandIgenomicIcharacterizationIofItheIantimicrobialIproducerI heinheimeraIspWIqp S]I
isolatedIfromItheImedicinalIplantIqchinaceaIpurpureafIinsightsIintoIitsIbiotechnologicalIrelevanceWI
2017UIZbdUI[e]V]Ya

19

528 oomputationalIyethodsIinIyicrobialI’opulationIsenomicsWI2017UI]V[e 2

527  everseIβaccinologyfIqxploitingIsenomesIforIβaccineIpesignWI2017UIbaVdb 10

526 oomparativeI’anVsenomeImnalysisIofI evealsIsenomicIpivergencesIwithinIsenogroupsWIFrontiersv
invCellularvandvInfectionvMicrobiologyUI2017UIcUI_ae 5.9 31

525
senomeImnalysisIofI’o I ibotypeIYZ_IxineageIinImustralianI’igsIandItumansI evealsIaIpiverseI
seneticI epertoireIandISignaturesIofIxongV angeIunterspeciesIíransmissionWIFrontiersvinv
MicrobiologyUI2016UIcUI[Z]d

5.7 72

524 roodISafetyIinItheImgeIofIzextIsenerationISequencingUInioinformaticsUIandI‘penIpataImccessWI
FrontiersvinvMicrobiologyUI2017UIdUIeYe 5.7 40

523 íheIíranscriptionalI egulatorsIofItheIo ’IramilyI egulateIpifferentIqssentialInacterialIrunctionsI
andIoanIneIunheritedIβerticallyIandItorizontallyWIFrontiersvinvMicrobiologyUI2017UIdUIeae 5.7 15

Citation Report

16



522 oomparativeIsenomicsI evealsItighIsenomicIpiversityIinItheIsenusWIFrontiersvinvMicrobiologyUI2017
UIdUIZ[Y_ 5.7 15

521 torizontallyImcquiredIsenesImreI‘ftenISharedIbetweenIoloselyI elatedInacterialISpeciesWIFrontiersv
invMicrobiologyUI2017UIdUIZa]b 5.7 9

520 qvolutionIofIinIoysticIribrosisIxungIoverIohronicIunfectionfImIsenomicIandI’henotypicI’opulationI
StudyWIFrontiersvinvMicrobiologyUI2017UIdUIZaeY 5.7 43

519 Sz’IpiscoveryIUsingIaI’angenomefItasItheISingleI eferenceImpproachInecomeI‘bsoletekWIBiologyUI
2017UIbUI 4.9 47

518 βalidationIofI˛†VlactamIminimumIinhibitoryIconcentrationIpredictionsIforIpneumococcalIisolatesI
withInewlyIencounteredIpenicillinIbindingIproteinIQ’n’RIsequencesWI2017UIZdUIb[Z 38

517 oomparativeIsenomeISequencingI evealsIWithinVtostIseneticIohangesIinIzeisseriaImeningitidisI
duringIunvasiveIpiseaseWI2017UIZ[UIeYZbede[ 21

516 mnIinIsilicoIpanVgenomicIprobeIforItheImolecularItraitsIbehindIxactobacillusIruminisIgutI
autochthonyWI2017UIZ[UIeYZcaa_Z 7

515 unterpretingIyicrobialIniosynthesisIinItheIsenomicImgefIniologicalIandI’racticalIoonsiderationsWI
2017UIZaUI 21

514 oompleteIgenomeIsequenceIofItheIsesameIpathogenI alstoniaIsolanacearumIstrainISq’’XIYaWI
2018UI_YUIbacVbbd 3

513 yolecularVbasedIidentificationIandIdetectionIofISalmonellaIinIfoodIproductionIsystemsfIcurrentI
perspectivesWI2018UIZ[aUI]Z]V][c 22

512 qthanolIstressIinI‘enococcusIoenifItranscriptionalIresponseIandIcomplexIphysiologicalI
mechanismsWI2018UIZ[aUI[VZa 20

511 ’anVsenomeIStorageIandImnalysisIíechniquesWIMethodsvinvMolecularvBiologyUI2018UIZcY_UI[eVa] 1.4 14

510 olusteringIofI’anVIandIooreVgenomeIofIxactobacillusIprovidesIzovelIqvolutionaryIunsightsIforI
pifferentiationWI2018UIZeUI[d_ 37

509 oomparativeIgenomicsIofIZaZIplantVassociatedIbacteriaIrevealIputativeImechanismsIunderlyingI
specificIinteractionsIbetweenIbacteriaIandIplantIhostsWI2018UI_YUIdacVdb_ 8

508 panXfIpanVgenomeIanalysisIandIexplorationWI2018UI_bUIea 125

507 yet eSUIanIqfficientIpatabaseIforIsenomicImpplicationsWI2018UI[aUI[YYV[Z] 1

506 írackingItheIíaxonomyIofItheIsenusInifidobacteriumInasedIonIaI’hylogenomicImpproachWI2018UI
d_UI 38

505 seneticIanalysisIofIinvasiveIqscherichiaIcoliIinIScotlandIrevealsIdeterminantsIofI
healthcareVassociatedIversusIcommunityVacquiredIinfectionsWIMicrobialvGenomicsUI2018UI_UI 4.4 17

(2018-2017)

17



504 íheIyaizeI’anVsenomeWI2018UIZ]V[e 6

503 umprovemssemblyIVIíoolIforIidentifyingInewIgeneIproductsIandIimprovingIgenomeIassemblyWI2018UI
Z]UIeY[YbYYY

502 senotypicIdifferencesIbetweenIstrainsIofItheIopportunisticIpathogenIoorynebacteriumIbovisI
isolatedIfromIhumansUIcowsUIandIrodentsWI2018UIZ]UIeY[Ye[]Z 6

501 ’anpelosfIaIdictionaryVbasedImethodIforIpanVgenomeIcontentIdiscoveryWI2018UIZeUI_]c 10

500 StrainVlevelIdiversityIdrivesIalternativeIcommunityItypesIinImillimetreVscaleIgranularIbiofilmsWI2018UI
]UIZ[eaVZ]Y] 48

499 xaboratoryIyethodsIinIyolecularIqpidemiologyfInacterialIunfectionsWIMicrobiologyvSpectrumUI2018UI
bUI 8.9 6

498 ’revalenceIofIuntegronsIandIunsertionISequencesIinIqSnxV’roducingIusolatedIfromIpifferentI
SourcesIinIzavarraUISpainWI2018UIZaUI 13

497 tighIgenomicIvariabilityIinItheIplantIpathogenicIbacteriumI’ectobacteriumIparmentieriIdecipheredI
fromIdeInovoIassembledIcompleteIgenomesWI2018UIZeUIcaZ 15

496 qvolutionIofItheIUWSWIniologicalISelectImgentI athayibacterItoxicusWI2018UIeUI 7

495 qcologyIandIevolutionIofImetabolicIcrossVfeedingIinteractionsIinIbacteriaWI2018UI]aUI_aaV_dd 158

494 zovelIhaloarchaeonIzatrinemaIthermophilaIhavingItheIhighestIgrowthItemperatureIamongI
haloarchaeaIwithIaIlargeIgenomeIsizeWI2018UIdUIcccc 9

493 mIpanVgenomeVbasedImachineIlearningIapproachIforIpredictingIantimicrobialIresistanceIactivitiesI
ofItheIqscherichiaIcoliIstrainsWIBioinformaticsUI2018UI]_UIideViea 7.2 45

492 ’athogenicIfImdvancesIinIunderstandingItheImolecularIpathogenesisIandIvirulenceWI2018UIdUIZ]V[_ 2

491 íheIsenomesIofIqndophyticInacteriaWI2018UIZ_ZVZcb 3

490 senomicIpiversityIandIqvolutionIofItheIrishI’athogenWIFrontiersvinvMicrobiologyUI2018UIeUIZ]d 5.7 29

489 pisplaysIanI‘riginalIíypeIuβISecretionISystemIinIStrainsI’athogenicIforInivalveIyolluscsWIFrontiersv
invMicrobiologyUI2018UIeUI[[c 5.7 10

488 ’anVsenomeImnalysisIxinksItheItereditaryIβariationIofIWithIutsIqvolutionaryImdaptationWIFrontiersv
invMicrobiologyUI2018UIeUIacc 5.7 12

487 íheIsenomicInasisIofIuntrinsicIandImcquiredImntibioticI esistanceIinItheIsenusWIFrontiersvinv
MicrobiologyUI2018UIeUId[d 5.7 30

Citation Report

18



486 βariabilityIofInacterialIqssentialIsenesImmongIoloselyI elatedInacteriafIíheIoaseIofWIFrontiersvinv
MicrobiologyUI2018UIeUIZYae 5.7 12

485 senomeVWideImnalysisI evealsItheI’otentialIxinksInetweenIooreIsenomeIofIandIutsImutotrophicI
xifestyleWIFrontiersvinvMicrobiologyUI2018UIeUIZ[aa 5.7 12

484 piversificationIofISecondaryIyetaboliteIniosyntheticIseneIolustersIooincidesIwithIxineageI
pivergenceIinIStreptomycesWI2018UIcUI 20

483 oore’robefImIzovelImlgorithmIforIqstimatingI elativeImbundanceInasedIonIyetagenomicI eadsWI
2018UIeUI 0

482
senomeVWideIoomparisonI evealsIaI’robioticIStrainIxactococcusIxactisIWrxUZ[IusolatedIfromItheI
sastrointestinalIíractIofI‘liveIrlounderIQ’aralichthysI‘livaceusRItarboringIsenesISupportingI
’robioticImctionWI2018UIZbUI

7

481 qngineeringIaIvitaminInIhighVthroughputIscreeningIsystemIbyIriboswitchIsensorIinISinorhizobiumI
melilotiWI2018UIZdUI[c 18

480 senomeIvariationsIbetweenIrhizosphereIandIbulkIsoilIecotypesIofIaI’seudomonasIkoreensisI
populationWI2018UI[YUI__YZV__Z_ 12

479 ’angenomeIanalysesIofItheIwheatIpathogenIZymoseptoriaItriticiIrevealItheIstructuralIbasisIofIaI
highlyIplasticIeukaryoticIgenomeWI2018UIZbUIa 84

478 oomparativeIgenomicIanalysisIrevealsItheIevolutionIandIenvironmentalIadaptationIstrategiesIofI
vibriosWI2018UIZeUIZ]a 35

477 narleyIsenomeISequencingIandImssemblyâ��mIrirstIβersionI eferenceISequenceWI2018UIacVcZ 3

476 yodulesIofIcoVoccurrenceIinItheIcyanobacterialIpanVgenomeIrevealIfunctionalIassociationsI
betweenIgroupsIofIorthologIgenesWI2018UIZ_UIeZYYc[]e 9

475 xinkageIpisequilibriumUI ecombinationIandItaplotypeIStructureWI2019UIaZVdb

474 purumIWheatIStressIíoleranceIunducedIbyIqndophyteIwithIsenesIoontributingItoI’lantIrunctionsI
andISecondaryIyetaboliteImrsenalWI2019UI[YUI 30

473 ’opulationIgeneIintrogressionIandIhighIgenomeIplasticityIforItheIzoonoticIpathogenIStreptococcusI
agalactiaeWI2019UI 19

472 pecipheringItheIqcologyIofIoysticIribrosisInacterialIoommunitiesfIíowardsISystemsVxevelI
untegrationWI2019UI[aUIZZZYVZZ[[ 27

471 ’rimerVfreeIruStIprobesIfromImetagenomicsXmetatranscriptomicsIdataIpermitItheIstudyIofI
uncharacterisedItaxaIinIcomplexImicrobialIcommunitiesWI2019UIaUIZc 6

470 íheI’opulationIStructureIofI’seudomonasIaeruginosaIusIoharacterizedIbyIseneticIusolationIofI
exoUTIandIexoSTIxineagesWIGenomevBiologyvandvEvolutionUI2019UIZZUIZcdYVZceb 3.9 29

469 slobalVlevelIpopulationIgenomicsIrevealsIdifferentialIeffectsIofIgeographyIandIphylogenyIonI
horizontalIgeneItransferIinIsoilIbacteriaWI2019UIZZbUIZa[YYVZa[Ye 38

(2019-2018)

19



468 senomicIpelineationIofIZoonoticI‘riginsIofWI2019UIcUIZb_ 36

467 nioinformaticsIíoolsIforIyicrobialIpiversityImnalysisWI2019UI[]V_c 1

466 oomparativeIsenomeImnalysisIofIUropathogenicIStrainsWIFrontiersvinvCellularvandvInfectionv
MicrobiologyUI2019UIeUIZbc 5.9 14

465 mnalysisIofIisolatesIfromInangladeshIhighlightsImultipleIwaysItoIcarryIresistanceIgenesIinI
SalmonellaIíyphiWI2019UI[YUIa]Y 9

464 ’lantI’angenomefIumpactsIonI’henotypesIandIqvolutionWI2019UI_a]V_cd 15

463 mssessingISpatialImccessibilityItoIyedicalI esourcesIatItheIoommunityIxevelIinIShenzhenUIohinaWI
2019UIZbUI 23

462 nioinformaticsIforIyarineI’roductsfImnI‘verviewIofI esourcesUInottlenecksUIandI’erspectivesWI
2019UIZcUI 12

461 ’hylogenomicImnalysisI evealsItheIqvolutionaryI outeIofI esistantIsenesIinIStaphylococcusI
aureusWIGenomevBiologyvandvEvolutionUI2019UIZZUI[eZcV[e[b 3.9 11

460 oomparativeIgenomicIanalysisIofItheItafniaIgenusIrevealsIanIexplicitIevolutionaryIrelationshipI
betweenItheIspeciesIalveiIandIparalveiIandIprovidesIinsightsIintoIpathogenicityWI2019UI[YUIcbd 9

459
xWI ootIqndophyteI‘qqZIoounteractsI‘omyceteIandIrungalItarmfulI’athogensIandItarboursIaI
xargeI epertoireIofISecretedIandIβolatileIyetabolitesIandIneneficialIrunctionalIsenesWI
MicroorganismsUI2019UIcUI

4.9 31

458
yetagenomicIunsightsIandIsenomicImnalysisIofI’hosphogypsumIandIutsImssociatedI’lantI
qndophyticIyicrobiomesI evealsIβaluableImctorsIforIWasteInioremediationWIMicroorganismsUI2019UI
cUI

4.9 8

457 oomparativeIsenomeImnalysesI evealItheIsenomicIíraitsIandItostI’lantImdaptationsIofIuwVZWI2019UI
[YUI

456 WholeIsenomeISequencingIandIoomparativeIsenomicsImnalysesIofIspWIXYV[UIaIzewISpeciesI
oapableIofIniodegradeIíetracyclineWIFrontiersvinvMicrobiologyUI2019UIZYUI]] 5.7 20

455 oomparativeIanalysisIrevealsItheIsenomicIuslandsIinI’asteurellaImultocidaIpopulationIgeneticsfIonI
SymbiosisIandIadaptabilityWI2019UI[YUIb] 6

454 pissectingItheIqvolutionaryIpevelopmentIofItheISpeciesIthroughIoomparativeIsenomicsImnalysesWI
2019UIdaUI 7

453 WholeIsenomeISequencingVnasedIoomparisonIofIroodIusolatesIofWIFrontiersvinvMicrobiologyUI2019UI
ZYUIZ_b_ 5.7 15

452 yiningItraitsIforItheIenrichmentIandIisolationIofInotVyetVculturedIpopulationsWI2019UIcUIeb 5

451 WorldwideIphylogeographyIandIhistoryIofIwheatIgeneticIdiversityWI2019UIaUIeaavYa]b 64

Citation Report

20



450 SexualI eproductionWI2019UI[]]V[_e

449 ’hylogenyUIpivergentIqvolutionUIandISpeciationIofISulfurV‘xidizingImcidithiobacillusI’opulationsWI
2019UI[YUI_]d 12

448 xargeVScaleIsenomicsI evealsItheIseneticIoharacteristicsIofISevenISpeciesIandIumportanceIofI
’hylogeneticIpistanceIforIqstimatingI’anVsenomeISizeWIFrontiersvinvMicrobiologyUI2019UIZYUId]_ 5.7 16

447 ’oolVseqIdrivenIproteogenomicIdatabaseIforIsroupIsIStreptococcusWI2019UI[YZUId_Ve[ 2

446 qxpandingIdynamicsIofItheIvirulenceVrelatedIgeneIvariationsIinItheItoxigenicIβibrioIcholeraeI
serogroupI‘ZWI2019UI[YUI]bY 6

445 íheItomatoIpanVgenomeIuncoversInewIgenesIandIaIrareIalleleIregulatingIfruitIflavorWI2019UIaZUIZY__VZYaZ 218

444 mnalysesIofIxivestockVmssociatedI’anVsenomesISuggestIβirulenceIusIzotI’rimaryIunterestIinI
qvolutionIofIutsIsenomeWI2019UI[]UI[[_V[]b 4

443 piversificationIofIoolonizationIractorsIinIaIyultidrugV esistantIqscherichiaIcoliIxineageIqvolvingI
underIzegativeIrrequencyVpependentISelectionWI2019UIZYUI 55

442 qvolutionaryIandIsenomicIunsightsIintoISequenceIíypeIZZfIaIpiverseIZoonoticIandI
mntimicrobialV esistantIxineageIofIslobalI‘neItealthIumportanceWI2019UIZYUI 42

441 oomparativeIgenomeVscaleImodellingIofItheIpathogenicIrlavobacteriaceaeIspeciesI iemerellaI
anatipestiferIinIohinaWI2019UI[ZUI[d]bV[daZ 5

440 pistinctIevolutionaryIdynamicsIofIhorizontalIgeneItransferIinIdrugIresistantIandIvirulentIclonesIofI
wlebsiellaIpneumoniaeWI2019UIZaUIeZYYdZZ_ 115

439 βirusIsenomesIfromIpeepISeaISedimentsIqxpandItheI‘ceanIyegaviromeIandISupportI
undependentI‘riginsIofIβiralIsigantismWI2019UIZYUI 44

438 senomicIanalysisIofIxeptospiraIinterrogansIserovarI’aidjanIandIpadasIisolatesIfromIcarrierIdogsI
andIcomparativeIgenomicIanalysisItoIdetectIgenesIunderIpositiveIselectionWI2019UI[YUIZbd 3

437 mutometafIautomatedIextractionIofImicrobialIgenomesIfromIindividualIshotgunImetagenomesWI
2019UI_cUIeac 27

436 UncoveringItheIyechanismsIofItalotoleranceIinItheIqxtremelyImcidophilicIyembersIofItheIsenusI
íhroughIoomparativeIsenomeImnalysisWIFrontiersvinvMicrobiologyUI2019UIZYUIZaa 5.7 12

435 yultipleI ecombinationIqventsIpriveItheIourrentIseneticIStructureIofIinIrloridaWIFrontiersvinv
MicrobiologyUI2019UIZYUI__d 5.7 21

434 oomparativeIgenomicIanalysisIofInacillusIparalicheniformisIypvw]YIwithIitsIcloselyIrelatedIspeciesI
revealsIanIevolutionaryIrelationshipIbetweenInWIparalicheniformisIandInWIlicheniformisWI2019UI[YUI[d] 12

433 oomparativeIgenomicsIofIhumanIxactobacillusIcrispatusIisolatesIrevealsIgenesIforIglycosylationI
andIglycogenIdegradationfIimplicationsIforIinIvivoIdominanceIofItheIvaginalImicrobiotaWI2019UIcUI_e 47

(2019-2019)

21



432 WithinVSpeciesIsenomicIβariationIandIβariableI’atternsIofI ecombinationIinItheIíetracyclineI
’roducerWIFrontiersvinvMicrobiologyUI2019UIZYUIaa[ 5.7 18

431 senusVWideIoomparativeIsenomicsImnalysisIofItoIudentifyIzewIsenesImssociatedIwithI
’athogenicityIandIzicheImdaptationIofI’athogensWI2019UI[YZeUIbYZac]Y 10

430 senomeIandIpanVgenomeIanalysisItoIclassifyIemergingIbacteriaWI2019UIZ_UIa 31

429 WholeVgenomeVbasedIphylogenyIofInacillusIcytotoxicusIrevealsIdifferentIcladesIwithinItheIspeciesI
andIprovidesIcluesIonIecologyIandIevolutionWI2019UIeUIZed_ 18

428 oomprehensiveImnalysisI evealsItheIqvolutionIandI’athogenicityIofIUIβiewedIfromInothISingleI
usolatedISpeciesIandIyicrobialIoommunitiesWI2019UI_UI 12

427 oomparativeIsenomicImnalysisIofIfImnIunsightIintoIsenomicIpiversityIandIsenomeIqvolutionWI2019UI
[YZeUIdedc_]b 2

426 ’anVgenomeIdiversificationIandIrecombinationIinIoronobacterIsakazakiiUIanIopportunisticIpathogenI
inIneonatesUIandIinsightsItoIitsIxerotolerantIlifestyleWI2019UIZeUI]Yb 6

425 mnIqscherichiaIcoliISíZ]ZIpangenomeIatlasIrevealsIpopulationIstructureIandIevolutionIacrossI_UYcZI
isolatesWI2019UIeUIZc]e_ 39

424 pevelopmentIandImpplicationIofIaISoftwareIíoolX’ackageIforI’anVsenomicImnalysisWI2019UI

423 oomparativeIsenomicImnalysisIofIandIweyIsenesIqssentialIforItheI’athogenicityIofWIFrontiersvinv
MicrobiologyUI2019UIZYUI[cc_ 5.7 6

422 seneIíransmissionIinItheI‘neItealthIyicrobiosphereIandItheIohannelsIofImntimicrobialI esistanceWI
FrontiersvinvMicrobiologyUI2019UIZYUI[de[ 5.7 28

421 senomicIandImetabolicIfeaturesIofItheInacillusIamyloliquefaciensIgroupVInWIamyloliquefaciensUInWI
velezensisUIandInWIsiamensisVIrevealedIbyIpanVgenomeIanalysisWI2019UIccUIZ_bVZac 26

420 uronVassociatedIproteinIinteractionInetworksIrevealItheIkeyIfunctionalImodulesIrelatedItoIsurvivalI
andIvirulenceIofI’asteurellaImultocidaWI2019UIZ[cUI[acV[bb 2

419 oomparativeIsenomicImnalysisI evealsItheIpistributionUI‘rganizationUIandIqvolutionIofIyetalI
 esistanceIsenesIinItheIsenusWI2019UIdaUI 13

418 qvolutionIofItheIxargeIzucleocytoplasmicIpzmIβirusesIofIqukaryotesIandIoonvergentI‘riginsIofI
βiralIsigantismWI2019UIZY]UIZbcV[Y[ 80

417 senomicIandIphenotypicIdiversityIofIStreptococcusImutansWI2019UIbZUI[[V]Z 13

416
oomparativeIgenomeIanalysisIofIarsenicIreducingUIhydrocarbonImetabolizingIgroundwaterI
bacteriumImchromobacterIspWIwmsI]VaIexplainsIitsIcompetitiveIedgeIforIsurvivalIinIaquiferI
environmentWI2019UIZZZUIZbY_VZbZe

15

415 ’angenomicImpproachIíoIUnderstandingIyicrobialImdaptationsIwithinIaIyodelInuiltIqnvironmentUI
theIunternationalISpaceIStationUI elativeItoItumanItostsIandISoilWI2019UI_UI 16

Citation Report

22



414 ScreeningIforImntagonisticInacteriaIrromIoontrastingIzichesIpesignatedItheIqndophyteIasI’lantI
WardenImgainstWIFrontiersvinvMicrobiologyUI2018UIeUI][]b 5.7 45

413 senomicIpiversityIandIqvolutionIofI hizobiaWI2019UI]cV_b 2

412 yicrobialIgenomeIanalysisfItheIo‘sIapproachWIBriefingsvinvBioinformaticsUI2019UI[YUIZYb]VZYcY 13.4 80

411 senomicIcomparisonIofIolostridiumIchauvoeiIisolatesIfromIclassicalIandIvisceralIclinicalI
manifestationWI2020UIaZUIZ][cVZ]][ 2

410 íheIsubgingivalImicrobiomeIassociatedIwithIperiodontitisIinItypeI[IdiabetesImellitusWI2020UIZ_UIaZeVa]Y 27

409 ’anVgenomeIanalysisIofI iemerellaIanatipestiferIrevealsIitsIgenomicIdiversityIandIacquiredI
antibioticIresistanceIassociatedIwithIgenomicIislandsWI2020UI[YUI]YcV][Y 1

408 íheIpanVgenomeIofIíreponemaIpallidumIrevealsIdifferencesIinIgenomeIplasticityIbetweenI
subspeciesIrelatedItoIvenerealIandInonVvenerealIsyphilisWI2020UI[ZUI]] 6

407 yicrobialIinoculumIdevelopmentIforIamelioratingIcropIdroughtIstressfImIcaseIstudyIofIβariovoraxI
paradoxusIaoV[WI2020UIabUIZY]VZZ] 11

406 írackingImicrobialIevolutionIinItheIhumanIgutIusingItiVoIrevealsIextensiveIhorizontalIgeneI
transferUIpersistenceIandIadaptationWI2020UIaUI]_]V]a] 48

405 qstimatingI’angenomesIwithI oaryWI2020UI]cUIe]]Ve]e 12

404 unvestigationIofIgenomicIcharacteristicsIandIcarbohydratesPImetabolicIactivityIofIxactococcusIlactisI
subspWIlactisIduringIripeningIofIaISwissVtypeIcheeseWI2020UIdcUIZY]]e[ 5

403 qpigenomicIcharacterizationIofIolostridioidesIdifficileIfindsIaIconservedIpzmImethyltransferaseI
thatImediatesIsporulationIandIpathogenesisWI2020UIaUIZbbVZdY 36

402 qcologicalIandIfunctionalIcapabilitiesIofIanIunculturedIwordiaIspWI2020UI_]UIZ[bY_a 4

401 mIworkflowIforIgeneratingImultiVstrainIgenomeVscaleImetabolicImodelsIofIprokaryotesWI2020UIZaUIZVZ_ 28

400 rirstIStepsIinItheImnalysisIofI’rokaryoticI’anVsenomesWI2020UIZ_UIZZcce][[[Ye]dYb_ 11

399 SustainableImgricultureI eviewsI_bWI2020UI 1

398 nuildingIgenomesItoIunderstandIbiologyWI2020UIZZUIbZcc 14

397 yassiveIgeneIpresenceVabsenceIvariationIshapesIanIopenIpanVgenomeIinItheIyediterraneanI
musselWI2020UI[ZUI[ca 42

(2020-2018)

23



396 oomparativeImnalysisIofItheIoircularIandItighlyImsymmetricalIsenomesWI2020UIZ[UI 3

395 oomparativeIsenomeImnalysisIofIwithIutsIolosestI’hylogeneticIzeighborUIUIandIandIsroupsWI
MicroorganismsUI2020UIdUI 4.9 1

394 tostI angeIpeterminantsIofI’athovarsIofIWoodyItostsI evealedIbyIoomparativeIsenomicsIandI
orossV’athogenicityIíestsWI2020UIZZUIec] 8

393 WholeVsenomeVnasedISurveyIforI’olyphyleticISerovarsIofIsubspWI’rovidesIzewIunsightsIintoI’ublicI
tealthISurveillanceWI2020UI[ZUI 3

392
senomicIβariationIandImrsenicIíoleranceIqmergedIasIzicheISpecificImdaptationsIbyIpifferentI
StrainsIusolatedIrromItheIqxtremeISalarIdeItuascoIqnvironmentIinIohileanIVImltiplanoWIFrontiersvinv
MicrobiologyUI2020UIZZUIZb][

5.7 4

391 oompletionIofIdraftIbacterialIgenomesIbyIlongVreadIsequencingIofIsyntheticIgenomicIpoolsWI2020UI
[ZUIaZe 5

390 StrainVlevelIepidemiologyIofImicrobialIcommunitiesIandItheIhumanImicrobiomeWI2020UIZ[UIcZ 25

389 oomparativeIsenomicImnalysisI evealsIseneticIyechanismsIofItheIβarietyIofI’athogenicityUI
mntibioticI esistanceUIandIqnvironmentalImdaptationIofIsenusWIFrontiersvinvMicrobiologyUI2020UIZZUIac[b_[5.7 5

388 mccurateIreconstructionIofIbacterialIpanVIandIcoreIgenomesIwithI’q’’mzWI2020UI]YUIZbbcVZbce 14

387 ’angenomicsIinIoropI’lantsWI2020UIZ 1

386 oomparativeImnalysisIofI’roteomesIofIaIzumberIofIzosocomialI’athogensIbyIwqssIyodulesIandI
wqssI’athwaysWI2020UI[ZUI 6

385 oomparativeIgenomicIanalysisIofIβibriosIyieldsIinsightsIintoIgenesIassociatedIwithIvirulenceI
towardsIoWIgigasIlarvaeWI2020UI[ZUIaee 3

384 qxploringItheIpiversityIWithinItheIsenusIVImnIuntegratedI’anVsenomeIandIsenomeVyiningI
mpproachWIFrontiersvinvMicrobiologyUI2020UIZZUIZe[d 5.7 5

383 torizontalIseneIíransferIolarifiesIíaxonomicIoonfusionIandI’romotesItheIseneticIpiversityIandI
’athogenicityIofI’lesiomonasIshigelloidesWI2020UIaUI 7

382 ’anVgenomeIanalysisIofI’aenibacillusIpolymyxaIstrainsIrevealsItheImechanismIofIplantIgrowthI
promotionIandIbiocontrolWI2020UIZZ]UIZa]eVZaad 5

381 oomparativeIgenomicsIofIwholeVcellIpertussisIvaccineIstrainsIfromIundiaWI2020UI[ZUI]_a 2

380 senomicIprofilingIofIantimicrobialIresistanceIgenesIinIclinicalIisolatesIofISalmonellaIíyphiIfromI
patientsIinfectedIwithIíyphoidIfeverIinIundiaWI2020UIZYUId[ee 11

379 senomicIvariationIamongIcloselyIrelatedIβibrioIalginolyticusIstrainsIisIlocatedIonImobileIgeneticI
elementsWI2020UI[ZUI]a_ 7

Citation Report

24



378 StrainVresolvedImicrobiomeIsequencingIrevealsImobileIelementsIthatIdriveIbacterialIcompetitionI
onIaIclinicalItimescaleWI2020UIZ[UIaY 16

377 ’rophageVyediatedIpisruptionIofIseneticIoompetenceIinIStaphylococcusIpseudintermediusWI2020UI
aUI 12

376 ’anVsenomeImnalysesIofIsppWI evealIseneticIoharacteristicsIandIoompostingI’otentialWI2020UI[ZUI 3

375 UnlockingItheIsenomicIíaxonomyIofItheI’rochlorococcusIoollectiveWI2020UIdYUIa_bVaad 4

374 ’hylogeneticIbackgroundIandIhabitatIdriveItheIgeneticIdiversificationIofIqscherichiaIcoliWI2020UIZbUIeZYYddbb 52

373 peterminingItheIseneticIoharacteristicsIofI esistanceIandIβirulenceIofItheIKqpidermidisIolusterI
sroupKIíhroughI’anVsenomeImnalysisWIFrontiersvinvCellularvandvInfectionvMicrobiologyUI2020UIZYUI[c_ 5.9 8

372 mIsystematicIstrategyIforItheIinvestigationIofIvaccinesIandIdrugsItargetingIbacteriaWI2020UIZdUIZa[aVZa]d 7

371 unterestIofIbacterialIpangenomeIanalysesIinIclinicalImicrobiologyWI2020UIZ_eUIZY_[ca 2

370 mI’angenomeImpproachIforIpiscerningISpeciesVUniqueIseneIyarkersIforIudentificationsIofIandWI
FrontiersvinvCellularvandvInfectionvMicrobiologyUI2020UIZYUI[[[ 5.9 7

369 fIoomparativeIsenomicsIofIanIqmergingI’athogenWI2020UI[Y[YUIdcYd]Ya 7

368 ’’anss‘xizfIpepictingImicrobialIdiversityIviaIaIpartitionedIpangenomeIgraphWI2020UIZbUIeZYYcc][ 35

367 mImegaplasmidIfamilyIdrivingIdisseminationIofImultidrugIresistanceIinI’seudomonasWI2020UIZZUIZ]cY 42

366 oomparativeIgenomicsIandIpangenomeVorientedIstudiesIrevealIhighIhomogeneityIofItheI
agronomicallyIrelevantIenterobacterialIplantIpathogenIpickeyaIsolaniWI2020UI[ZUI__e 7

365 ’opulationIgenomicsIofIβibrionaceaeIisolatedIfromIanIendangeredIoasisIrevealsIlocalIadaptationI
afterIanIenvironmentalIperturbationWI2020UI[ZUI_Zd 5

364 senomicIepidemiologyIandIcarbonImetabolismIofIqscherichiaIcoliIserogroupI‘Z_aIreflectI
contrastingIphylogeniesWI2020UIZaUIeY[]aYbb 1

363 oomparativeIgenomicIanalysesIofIxactobacillusIrhamnosusIisolatedIfromIohineseIsubjectsWI2020UI
]bUIZYYbae 3

362 senomicIinsightIintoItheIoriginsIandIevolutionIofIsymbiosisIgenesIinI’haseolusIvulgarisI
microsymbiontsWI2020UI[ZUIZdb 5

361 ‘ralIbiosciencesfIíheIannualIreviewI[YZeWI2020UIb[UIZVd

(2020-2020)

25



360 mIZeVisolateIreferenceVqualityIglobalIpangenomeIforItheIfungalIwheatIpathogenIZymoseptoriaI
triticiWI2020UIZdUIZ[ 37

359 ’ m’fI’anI esistomeIanalysisIpipelineWI2020UI[ZUI[Y 4

358 senomeIbasedIcharacterizationIofIwitasatosporaIspWIyySZbVntYZaUIaImultipleIheavyImetalI
resistantIsoilIactinobacteriumIwithIhighIantimicrobialIpotentialWI2020UIc]]UIZ__]ce 8

357 íheI’angenomeWI2020UI 7

356 nioinformaticsIapproachesIappliedIinIpanVgenomicsIandItheirIchallengesWI2020UI_]Vb_

355 ’anVomicsIfocusedItoIorickPsIcentralIdogmaWI2020UIZV_Z 1

354 qvolutionaryIpanVgenomicsIandIapplicationsWI2020UIbaVdY

353 ’anVgenomicsIofIfungiIandIitsIapplicationsWI2020UI[aZV[bY 0

352 senomicIcharacteristicsIofIclinicallyIimportantISíZZIwlebsiellaIpneumoniaeIstrainsIworldwideWI2020
UI[[UIaZeVa[b 14

351 oomparativeIcoreXpanIgenomeIanalysisIofIβibrioIcholeraeIisolatesIfromI’akistanWI2020UId[UIZY_]Zb 3

350 SelectionIusIaISignificantIpriverIofIseneIsainIandIxossIinItheI’angenomeIofItheInacterialIsenusIinI
seographicallyIpistinctIpeepVSeaItydrothermalIβentsWI2020UIaUI 11

349 ’anVgenomicsIofIplantIpathogensIandIitsIapplicationsWI2020UIZ[ZVZ_a 1

348 ’anVgenomicsIofImultidrugVresistantIhumanIpathogenicIbacteriaIandItheirIresistomeWI2020UI[Y]V[]a 2

347 WholeVsenomeISequencingVnasedIoharacteristicsIinIqxtendedVSpectrumI
netaVxactamaseV’roducingIusolatedIfromI etailIyeatsIinIworeaWIMicroorganismsUI2020UIdUI 4.9 3

346 íowardIaIhighVqualityIpanVgenomeIlandscapeIofInacillusIsubtilisIbyIremovalIofIconfoundingIstrainsWI
BriefingsvinvBioinformaticsUI2021UI[[UIZeaZVZecZ 13.4 14

345 ’anVgenomicIanalysisIrevealsIthatItheIevolutionIofIpietziaIspeciesIdependsIonItheirIlivingIhabitatsWI
2021UI[]UIdbZVdcc 3

344 oomparativeIsenomicImnalysesI evealIrunctionalIunsightsIuntoIweyIpeterminantsIofItheI
’athogenesisIofIinIwiwifruitWI2021UIZZZUIcdeVced 0

343 ’olyclonalityUISharedIStrainsUIandIoonvergentIqvolutionIinIohronicIoysticIribrosisImirwayIunfectionWI
2021UI[Y]UIZZ[cVZZ]c 8

Citation Report

26



342 ohallengesIinIgeneVorientedIapproachesIforIpangenomeIcontentIdiscoveryWIBriefingsvinv
BioinformaticsUI2021UI[[UI 13.4 2

341 mctiveIphaseIprebioticIfeedingIaltersIgutImicrobiotaUIinducesIweightVindependentIalleviationIofI
hepaticIsteatosisIandIserumIcholesterolIinIhighVfatIdietVfedImiceWI2021UIZeUI__dV_ad 3

340 oomparativeIsenomicsIofWIFrontiersvinvMicrobiologyUI2020UIZZUIbYaZ[c 5.7 4

339 senomeVwideIcomparisonIofIfourIy SmIclinicalIisolatesIfromIsermanyIandItungaryWI2021UIeUIeZYZda 3

338 mcidovoraxIpanVgenomeIrevealsIspecificIfunctionalItraitsIforIplantIbeneficialIandIpathogenicI
plantVassociationsWI

337 ‘neIisInotIenoughfI‘nItheIeffectsIofIreferenceIgenomeIforItheImappingIandIsubsequentIanalysesI
ofIshortVreadsWI2021UIZcUIeZYYdbcd 10

336 senomicsIandIomicsItoolsItoIassessIcomplexImicrobialIcommunitiesIinIsilkwormsfImIparadigmIshiftI
towardsItranslationalIresearchWI2021UI_eUIZ_]VZc_ 0

335 ’angenomeImnalyticsI evealIíwoVoomponentISystemsIasIoonservedIíargetsIinIqSwm’qqI
’athogensWI2021UIbUI 10

334 oomparativeIgenomicsIrevealsIbroadIgeneticIdiversityUIextensiveIrecombinationIandInascentI
ecologicalIadaptationIinIyicrococcusIluteusWI2021UI[[UIZ[_ 5

333 ’henotypeIandImultiVomicsIcomparisonIofIStaphylococcusIandIStreptococcusIuncoversIpathogenicI
traitsIandIpredictsIzoonoticIpotentialWI2021UI[[UIZY[ 1

332 íheIepidemiologicalIandIpangenomeIlandscapeIofIStaphylococcusIaureusIandIidentificationIofI
conservedInovelIcandidateIvaccineIantigensWI2021UIZdUI 2

331 senomeVwideIdissectionIrevealsIdiverseIpathogenicIrolesIofIbacterialIícItoxinsWI2021UIZcUIeZYYeZY[ 4

330 senomeVbasedIreclassificationIofIasIaIlaterIheterotypicIsynonymIofWI2021UIcZUI 2

329 SphingomonasWIZVd_ 0

328 ’hylogenomicIrrameworkIforIíaxonomicIpelineationIofIsppWIandIqxplorationIofIooreV’anIsenomeWI
2021UIbZUIZdYVZe_ 0

327 senomicIinsightsIintoIevolutionIofIpathogenicityIandIresistanceIofImultidrugVresistantI aoultellaI
ornithinolyticaIWyZWI2021UIZ_ecUIc_VeY 2

326 íowardIquantifyingItheIadaptiveIroleIofIbacterialIpangenomesIduringIenvironmentalI
perturbationsWI 0

325 mpparentInosocomialIadaptationIofIqnterococcusIfaecalisIpredatesItheImodernIhospitalIeraWI2021UI
Z[UIZa[] 12

(2021-2021)

27



324 senomicIdiversityIofIyycobacteriumIaviumIsubspWIparatuberculosisfIpangenomicIapproachIforI
highlightingIuniqueIgenomicIfeaturesIwithInewlyIconstructedIcompleteIgenomesWI2021UIa[UI_b 1

323 udentificationIofIzovelISensitiveIandI eliableISerovarVSpecificIíargetsIforI’o IpetectionIofI
SerovarsItadarIandImlbanyIbyI’anVsenomeImnalysisWIFrontiersvinvMicrobiologyUI2021UIZ[UIbYaed_ 5.7 4

322 oomparativeIgenomeIanalysesIofIisolatedIfromIdifferentIecologicalInichesIrevealIanIenvironmentalI
adaptationIofIthisIspeciesItoItheIhumanIvaginalIenvironmentWI2021UI 4

321 yiningIandIevaluatingInovelIserovarVspecificISalmonellaIoZIserogroupIgenesIbyIpolymeraseIchainI
reactionIanalysisWI2021UIZ_ZUIZZYd[Z 3

320 oomparativeIgenomicIanalysisIofIyycobacteriumIintracellularefIimplicationsIforIclinicalItaxonomicI
classificationIinIpulmonaryIyycobacteriumIaviumVintracellulareIcomplexIdiseaseWI2021UI[ZUIZY] 4

319 oropIbreedingIforIaIchangingIclimatefIintegratingIphenomicsIandIgenomicsIwithIbioinformaticsWI
2021UIZ]_UIZbccVZbeY 10

318 unsightsIonItheIqvolutionaryIsenomicsIofItheIsenusfI’otentialIzewISpeciesIandIseneticIoontentI
mmongIxineagesWIFrontiersvinvMicrobiologyUI2021UIZ[UIbbYe[Y 5.7 3

317 íheI’ectobacteriumIpangenomeUIwithIaIfocusIonI’ectobacteriumIbrasilienseUIshowsIaIrobustIcoreI
andIextensiveIexchangeIofIgenesIfromIaIsharedIgeneIpoolWI2021UI[[UI[ba 8

316 ’anVsenomeImnalysisI evealsItostVSpecificIrunctionalIpivergencesIinWIMicroorganismsUI2021UIeUI 4.9 1

315 ’hysiologicalIandIsenomicImnalysisIofIUmyXIusolatedIfromItheIsastrointestinalIíractIofI
‘verweightIundividualsWIMicroorganismsUI2021UIeUI 4.9 1

314 senomeVresolvedImetagenomicsIsuggestsIaImutualisticIrelationshipIbetweenIyycoplasmaIandI
salmonidIhostsWI2021UI_UIace 12

313 ’anVyitogenomicsImpproachIpiscoversIpiversityIandIpynamismIinItheI’rominentInrownI otIrungalI
’athogensWIFrontiersvinvMicrobiologyUI2021UIZ[UIb_cede 5.7 4

312 íheIxandscapeIofIyicrobialIoompositionIandImssociatedIractorsIinI’ancreaticIpuctalI
mdenocarcinomaIUsingI zmVSeqIpataWI2021UIZZUIbaZ]aY 2

311 ’anVsenomeImi zomicsIinWI2021UIZYUI 1

310 oomparativeIgenomicsIanalysisIofI’ediococcusIacidilacticiIspeciesWI2021UIaeUIac]Vad] 1

309 sroupIoomparativeIsenomicsfIíowardI’angenomeIreaturesUIpiversityUIandIyarineIqnvironmentalI
mdaptationWIFrontiersvinvMicrobiologyUI2021UIZ[UIacZ[Z[ 5.7 1

308 SalmonellaIsenomicsIinI’ublicItealthIandIroodISafetyWI2021UIeqS’YYYd[Y[Y 2

307 oomparativeIgenomicsIofIandIpredictionIofInewIvaccinesIandIdrugItargetsWI2021UIZVZc 0

Citation Report

28



306 íheI hizobacteriumImβ‘ZZYIunducesItheIqxpressionIofIniofilmV elatedIsenesIinI esponseItoI
qxudatesWIMicroorganismsUI2021UIeUI 4.9 0

305 íowardsItheIcharacterizationIofItheIhiddenIworldIofIsmallIproteinsIinIStaphylococcusIaureusUIaI
proteogenomicsIapproachWI2021UIZcUIeZYYeada 4

304 yultiV‘micsImpproachI evealsItheI’otentialIooreIβaccineIíargetsIforItheIqmergingIroodborneI
’athogenWIFrontiersvinvMicrobiologyUI2021UIZ[UIbbadad 5.7 1

303 umprovedIgenomeIassemblyIandIpanVgenomeIprovideIkeyIinsightsIintoIeggplantIdomesticationIandI
breedingWI2021UIZYcUIaceVaeb 9

302 unterplayIofIβariousIqvolutionaryIyodesIinIsenomeIpiversificationIandImdaptiveIqvolutionIofItheI
ramilyWIFrontiersvinvMicrobiologyUI2021UIZ[UIb]eeea 5.7 0

301 oomparativeIsenomicsIofI_[IStrainsWI2021UIZYUI 0

300 oomprehensiveIyolecularIpissectionIofIsenomeIandIrirstI‘bservationIofIQZRIíetracyclineI
 esistanceWI2021UI[[UI 0

299 zationwideIgenomicIatlasIofIsoilVdwellingIxisteriaIrevealsIeffectsIofIselectionIandIpopulationI
ecologyIonIpangenomeIevolutionWI2021UIbUIZY[ZVZY]Y 14

298 oharacterizationUI’athogenicityUI’hylogenyUIandIoomparativeIsenomicImnalysisIofI’seudomonasI
tolaasiiIStrainsIusolatedIfromIβariousIyushroomsIinIohinaWI2021UI

297 oomprehensiveIsenomicImnalysisIofItheIqndophyticIStrainIsxnZecUIaI’otentialIniocontrolImgentIofI
srapeIpownyIyildewWI2021UIZ[UIc[ebY] 1

296 oomparativeIgenomicIfeaturesIofIStreptococcusIcanisIbasedIonItheIpanVgenomeIorthologousI
groupIanalysisIaccordingItoIsequenceItypeWI2021UI 0

295 ’anVproteomeIprofilingIofIemergingIandIreVemergingIzoonoticIpathogenI‘rientiaItsutsugamushiI
forIgettingIinsightIintoImicrobialIpathogenesisWI2021UIZadUIZYaZY] 0

294 oomparativeIsenomicsIandISpecificIrunctionalIoharacteristicsImnalysisIofWIMicroorganismsUI2021UIeUI 4.9 2

293 oomparativeIgenomicIanalysisIrevealsItheIevolutionIandIenvironmentalIadaptationIofI
mcinetobacterIjohnsoniiWI2022UIdYdUIZ_aeda 2

292 oomprehensiveIgenomicIanalysisIofInacillusIvelezensisImxcIrevealsIitsIbiocontrolIpotentialIagainstI
βerticilliumIwiltIofIcottonWIMolecularvGeneticsvandvGenomicsUI2021UI[ebUIZ[dcVZ[ed 3.1 2

291 senomeVwideIanalysisIprovidesIaIdeeperIunderstandingIofItheIpopulationIstructureIofItheI
serotypeI’aratyphiInIcomplexIinInangladeshWIMicrobialvGenomicsUI2021UIcUI 4.4 1

290 ’anVsenomeIofItheIsenusIandI’rioritizationIofIniosyntheticIseneIolustersIWithI’otentialItoI
’roduceImntibioticIoompoundsWIFrontiersvinvMicrobiologyUI2021UIZ[UIbccaad 5.7 2

289 ohlamydiaItrachomatisIcoreIgenomeIdataIminingIforIpromisingInovelIdrugItargetsIandIchimericI
vaccineIcandidatesIidentificationWI2021UIZ]bUIZY_cYZ 2

(2021-2021)

29



288 oomparativeIanalysisIofIwholeIgenomeIsequencesIofIxeptospiraIsppWIfromI efSeqIdatabaseI
provideIinterspecificIdivergenceIandIrepertoireIofIvirulenceIfactorsWI

287 ’acnioVnasedI’rotocolIforInacterialIsenomeImssemblyWIMethodsvinvMolecularvBiologyUI2021UI[[_[UI]VZ_ 1.4

286 xegumeI’angenomeIoonstructionIUsingIanIuterativeIyappingIandImssemblyImpproachWIMethodsvinv
MolecularvBiologyUI2020UI[ZYcUI]aV_c 1.4 3

285 yappingIcontigsIusingIo‘zíusuatorWIMethodsvinvMolecularvBiologyUI2015UIZ[]ZUIZb]Vcb 1.4 5

284 pefiningIorthologsIandIpangenomeIsizeImetricsWIMethodsvinvMolecularvBiologyUI2015UIZ[]ZUIZeZV[Y[ 1.4 5

283 íheI’angenomefImIpataVprivenIpiscoveryIinIniologyWI2020UI]V[Y 2

282 qukaryoticI’angenomesWI2020UI[a]V[eZ 2

281 mI eviewIofI’angenomeIíoolsIandI ecentIStudiesWI2020UIdeVZZ[ 8

280 ’lasmidsIofItheI hizobiaceaeIandIíheirI oleIinIunterbacterialIandIíranskingdomIunteractionsWI2011UI[eaV]]c 9

279 íheI’hylumIíhermotogaeWI2014UIedeVZYZa 10

278 senomicIandIrunctionalIpiversityIofItheISinorhizobialIyodelIsroupWI2013UIbeVda 2

277 senomicsIofIXanthomonasIcitriIandI elatedISpeciesWI2014UIZaZVZcb 1

276 ’o IyethodologyWI2010UIZZV_c 2

275 senomicIprofileIofInrazilianImethicillinVresistantIStaphylococcusIaureusIresemblesIclonesI
dispersedIworldwideWI2019UIbdUIbe]VcY[ 4

274 ’hylogenomicsIandIcomparativeIgenomicsIofIUIaImammalianIgutIcommensalWIMicrobialvGenomicsUI
2017UI]UIeYYYZZa 4.4 30

273 panXfIpanVgenomeIanalysisIandIexplorationWI 8

272 StrainVresolvedImicrobiomeIsequencingIrevealsImobileIelementsIthatIdriveIbacterialIcompetitionI
onIaIclinicalItimescaleWI 8

271 pisentanglingItheIeffectsIofIselectionIandIlossIbiasIonIgeneIdynamicsWI 1

Citation Report

30



270 ’hylogeneticIbackgroundIandIhabitatIdriveItheIgeneticIdiversificationIofIqscherichiaIcoliWI 4

269 UnlockingItheIgenomicItaxonomyIofItheI’rochlorococcusIcollectiveWI 4

268 mIproteogenomicsIworkflowItoIuncoverItheIworldIofIsmallIproteinsIinIStaphylococcusIaureusWI 1

267
’henotypicIandImolecularIcharacterizationIofIextendedIspectrumI˛†VlactamaseIproducingI
qscherichiaIcoliIandIwlebsiellaIpneumoniaeIisolatesIfromIvariousIsamplesIofIanimalIoriginIfromI
mssamUIundiaWI

1

266 oomparisonIofItwoImfricanIriceIspeciesIthroughIaInewIpanVgenomicIapproachIonImassiveIdataWI 1

265 mutometafImutomatedIextractionIofImicrobialIgenomesIfromIindividualIshotgunImetagenomesWI 3

264 ’redictingIevolutionIusingIfrequencyVdependentIselectionIinIbacterialIpopulationsWI 5

263 βirusIgenomesIfromIdeepIseaIsedimentsIexpandItheIoceanImegaviromeIandIsupportIindependentI
originsIofIviralIgigantismWI 2

262 írackingImicrobialIevolutionIinItheIhumanIgutIusingItiVoWI 2

261 mnIqscherichiaIcoliISíZ]ZIpangenomeIatlasIrevealsIpopulationIstructureIandIevolutionIacrossI_UYcZI
isolatesWI 0

260 yassiveIgeneIpresenceXabsenceIvariationIinItheImusselIgenomeIasIanIadaptiveIstrategyfIfirstI
evidenceIofIaIpanVgenomeIinIyetazoaWI 11

259 mIZeVisolateIreferenceVqualityIglobalIpangenomeIforItheIfungalIwheatIpathogenIZymoseptoriaI
triticiWI 4

258 íaxonomyIandIolassificationIofInacteriaWI2011UI[Z]V[[c 1

257 íheIqvolutionaryISuccessIofItheIyarineInacteriumISm ZZImnalyzedIthroughIaIyetagenomicI
’erspectiveWI2020UIaUI 11

256 mIdomainIsequenceIapproachItoIpangenomicsfIapplicationsItoIqscherichiaIcoliWI2012UIZUIZe 8

255 mIdomainIsequenceIapproachItoIpangenomicsfIapplicationsItoIqscherichiaIcoliWI2012UIZUIZe 11

254 ’anrun’rofI’mzVgenomeIanalysisIbasedIonIrUzctionalI’ ‘filesWI[UI[ba 17

253 rrequencyVdependentIselectionIcanIforecastIevolutionIinIStreptococcusIpneumoniaeWI2020UIZdUIe]YYYdcd 5

(2020-)

31



252 senesIbutInotIgenomesIrevealIbacterialIdomesticationIofIxactococcusIlactisWI2010UIaUIeZa]Yb 88

251 íheIpanVgenomeIofItheIanimalIpathogenIoorynebacteriumIpseudotuberculosisIrevealsIdifferencesI
inIgenomeIplasticityIbetweenItheIbiovarIovisIandIequiIstrainsWI2013UIdUIea]dZd 71

250 mIsenomicIredefinitionIofI’seudomonasIavellanaeIspeciesWI2013UIdUIecace_ 33

249 pifferentialIstressItranscriptomeIlandscapeIofIhistoricIandIrecentlyIemergedIhypervirulentIstrainsI
ofIolostridiumIdifficileIstrainsIdeterminedIusingI zmVseqWI2013UIdUIecd_de 18

248 oomparativeIgenomeIanalysesIofImycobacteriaIgiveIbetterIinsightsIintoItheirIevolutionWI2017UIZ[UIeYZc[d]Z 21

247 ’anWebfImIwebIinterfaceIforIpanVgenomicIanalysisWI2017UIZ[UIeYZcdZa_ 16

246 íheIxandscapeIofIseneticIoontentIinItheItumanIyicrobiomeWI 0

245 oharacterizationIofIoomplexIooreIsenomeIandItheIUnderlyingI ecombinationIandI’ositiveI
SelectionWI2020UIZZUIaYb 7

244 [’anVgenomicsIanalysisIofI]YIqscherichiaIcoliIgenomes]WI2012UI]_UIcbaVc[ 1

243 nioinformaticsIasIaIíoolIforItheIStructuralIandIqvolutionaryImnalysisIofI’roteinsWI 5

242 íheIlargeVscaleIblastIscoreIratioIQxSVnS RIpipelinefIaImethodItoIrapidlyIcompareIgeneticIcontentI
betweenIbacterialIgenomesWI2014UI[UIe]][ 154

241 slobalIgenomicIsimilarityIandIcoreIgenomeIsequenceIdiversityIofItheIgenusIasIaItoolkitItoIidentifyI
closelyIrelatedIbacterialIspeciesIinIcomplexIenvironmentsWI2019UIbUIeb[]] 6

240 oomparativeIsenomicImnalysisIandIaIzovelISetIofIyissenseIyutationIofItheISerogroupIyiniIrromI
theIUrineIofImsymptomaticIpogsIinIíhailandWIFrontiersvinvMicrobiologyUI2021UIZ[UIc]Ze]c 5.7

239 mIcuratedIcollectionIofIwlebsiellaImetabolicImodelsIrevealsIvariableIsubstrateIusageIandIgeneI
essentialityWI 0

238 seneticIdiversityIofISalmonellaI’aratyphiImIisolatedIfromIentericIfeverIpatientsIinInangladeshIfromI
[YYdItoI[YZdWI2021UIZaUIeYYYec_d 2

237 WholeIsenomeISequencingImnalysisIofISerovarIíyphifItistoryIandIourrentImpproachesWI
MicroorganismsUI2021UIeUI 4.9 1

236 ’hylogeneticIsystematicsIofIandIgenomesIillustrateIvastItaxonomicIdiversityUIopenIgenomesIandIanI
abundanceIofIcarbohydrateVactiveIenzymeIfamilyIisoformsWIMicrobialvGenomicsUI2021UIcUI 4.4 0

235 ’angenomicI everseIβaccinologyWI2010UI[Y]V[[Z 1

Citation Report

32



234 senomicIandIíranscriptomicImnalysesIofIroodborneInacterialI’athogensWI2011UI]ZZV]_Z

233 Z[W´ yolecularIíypingIandIpifferentiationWI2015UI

232 yaizeIQZeaIyaysIxWRIsenomeIpiversityIasI evealedIbyI zmVSequencingWI2014UI[eeV][a

231 yechanismsIofIsenomeI’lasticityIinIzeisseriaImeningitidisfIrightingIohangeIwithIohangeWIZY]VZ[_

230 oovertI‘perationsfItheImdaptableI’lanIofImttackIpeployedIbyI’athogenicInacteriaWIZdaV[YY

229 ’angenomeVwideIandImolecularIevolutionIanalysesIofItheI’seudomonasIaeruginosaIspeciesWI 0

228 yodulesIofIcoVoccurrenceIinItheIcyanobacterialIpanVgenomeWI

227 StrainVlevelIdiversityIdrivesIalternativeIcommunityItypesIinImillimeterIscaleIgranularIbiofilmsWI

226 pistinctIevolutionaryIdynamicsIofIhorizontalIgeneItransferIinIdrugIresistantIandIvirulentIclonesI
ofwlebsiellaIpneumoniaeWI 0

225 WorldwideIphylogeographyIandIhistoryIofIwheatIgeneticIdiversityWI

224 mImegaplasmidIfamilyIresponsibleIforIdisseminationIofImultidrugIresistanceIin’seudomonasWI

223 βu s‘UIaIcomprehensiveInonVredundantIgeneIcatalogUIrevealsIextensiveIwithinIcommunityI
intraspeciesIdiversityIinItheIhumanIvaginaWI 1

222 ’opulationIgenomicsIofIβibrionaceaeIisolatedIfromIanIendangeredIoasisIrevealsIlocalIadaptationI
afterIanIenvironmentalIperturbationWI 1

221 qvolutionaryIrouteIofIresistantIgenesIinIStaphylococcusIaureusWI

220 íheIoollaborativeIorossIsraphicalIsenomeWI

219 ’’anss‘xizfIdepictingImicrobialIdiversityIviaIaIpartitionedIpangenomeIgraphWI 0

218 ‘neIisInotIenoughfIonItheIeffectsIofIreferenceIgenomeIforItheImappingIandIsubsequentIanalysesI
ofIshortVreadsWI

217 ’opulationIgenomicsIofIβibrionaceaeIisolatedIfromIanIendangeredIoasisIrevealsIlocalIadaptationI
afterIanIenvironmentalIperturbationWWI

(-2011)

33



216 íaxonomicIclassificationIofIstrainI’‘ZYYXaIshowsIaIbroaderIgeographicIdistributionIandIgeneticI
markersIofItheIrecentlyIdescribedIoorynebacteriumIsilvaticumWI

215 íheIopenIpanVgenomeIarchitectureIandIvirulenceIlandscapeIofWIMicrobialvGenomicsUI2021UIcUI 4.4 1

214 íaxonomicIclassificationIofIstrainI’‘ZYYXaIshowsIaIbroaderIgeographicIdistributionIandIgeneticI
markersIofItheIrecentlyIdescribedIoorynebacteriumIsilvaticumWI2020UIZaUIeY[__[ZY 2

213 mccurateIreconstructionIofIbacterialIpanVIandIcoreVIgenomesIwithI’q’’mzWI 2

212 unISilicoImpproachesIforI’rioritizingIprugIíargetsIinI’athogensWI2020UId]VZYd

211 ’angenomeIanalyticsIrevealItwoVcomponentIsystemsIasIconservedItargetsIinIqSwm’qqIpathogensWI

210 oomparativeIsenomicImnalysesIandIo uS’ VoasIoharacterizationIofI’rovideIunsightsIuntoIseneticI
piversityIandIíypingImpplicationsWIFrontiersvinvMicrobiologyUI2021UIZ[UIcadc_e 5.7 0

209 ’angenomezetfIaIpanVgenomeVbasedInetworkIrevealsIfunctionalImodulesIonIantimicrobialI
resistomeIforIqscherichiaIcoliIstrainsWI2021UI[[UIa_d 1

208 pataVprivenIStrainIpesignIUsingImggregatedImdaptiveIxaboratoryIqvolutionIyutationalIpataWI2021UI 1

207 qvolutionaryIpivergenceIofItheIzovelIStaphylococcalISpeciesWIFrontiersvinvMicrobiologyUI2021UIZ[UIcbeb_[5.7 1

206 ‘psufIunderstandingIpangenomeIgraphsWI 4

205 ’hylogeneticI elatednessIandIsenomeIStructureIofI evealedIbyIWholeIsenomeISequencingIandIaI
oomparativeImnalysisWIFrontiersvinvMicrobiologyUI2021UIZ[UIcd[_Za 5.7 1

204 ‘rganizationUIevolutionIandIfunctionIofIfengycinIbiosynthesisIgeneIclustersIinItheInacillusI
amyloliquefaciensIgroupWI2021UI]UI 2

203 ’angenomeIinventoryIofInurkholderiaIsensuIlatoUInurkholderiaIsensuIstrictoUIandItheInurkholderiaI
cepaciaIcomplexIrevealsItheIuniquenessIofInurkholderiaIcatarinensisWI2021UI 0

202 oomparativeIsenomicImnalysisIofIStenotrophomonasImaltophiliaIStrainIWZdI evealsIutsImdaptativeI
senomicIreaturesIforIpegradingI’olycyclicImromaticItydrocarbonsWIMicrobiologyvSpectrumUI2021UIeYZ_[Y[Z8.9 1

201 senomicImnalysisIofIslobalIStrainsI evealsIpistinctIxineagesIWithIpifferingIβirulenceIandI
mntibioticI esistanceIseneIoontentWWIFrontiersvinvMicrobiologyUI2021UIZ[UIceaZc] 5.7 2

200 tybridImpproachIforIíaxonomicIolassificationInasedIonIpeepIxearningWI2022UI][UIZddZVZdeZ

199 oomparativeIsenomicImnalysesIofItheIsenusIUnravelsItheIsenomicImdaptationItoI’olarIqxtremeI
qnvironmentsWWIMicroorganismsUI2022UIZYUI 4.9 2

Citation Report

34



198 pevelopmentIofIpzmIprobesItoIdetectIoronobacterIsakazakiiIbasedIonIcomparativeIgenomicsIandI
itsIapplicationIinIfoodIsamplesWI2022UIZYdda] 0

197 oomparativeIpangenomicsfIanalysisIofIZ[ImicrobialIpathogenIpangenomesIrevealsIconservedI
globalIstructuresIofIgeneticIandIfunctionalIdiversityWWI2022UI[]UIc 1

196 oriticalIassessmentIofIpanVgenomicsIofImetagenomeVassembledIgenomesWI

195 SelectiveIusolationIofIfromItumanIraecesIandIoharacterisationIofItheISpeciesI’rophageIpiversityWWI
MicroorganismsUI2022UIZYUI 4.9 1

194 nasinVscaleIbiogeographyIofImarineIphytoplanktonIreflectsIcellularVscaleIoptimizationIofI
metabolismIandIphysiologyWWI2022UIdUIeabl_e]Y 2

193 senomicIreaturesIandI’ervasiveIzegativeISelectionIinIStrainsIusolatedIfromIzitrateIandIteavyI
yetalIoontaminatedImquiferWWIMicrobiologyvSpectrumUI2022UIeY[aeZ[Z 8.9 0

192  ecentItrendsIinIgenomicIapproachesIforImicrobialIbioprospectingWI2022UIZ]V[b

191 zovelImultiplexI’o IassaysIforIrapidIidentificationIofIserogroupsInUIoZUIo[UIpUIqUIUIandIWWI2022UI 0

190 olostridiaIisolatedIfromIhelminthVcolonizedIhumansIpromoteIhatchingIofIírichurisImurisWI

189 íhermodynamicsIofIevolutionIandItheIoriginIofIlifeWWI2022UIZZeUI 9

188 βibrioIoladeI]WYfIzewIβibrionaceaeIqvolutionaryIUnitsIUsingIsenomeVnasedImpproachWWI2021UIceUIZY 3

187 íowardIquantifyingItheIadaptiveIroleIofIbacterialIpangenomesIduringIenvironmentalI
perturbationsWI2021UI 0

186 mIcatalogueIofIZUZbcIgenomesIfromItheIhumanIgutIarchaeomeWWI2021UI 9

185 íowardsIaIslobalI’erspectiveIofItheIyarineIyicrobiomeWI2022UI]acV]e_

184 ’ansraphfIscalableIbacterialIpanVgenomeIgraphIconstructionWI 1

183
oomparativeIsenomicsIandI’athogenicityImnalysisIofIíwoInacterialISymbiontsIofI
qntomopathogenicIzematodesfIíheI oleIofItheIsroqxI’roteinIinIβirulenceWWIMicroorganismsUI2022UI
ZYUI

4.9

182 mIoomparativeIsenomicIandISafetyImssessmentIofISixIsubspWIStrainsIusolatedIfromISpontaneouslyI
rermentedIsreekIWheatISourdoughsIforI’otentialIniotechnologicalImpplicationWWI2022UI[]UI 1

181 ’anVsenomeImnalysisIofIfIβirulenceIseneI’rofilesUIoarbohydrateVmctiveIqnzymeI’redictionUIandI
mntimicrobialI esistanceIoharacterizationWWIFrontiersvinvMicrobiologyUI2022UIZ]UIdb[ccb 5.7

(2022-2022)

35



180
’anVsenomeImnalysisIofIpelftiaItsuruhatensisI evealsIumportantIíraitsIooncerningItheIseneticI
piversityUI’athogenicityUIandIniotechnologicalI’ropertiesIofItheISpeciesWWIMicrobiologyvSpectrumUI
2022UIeY[Yc[[Z

8.9 2

179 senomeISequenceIofIqscherichiaIcoliIusolatedIfromIanImdultIinIwiberaUIanIUrbanIunformalI
SettlementIinIzairobiUIwenyaWWI2022UIeYZ[_Z[Z

178 ’anVsenomicIandIíranscriptomicImnalysesIofIyarineItaoI[YZdI evealedIutsIsenomicIandIyetabolicI
reaturesWWI2022UI[YUI

177 qnsiferImelilotiIxbVmwdeUIanIqffectiveIunoculantIofIyedicagoIlupulinaIβarietiesfI’henotypicIandI
peepVsenomeIScreeningWI2022UIZ[UIcbb 0

176 qxploringIintraVspeciesIdiversityIthroughInonVredundantIpangenomeIassembliesWI 0

175 íheIevolutionIandIcompetitiveIstrategiesIofIinIgutWWI2022UIZ_UI[Y[aYZc 4

174 oomparativeIsenomeImnalysisIofIxactobacillusIacidophilusIusolatesIfromIpifferentIqcologicalI
zichesWI

173 yetabolismIofItheIsenusI evealedIbyI’angenomeImnalysisWWIMicroorganismsUI2022UIZYUI 4.9

172 oomparativeImnalysesIofIrourIoompleteIsenomesIinI’seudomonasIamygdaliI evealedIpifferentialI
mdaptationItoItostileIqnvironmentsIandISecretionISystemsWWI2022UI]dUIZbcVZc_

171 panVgenomeIrevealsIspecificIfunctionalItraitsIforIplantIbeneficialIandIpathogenicI
plantVassociationsWIMicrobialvGenomicsUI2021UIcUI 4.4 0

170 niogeographyIofIculturableImarineIbacteriaIfromIbothIpolesIrevealsIthatIPeverythingIisInotI
everywherePIatItheIgenomicIlevelWWI2021UI 1

169 mcidogenicIandIaciduricIpropertiesIofIStreptococcusImutansIserotypeIcIaccordingItoIitsIgenomicI
variabilityWI2021UI 1

168 nacillusIvelezensisfImIíreasureItouseIofInioactiveIoompoundsIofIyedicinalUIniocontrolIandI
qnvironmentalIumportanceWI2021UIZ[UIZcZ_ 6

167 UseIofI’roteomicsIandIíranscriptomicsItoIudentifyI’roteinsIforIooldImdaptationIinIyicrobesWI2022UI[daV]Ze

166 qnhancingIpredictionsIofIantimicrobialIresistanceIofIpathogensIbyIexpandingItheIpotentialI
resistanceIgeneIrepertoireIusingIaIpanVgenomeVbasedIfeatureIselectionIapproachWWI2022UI[]UIZ]Z 1

165 oomparativeIsenomicImnalysisIofI’rovidesIunsightsIintoIseneticIpiversityUIqvolutionaryIpynamicsUI
andI’athogenicIíraitsIofItheISpeciesWWI2022UI[]UI 2

164 umage_ZWíurrWI2020UI

163 umage_[WíurrWI2020UI

Citation Report

36



162 íable_ZWxlsxWI2020UI

161 íable_[WxlsxWI2020UI

160 íable_]WxlsxWI2020UI

159 íable__WxlsxWI2020UI

158 pata_Sheet_ZWpdfWI2020UI

157 umage_ZWíurrWI2020UI

156 umage_[WíurrWI2020UI

155 íable_ZWpdfWI2020UI

154 íable_[WpdfWI2020UI

153 íable_]WpdfWI2020UI

152 íable__WpdfWI2020UI

151 íable_aWpdfWI2020UI

150 íable_bWpdfWI2020UI

149 umage_ZWv’qsWI2020UI

148 íable_ZWXxSXWI2020UI

147 pata_Sheet_ZWpdfWI2018UI

146 pata_Sheet_[WxlsxWI2018UI

145 pata_Sheet_]WxlsxWI2018UI

(2018-2020)

37



144 pata_Sheet_ZWdocxWI2019UI

143 pata_Sheet_[WxlsxWI2019UI

142 pata_Sheet_]WxlsxWI2019UI

141 umage_ZWtifWI2018UI

140 umage_[WtiffWI2018UI

139 umage_]WtiffWI2018UI

138 íable_ZWxlsxWI2018UI

137 íable_[WxlsxWI2018UI

136 íable_]WxlsxWI2018UI

135 pata_Sheet_ZWdocxWI2019UI

134 umage_ZWv’qsWI2019UI

133 umage_[Wv’qsWI2019UI

132 íable_ZWdocxWI2019UI

131 íable_[WdocxWI2019UI

130 íable_]WdocxWI2019UI

129 umage_ZWv’qsWI2020UI

128 umage_[Wv’qsWI2020UI

127 umage_]Wv’qsWI2020UI

Citation Report

38



126 íable_ZWXxSXWI2020UI

125 íable_[WXxSXWI2020UI

124 íable_]WXxSXWI2020UI

123 íable__WXxSXWI2020UI

122 pata_Sheet_ZW’prWI2020UI

121 pata_Sheet_[W’prWI2020UI

120 pata_Sheet_]W’prWI2020UI

119 pata_Sheet__W’prWI2020UI

118 pata_Sheet_aW’prWI2020UI

117 íable_ZWXxSXWI2020UI

116 íable_[WXxSXWI2020UI

115 íable_]WXxSXWI2020UI

114 ’resentation_ZW’prWI2018UI

113 umage_ZWv’qsWI2019UI

112 umage_[Wv’qsWI2019UI

111 umage_]Wv’qsWI2019UI

110 íable_ZWXxSXWI2019UI

109 íable_ZWXxSXWI2019UI

(2019-2020)

39



108 íable_[WXxSXWI2019UI

107 íable_]WXxSXWI2019UI

106 íable__WXxSXWI2019UI

105 íable_aWXxSXWI2019UI

104 pata_Sheet_ZW’prWI2020UI

103 pata_Sheet_ZWpdfWI2018UI

102 íable_ZWXxSXWI2019UI

101 íable_[Wp‘oXWI2019UI

100 íable_]WXxSXWI2019UI

99 íable__WXxSXWI2019UI

98 íable_aWXxSXWI2019UI

97 íable_bWXxSXWI2019UI

96 íable_cWXxSXWI2019UI

95 íable_dWXxSXWI2019UI

94 íable_eWXxSXWI2019UI

93 ’resentationZWpdfWI2018UI

92 íableZWpdfWI2018UI

91 íable[WXxSXWI2018UI

Citation Report

40



90 pataSheetZW’prWI2018UI

89 pata_Sheet_ZWpdfWI2019UI

88 pata_Sheet_ZW’prWI2019UI

87 íable_ZWXxSXWI2019UI

86 pata_Sheet_ZWzipWI2019UI

85 íable_ZWxlsxWI2019UI

84 íable_[WxlsxWI2019UI

83 íable_]WxlsxWI2019UI

82 íable__WxlsxWI2019UI

81 íable_aWxlsxWI2019UI

80 pataSheet_ZWdocxWI2020UI

79 íable_ZWxlsxWI2020UI

78 íable_[WxlsxWI2020UI

77 íable_ZWp‘oXWI2019UI

76 ‘ptimizingItheI’arametrizationIofItomologueIolassificationIinItheI’anVsenomeIoomputationIforIaI
nacterialISpeciesfIoaseIStudyIStreptococcusIpyogenesWWIMethodsvinvMolecularvBiologyUI2022UI[__eUI[eeV][_1.4 0

75 oomparativeIgenomicsIinIprobioticIbacteriaWI2022UI[_aV[cd

74 SignaturesIofIselectionIinIcoreIandIaccessoryIgenomesIindicateIdifferentIecologicalIdriversIofI
diversificationIamongInacillusIcereusIcladesWWIMolecularvEcologyUI2022UI 5.7 0

73 ’lasmidIoverlapIandIevolutionIbetweenIqnterobacteralesIisolatesIfromIbloodstreamIinfectionsIandI
nonVhumanIcompartmentsWI

(-2018)

41



72 ‘psufIunderstandingIpangenomeIgraphsWWIBioinformaticsUI2022UI 7.2 1

71 ooreVUIpanVIandIaccessoryIgenomeIanalysesIofIfIinsightsIintoIgeneticIdiversityWWIMicrobialvGenomicsUI
2022UIdUI 4.4 0

70 umportanceIofIyobileIseneticIqlementIummunityIinIzumericallyImbundantIírichodesmiumIoladesWI

69 UsingIgenomesIandIevolutionaryIanalysesItoIscreenIforIhostVspecificityIandIarmsVraceIdynamicsIinI
theIplantIpathogenIXylellaIfastidiosaWI

68  obustIanalysisIofIprokaryoticIpangenomeIgeneIgainIandIlossIratesIwithI’anstripeWI 0

67 oomparativeIpanVgenomicIanalysisIofIaZI enibacteriumIsalmoninarumIindicatesIheterogeneityIinI
theIprincipalIvirulenceIfactorUItheIac´ kIpIaIproteinWIJournalvofvFishvDiseasesUI 2.6 0

66
senomicIíraitsImssociatedIwithIβirulenceIandImntimicrobialI esistanceIofIunvasiveIsroupInI
StreptococcusIusolatesIwithI educedI’enicillinISusceptibilityIfromIqlderlyImdultsWIMicrobiologyv
SpectrumUI

8.9 0

65 ’angenomeIanalysesIofInacillusIpumilusUInacillusIsafensisUIandI’riestiaImegateriumIexploringItheI
plantVassociatedIfeaturesIofIbacilliIstrainsIisolatedIfromIcanolaWIMolecularvGeneticsvandvGenomicsUI 3.1 1

64 oomparativeIsenomicsI’rovidesIunsightsIuntoIseneticIpiversityIofIolostridiumItyrobutyricumIandI
’otentialIumplicationsIforIxateInlowingIpefectsIinIoheeseWIFrontiersvinvMicrobiologyUI2022UIZ]UI 5.7

63
íheIoomparativeImnalysisIofIsenomicIpiversityIandIsenesIunvolvedIinIoarbohydrateIyetabolismIofI
qightyVqightInifidobacteriumIpseudocatenulatumIusolatesIfromIpifferentIzichesIofIohinaWINutrients
UI2022UIZ_UI[]_c

6.7 0

62
usolationIofIxisteriaIivanoviiIfromInulkVíankIyilkIofISheepIandIsoatIrarmsâ��rromIolinicalIWorkItoI
nioinformaticsIStudiesfI’revalenceUImssociationIwithIyilkI—ualityUImntibioticISusceptibilityUI
’redictorsUIWholeIsenomeISequenceIandI’hylogeneticI elationshipsWIBiologyUI2022UIZZUIdcZ

4.9 1

61 ’angenomeIevolutionIinIenvironmentallyItransmittedIsymbiontsIofIdeepVseaImusselsIisIgovernedI
byIverticalIinheritanceWIGenomevBiologyvandvEvolutionUI 3.9 0

60 qvolutionaryIpivergenceIofIyarinobacterIStrainsIinIoryopegInrinesIasI evealedIbyI’angenomicsWI
FrontiersvinvMicrobiologyUIZ]UI 5.7 0

59 piversityIandIprevalenceIofIolostridiumIinnocuumIinItheIhumanIgutImicrobiotaWI

58 ’roteinIkVmersIenableIassemblyVfreeImicrobialImetapangenomicsWI 0

57
oomparativeIsenomicImnalysisIofItheItumanI’athogenIWohlfahrtiimonasIohitiniclasticaI’rovidesI
unsightIuntoItheIudentificationIofImntimicrobialI esistanceIsenotypesIandI’otentialIβirulenceIíraitsWI
FrontiersvinvCellularvandvInfectionvMicrobiologyUIZ[UI

5.9

56 oomparativeIsenomicsIandI’anVsenomeIprivenI’redictionIofIaI educedIsenomeIofImkkermansiaI
muciniphilaWIMicroorganismsUI2022UIZYUIZ]aY 4.9 1

55 senomicIunsightsIuntoItheIunterspecificIpiversityIandIqvolutionIofIyobiluncusUIaI’athogenI
mssociatedIWithInacterialIβaginosisWIFrontiersvinvMicrobiologyUIZ]UI 5.7

Citation Report

42



54
tighVqualityIpanVgenomeIofIqscherichiaIcoliIgeneratedIbyIexcludingIconfoundingIandIhighlyIsimilarI
strainsIrevealsIanIassociationIbetweenIuniqueIgeneIclustersIandIgenomicIislandsWIBriefingsvinv
BioinformaticsUI2022UI[]UI

13.4 0

53 mIpraftItumanI’angenomeI eferenceWI 1

52 oomparativeIsenomicImnalysisIofISevenIβibrioIalginolyticusIStrainsIusolatedIrromIShrimpI
xarvicultureIWaterIWithIqmphasisIonIohitinIUtilizationWIZ]UI

51 ’aníoolsIv]fIfunctionalIannotationUIclassificationIandIphylogenomicsWI 0

50 nioinformaticsIandIitsIroleIinItheIstudyIofItheIevolutionIandIprobioticIpotentialIofIlacticIacidI
bacteriaWI 2

49 senomicImnalysisIofISurfactantV’roducingInacillusIvallismortisIíuybdfIrirstIslimpseIatISpeciesI
’angenomeIandI’redictionIofIzewI’lipastatinVxikeIxipopeptideWI 0

48 UsingIsenomesIandIqvolutionaryImnalysesItoIScreenIforItostVSpecificityIandI’ositiveISelectionIinI
theI’lantI’athogenIXylellaIfastidiosaWI2022UIddUI 0

47 ’hylogenomicIanalysisIofItheIgenusIpelftiaIrevealsIdistinctImajorIlineagesIwithIecologicalI
specializationsWI2022UIdUI 0

46 ’ro’anfIaIcomprehensiveIdatabaseIforIprofilingIprokaryoticIpanVgenomeIdynamicsWI 0

45 yolecularIqpidemiologyIofIStaphylococcusIaureusIinIohinaI evealsItheIweyIseneIreaturesIunvolvedI
inIqpidemicIíransmissionIandImdaptiveIqvolutionWI 0

44 senomeIminingUIantimicrobialIandIplantIgrowthVpromotingIpotentialsIofIhalotolerantInacillusI
paralicheniformisIqSVZIisolatedIfromIsaltImineWI 1

43
senomicIunsightsIintoItheI adiationV esistantIoapabilityIofISphingomonasIqomolangmaensisI
SaVaeíIandISphingomonasIglacieiISdV_aíUIíwoIzovelInacteriaIfromItheIzorthISlopeIofIyountI
qverestWI2022UIZYUI[Y]c

0

42 nrucellaIcetiIandInrucellaIpinnipedialisIgenomeIcharacterizationIunveilsIgeneticIfeaturesIthatI
highlightItheirIzoonoticIpotentialWI2022UIZZUI 0

41 ’anVsenomeImnalysisI evealsIrunctionalIpivergencesIinIsutV estrictedIsilliamellaIandI
SnodgrassellaWI2022UIeUIa__ 0

40 zextIsenerationISequencingIandIoomparativeIsenomicImnalysisI evealIqxtremeI’lasticityIofIíwoI
nurkholderiaIglumaeIStrainsItzZIandItz[WI2022UIZZUIZ[ba 0

39 oomparativeIgenomicIanalysisIofItheIpietziaIgenusfIanIinsightIintoIgenomicIdiversityUIandI
adaptationWI2022UIZY]eed 0

38 oonstructingImetagenomeVassembledIgenomesIforIalmostIallIcomponentsIinIaIrealIbacterialI
consortiumIforIbinningIbenchmarkingWI2022UI[]UI 0

37 ’anVgenomicIanalysisIofIoorynebacteriumIamycolatumIgivesIinsightsIintoImolecularImechanismsI
underpinningItheItransitionItoIaIpathogenicIphenotypeWIZ]UI 0

(-2022)

43



36  evisitingIpangenomeIopennessIwithIkVmersWI 0

35 mntimonyIoxidationIandIwholeIgenomeIsequencingIofI’hytobacterIspWIX_IisolatedIfromI
contaminatedIsoilInearIaIflotationIsiteWI2023UI__aUIZ]Y_b[ 0

34 SpecializedIyetabolismIofIsordoniaIsenusfImnIuntegratedISurveyIonIohemodiversityIoombinedI
withIaIoomparativeIsenomicsVnasedImnalysisWI2022UIZZUIa] 0

33 oomparativeIsenomicsI evealItheIUtilizationImbilityIofIβariableIoarbohydratesIasIweyIseneticI
reaturesIofIxisteriaI’athogensIinIíheirI’athogenicIxifestylesWI2022UIZZUIZ_]Y 0

32 SalmonellaIentericaIserovarIoerroIdisplaysIaIphylogeneticIstructureIandIgenomicIfeaturesI
consistentIwithIvirulenceIattenuationIandIadaptationItoIcattleWIZ]UI 0

31 olostridiaIisolatedIfromIhelminthVcolonizedIhumansIpromoteItheIlifeIcycleIofIírichurisIspeciesWI
2022UI_ZUIZZZc[a 0

30 ’angenomicIanalysisIofIooxiellaIburnetiiIunveilsInewItraitsIinIgenomeIarchitectureWIZ]UI 0

29 íheIpanVgenomeIofItheIemergingImultidrugVresistantIpathogenIoorynebacteriumIstriatumWI2023UI
[]UI 0

28 seneticIreaturesIofIyycobacteriumIaviumIsubspWIparatuberculosisIStrainsIoirculatingIinItheIWestI
ofIrranceIpecipheredIbyIWholeVsenomeISequencingWI2022UIZYUI 0

27 torizontalItransferIofItherfbclusterIinxeptospiraisIaIgeneticIdeterminantIofIserovarIidentityWI2023UI
bUIe[Y[[YZ_dY 0

26 udentificationIofISubunitsIforIzovelIUniversalIβaccinesIagainstIíhreeI’redominantISerogroupsIandI
theIqmergingI‘Z_aIamongImvianI’athogenicIqscherichiaIcoliIbyI’anV βI’ipelineWI 0

25 oomparativeIsenomicsIofIxentilactobacillusIparabuchneriIisolatedIfromIdairyUIwqyIcomplexUI
yakgeolliUIandISalivaIyicrobiomesWI2022UI[]UI 0

24 piversityIandI’revalenceIofIolostridiumIinnocuumIinItheItumanIsutIyicrobiotaWI 0

23 oomparativeIgenomicsIofItrimethoprimVsulfamethoxazoleVresistantImchromobacterIxylosoxidansI
clinicalIisolatesIfromISerbiaIrevealsIshortenedIvariantIofIclassIZIintegronIintegraseIgeneWI 0

22 mIorossVβalidatedIreatureISelectionIQoβrSRIapproachIforIextractingItheImostIparsimoniousIfeatureI
setsIandIdiscoveringIpotentialIantimicrobialIresistanceIQmy RIbiomarkersWI2023UI[ZUIcbeVcce 0

21 mnalyzingItheIgeneticIdiversityIandIbiotechnologicalIpotentialIofIxeuconostocI
pseudomesenteroidesIbyIcomparativeIgenomicsWIZ]UI 0

20
’anVgenomeIassociationIstudyIofIyycobacteriumItuberculosisIlineageV_IrevealedIspecificIgenesI
relatedItoItheIhighIandIlowIprevalenceIofItheIdiseaseIinIpatientsIfromItheIzorthVqasternIareaIofI
yedellˆ›nUIoolombiaWIZ]UI

0

19 piversityIandIprevalenceIofItypeIβuIsecretionIsystemIeffectorsIinIclinicalI’seudomonasIaeruginosaI
isolatesWIZ]UI 0

Citation Report

44



18 ’anVgenomeIanalysisIandImolecularIdockingIunveilItheIbiocontrolIpotentialIofInacillusIvelezensisI
βncIagainstI’hytophthoraIinfestansWI2023UI[bdUIZ[c[cc 0

17 oomparativeIsenomeImnalysisIofIZeIírueperellaIpyogenesIStrainsI‘riginatingIfromIpifferentI
mnimalISpeciesI evealIaIseneticallyIpiverseI‘penI’anVsenomeWI2023UIZ[UI[_ 0

16 ’redictingI’roteinVencodingIseneIoontentIinqscherichiaIcolisenomesWI 0

15
mvianIstrainsIofIemergingIpathogenIqscherichiaIfergusoniiIareIphylogeneticallyIdiverseIandIharborI
theIgreatestImy IdisseminationIpotentialIamongIdifferentIsourcesfIoomparativeIgenomicI
evidenceWIZ]UI

0

14  obustIanalysisIofIprokaryoticIpangenomeIgeneIgainIandIlossIratesIwithI’anstripeWI2023UI]]UIZ[eVZ_Y 0

13 qmergenceIandIclonalIexpansionIofIβibrioIaestuarianusIlineagesIpathogenicIforIoystersIinIquropeWI 0

12
pescriptionIofItwoIcultivatedIandItwoIuncultivatedInewISalinibacterIspeciesUIoneInamedIfollowingI
theIrulesIofItheIbacteriologicalIcodefISalinibacterIgrassmerensisIspWInovWgIandIthreeInamedI
followingItheIrulesIofItheISeqoodefISalinibacterIpepaeIspWInovWUISalinibacterIabyssiIspWInovWUIandI
SalinibacterIpampaeIspWInovWWI2023UI_bUIZ[b_Zb

0

11 nipartiteIsenomesIinIqnterobacteralesfIundependentI‘riginsIofIohromidsUIqlevatedI‘pennessIandI
ponorsIofItorizontallyIíransferredIsenesWI2023UI[_UI_[e[ 0

10 umportanceIofImobileIgeneticIelementIimmunityIinInumericallyIabundantIírichodesmiumIcladesWI
2023UI]UI 0

9 nioinformaticImnalysisI evealsIbothI‘versampledIandIUnderexploredIniosyntheticIpiversityIinI
zonribosomalI’eptidesWI2023UIZdUI_cbV_d] 0

8
’anVohromosomeIandIoomparativeImnalysisIofImgrobacteriumIfabrumI evealIumportantIíraitsI
ooncerningItheIseneticIpiversityUIqvolutionaryIpynamicsUIandIzicheImdaptationIofItheISpeciesWI
2023UIZZUI

0

7 senusVWideIsenomicIoharacterizationIofyacrococcusfIunsightsIintoIqvolutionUI’opulationI
StructureUIandIrunctionalI’otentialWI 0

6 íheI’angenomeIofI’seudomonasIaeruginosaWI 0

5 senomeVWideI’athwayIqxplorationIofItheIqpidermidibacteriumIkeratiniIq’uVcíWI2023UIZZUIdcY 0

4 oomparativeIgenomicsIofI_YIWeissellaIparamesenteroidesIstrainsWIZ_UI 0

3 oharacterizationIandImssociationIofI ipsI epertoireItoItostI angeIofIzovelI alstoniaI
solanacearumIStrainsIbyIunISilicoImpproachesWI2023UIZZUIea_ 0

2 UncoveringItheIspecialImicrobiotaIassociatedIwithIoccurrenceIandIprogressionIofIgastricIcancerIbyI
usingI zmVsequencingWI2023UIZ]UI 0

1 mIcomprehensiveIgenomicIanalysisIprovidesIinsightsIonItheIhighIenvironmentalIadaptabilityIofI
mcinetobacterIstrainsWIZ_UI 0

(-2023)

45



Citation Report

46


