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88 yenomicIdiversityIandIantimicrobialIresistanceIofIspeciesIisolatedIfromIchronicIlungIdiseaseI
airwaysXXIMicrobialmGenomicsVI2022VIiVI 4.4 2

87 wxpressIYourselflIQuantitativeIRealWTimeIPuRIsssaysIforIRapidIuhromosomalIsntimicrobialI
ResistanceIvetectionIinIPseudomonasIaeruginosaXXIAntimicrobialmAgentsmandmChemotherapyVI2022VIeaacaecc5.9 1

86 MolecularIwpidemiologyIofIThirdWyenerationWuephalosporinWResistantIinISoutheastIQueenslandVI
sustraliaXIAntimicrobialmAgentsmandmChemotherapyVI2021VIgfVI 5.9 3

85 TakingItheInextWgenIsteplIuomprehensiveIantimicrobialIresistanceIdetectionIfromIturkholderiaI
pseudomalleiXIEBioMedicineVI2021VIgdVIbadbfc 8.8 5

84 PathogenItoIcommensalqI”ongitudinalIwithinWhostIpopulationIdynamicsVIevolutionVIandIadaptationI
duringIaIchronicIpbgWyearIturkholderiaIpseudomalleiIinfectionXIPLoSmPathogensVI2020VIbgVIebaaicki 7.6 6

83
uomparativeIyenomicsIandIsntimicrobialIResistanceIProfilingIofIIsolatesIRevealINosocomialI
TransmissionIandISusceptibilityItoIxluoroquinolonesVITetracyclinesVIandI
TrimethoprimWSulfamethoxazoleXIJournalmofmClinicalmMicrobiologyVI2020VIfiVI

9.7 12

82 uomparativeIgenomicIanalysisIidentifiesIXWfactorIRhaeminSWindependentIlIaIformalIreWclassificationI
ofIQQXIMicrobialmGenomicsVI2020VIgVI 4.4 3

81 uomparativeIgenomicsIconfirmsIaIrareImelioidosisIhumanWtoWhumanItransmissionIeventIandIrevealsI
incorrectIphylogenomicIreconstructionIdueItoIpolyclonalityXIMicrobialmGenomicsVI2020VIgVI 4.4 8

80 vuplexIrealWtimeIPuRIassayIforItheIsimultaneousIdetectionIofIandIsppXIMicrobialmGenomicsVI2020VIgVI 4.4 1

79
PharmacodynamicIwvaluationIofIPlasmaIandIwpithelialI”iningIxluidIwxposuresIofIsmikacinIagainstI
PseudomonasIaeruginosaIinIaIvynamicIzollowWxiberIInfectionIModelXIAntimicrobialmAgentsmandm
ChemotherapyVI2020VIgeVI

5.9 2

78 sIPersistingINontropicalIxocusIofIturkholderiaIpseudomalleiIwithI”imitedIyenomeIwvolutionIoverI
xiveIvecadesXIMSystemsVI2020VIfVI 7.6 5

77 MolecularISignaturesIofINonWtypeableI”ungIsdaptationIinIPediatricIuhronicI”ungIviseaseXIFrontiersm
inmMicrobiologyVI2019VIbaVIbgcc 5.7 7

76 TheIScourgeIofIsntibioticWresistantIInfectionsIinIuysticIxibrosisXITrendsminmMicrobiologyVI2019VIchVIcikWckb12.4

75 ”ipopolysaccharideIyenotypeIvoesINotIuorrelateIWithISeverityIorIOutcomeIinIMelioidosislIzostI
RiskIxactorsIRemainItheIuriticalIveterminantXIOpenmForummInfectiousmDiseasesVI2019VIgVIofzakb 1 12

74
TracingItheIenvironmentalIfootprintIofItheIturkholderiaIpseudomalleiIlipopolysaccharideI
genotypesIinItheItropicalILTopIwndLIofItheINorthernITerritoryVIsustraliaXIPLoSmNeglectedmTropicalm
DiseasesVI2019VIbdVIeaaahdgk

4.8 8

73 WholeWyenomeISequencingItoIvifferentiateIRelapseIxromIReinfectionIinIuommunityWOnsetI
tacteremicIPneumoniaXIOpenmForummInfectiousmDiseasesVI2019VIgVIofzcgd 1 1

72 PeptidylWProlylIIsomeraseIIsIwssentialIforIProteomeIzomeostasisIandIVirulenceIinIturkholderiaI
pseudomalleiXIInfectionmandmImmunityVI2019VIihVI 3.7 6
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71 yenomicIepidemiologyIofIsevereIcommunityWonsetIscinetobacterIbaumanniiIinfectionXIMicrobialm
GenomicsVI2019VIfVI 4.4 15

70 QuantitativeIrealWtimeIPuRIassayIforItheIrapidIidentificationIofItheIintrinsicallyImultidrugWresistantI
bacterialIpathogenXIMicrobialmGenomicsVI2019VIfVI 4.4 6

69 wvolutionIandIylobalITransmissionIofIaIMultidrugWResistantVIuommunityWsssociatedI
MethicillinWResistantIStaphylococcusIaureusI”ineageIfromItheIIndianISubcontinentXIMBioVI2019VIbaVI 7.8 22

68 VirulenceIofItheIMelioidosisIPathogenIturkholderiaIpseudomalleiIRequiresItheIOxidoreductaseI
MembraneIProteinIvsbtXIInfectionmandmImmunityVI2018VIigVI 3.7 10

67
uompleteIyenomeISequenceIofItheIwnvironmentalIturkholderiaIpseudomalleiISequenceITypeIbdbI
IsolateIMSzRbedfVIsssociatedIwithIaIuhronicIMelioidosisIInfectionXIGenomemAnnouncementsVI2018VI
gVI

1

66 RaisingItheIStakeslI”ossIofIwffluxIPumpIRegulationIvecreasesIMeropenemISusceptibilityIinI
turkholderiaIpseudomalleiXIClinicalmInfectiousmDiseasesVI2018VIghVIcedWcfa 11.6 20

65
InvestigationIofItrimethoprimYsulfamethoxazoleIresistanceIinIanIemergingIsequenceItypeIfI
methicillinWresistantIStaphylococcusIaureusIcloneIrevealsIdiscrepantIresistanceIreportingXIClinicalm
MicrobiologymandmInfectionVI2018VIceVIbachWback

9.5 10

64 zumanIInfectionIwithIturkholderiaIthailandensisVIuhinaVIcabdXIEmergingmInfectiousmDiseasesVI2018VI
ceVIkfdWkfe 10.2 5

63 TranscriptomicIanalysisIofIlongitudinalIturkholderiaIpseudomalleiIinfectingItheIcysticIfibrosisIlungXI
MicrobialmGenomicsVI2018VIeVI 4.4 20

62 turkholderiaIpseudomalleiIdistributionIinIsustralasiaIisIlinkedItoIpaleogeographicIandI
anthropogenicIhistoryXIPLoSmONEVI2018VIbdVIeacagief 3.7 4

61 vevelopmentIandIvalidationIofIaItriplexIquantitativeIrealWtimeIPuRIassayItoIdetectIeffluxI
pumpWmediatedIantibioticIresistanceIinIturkholderiaIpseudomalleiXIFuturemMicrobiologyVI2018VIbdVIbeadWbebi2.9 3

60 fromIpatientsIwithIchronicIrhinosinusitisIshowIminimalIgeneticIassociationIbetweenIpolypIandI
nonWpolypIphenotypesXIBMCmEar,mNosemandmThroatmDisordersVI2018VIbiVIbg 8 5

59 WithinWzostIwvolutionIofIduringIuhronicIInfectionIofISevenIsustralasianIuysticIxibrosisIPatientsXI
MBioVI2017VIiVI 7.8 33

58 SimultaneousIidentificationIofIzaemophilusIinfluenzaeIandIzaemophilusIhaemolyticusIusingI
realWtimeIPuRXIFuturemMicrobiologyVI2017VIbcVIfifWfkd 2.9 20

57 WholeWyenomeISequencesIofIIsolatesIwxhibitingIvecreasedIMeropenemISusceptibilityXIGenomem
AnnouncementsVI2017VIfVI 12

56 ”ossIofIMethyltransferaseIxunctionIandIIncreasedIwffluxIsctivityI”eadsItoIvoxycyclineIResistanceIinI
turkholderiaIpseudomalleiXIAntimicrobialmAgentsmandmChemotherapyVI2017VIgbVI 5.9 14

55 MechanismsIofIResistanceItoIxolateIPathwayIInhibitorsIinIlIveviationIfromItheINormXIMBioVI2017VIiVI 7.8 31

54 IncreasedINeurotropicIThreatIfromIturkholderiaIpseudomalleiIStrainsIwithIaItXImalleiWlikeIVariationI
inItheIbimsIMotilityIyeneVIsustraliaXIEmergingmInfectiousmDiseasesVI2017VIcdVI 10.2 10
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53
PlasmacytoidIdendriticIcellsIappearIinactiveIduringIsubWmicroscopicIPlasmodiumIfalciparumI
bloodWstageIinfectionVIyetIretainItheirIabilityItoIrespondItoIT”RIstimulationXIScientificmReportsVI2017VI
hVIcfkg

4.9 18

52 yenomicIInsightsIIntoItheIMelioidosisIPathogenVIturkholderiaIpseudomalleiXICurrentmTropicalm
MedicinemReportsVI2017VIeVIkfWbac 5 11

51 uomparativeIyenomicsIofIspXInovXVIaI”owIyUuIuontentVIxreeW”ivingItacteriumIThatIvefiesI
TaxonomicIvissectionIofItheIyenusXIFrontiersminmMicrobiologyVI2017VIiVIbghk 5.7 22

50 PhylogeographicVIgenomicVIandImeropenemIsusceptibilityIanalysisIofIturkholderiaIubonensisXIPLoSm
NeglectedmTropicalmDiseasesVI2017VIbbVIeaaafkci 4.8 9

49 WholeWgenomeIsequencingItoIinvestigateIaInonWclonalImelioidosisIclusterIonIaIremoteIsustralianI
islandXIMicrobialmGenomicsVI2017VIdVIeaaabbh 4.4 8

48 SuspectedIcasesIofIintracontinentalIturkholderiaIpseudomalleiIsequenceItypeIhomoplasyIresolvedI
usingIwholeWgenomeIsequencingXIMicrobialmGenomicsVI2017VIdVI 4.4 21

47 TheIwffectsIofISignalIwrosionIandIuoreIyenomeIReductionIonItheIIdentificationIofIviagnosticI
MarkersXIMBioVI2016VIhVI 7.8 37

46
UnprecedentedIMelioidosisIuasesIinINorthernIsustraliaIuausedIbyIanIssianIturkholderiaI
pseudomalleiIStrainIIdentifiedIbyIUsingI”argeWScaleIuomparativeIyenomicsXIAppliedmandm
EnvironmentalmMicrobiologyVI2016VIicVIkfeWgd

4.8 34

45 turkholderiaIpseudomalleiIyenotypeIvistributionIinItheINorthernITerritoryVIsustraliaXIAmericanm
JournalmofmTropicalmMedicinemandmHygieneVI2016VIkeVIgiWhc 3.2 15

44 ImprovedImultilocusIsequenceItypingIofIturkholderiaIpseudomalleiIandIcloselyIrelatedIspeciesXI
JournalmofmMedicalmMicrobiologyVI2016VIgfVIkkcWkkh 3.2 16

43 WholeWgenomeIsequencingIofIaIquarterWcenturyImelioidosisIoutbreakIinItemperateIsustraliaI
uncoversIaIregionIofIlowWprevalenceIendemicityXIMicrobialmGenomicsVI2016VIcVIeaaaagh 4.4 20

42 PhylogenomicIsnalysisIRevealsIanIssianIOriginIforIsfricanIturkholderiaIpseudomalleiIandIxurtherI
SupportsIMelioidosisIwndemicityIinIsfricaXIMSphereVI2016VIbVI 5 40

41 uhlamydiaItrachomatisIfromIsustralianIsboriginalIpeopleIwithItrachomaIareIpolyphyleticI
composedIofImultipleIdistinctiveIlineagesXINaturemCommunicationsVI2016VIhVIbagii 17.4 30

40 MelioidosisIinINewIualedonialIaIdominantIstrainIinIaItransmissionIhotspotXIEpidemiologymandm
InfectionVI2016VIbeeVIbddaWh 4.3 1

39
WholeWgenomeIsequencingIofIturkholderiaIpseudomalleiIisolatesIfromIanIunusualImelioidosisIcaseI
identifiesIaIpolyclonalIinfectionIwithItheIsameImultilocusIsequenceItypeXIJournalmofmClinicalm
MicrobiologyVI2015VIfdVIcicWg

9.7 23

38 TracingImelioidosisIbackItoItheIsourcelIusingIwholeWgenomeIsequencingItoIinvestigateIanIoutbreakI
originatingIfromIaIcontaminatedIdomesticIwaterIsupplyXIJournalmofmClinicalmMicrobiologyVI2015VIfdVIbbeeWi9.7 24

37 SingleWmoleculeIsequencingIrevealsItheImolecularIbasisIofImultidrugWresistanceIinISThhcI
methicillinWresistantIStaphylococcusIaureusXIBMCmGenomicsVI2015VIbgVIdii 4.5 15

36 wndemicImelioidosisIinIresidentsIofIdesertIregionIafterIatypicallyIintenseIrainfallIinIcentralI
sustraliaVIcabbXIEmergingmInfectiousmDiseasesVI2015VIcbVIbadiWea 10.2 21
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35 WholeWyenomeISequencesIofIxiveIturkholderiaIpseudomalleiIIsolatesIfromIsustralianIuysticI
xibrosisIPatientsXIGenomemAnnouncementsVI2015VIdVI 7

34 zaemophilusIinfluenzaelIusingIcomparativeIgenomicsItoIaccuratelyIidentifyIaIhighlyI
recombinogenicIhumanIpathogenXIBMCmGenomicsVI2015VIbgVIgeb 4.5 39

33 UseIofIWholeWyenomeISequencingItoI”inkIturkholderiaIpseudomalleiIfromIsirISamplingItoI
MediastinalIMelioidosisVIsustraliaXIEmergingmInfectiousmDiseasesVI2015VIcbVIcafcWe 10.2 31

32 WholeWyenomeISequencesIofIiaIwnvironmentalIandIulinicalIIsolatesIofIturkholderiaIpseudomalleiXI
GenomemAnnouncementsVI2015VIdVI 21

31
WholeWgenomeIsequencingIconfirmsIthatIturkholderiaIpseudomalleiImultilocusIsequenceItypesI
commonItoIbothIuambodiaIandIsustraliaIareIdueItoIhomoplasyXIJournalmofmClinicalmMicrobiologyVI
2015VIfdVIdcdWg

9.7 37

30 VariableIvirulenceIfactorsIinIturkholderiaIpseudomalleiIRmelioidosisSIassociatedIwithIhumanI
diseaseXIPLoSmONEVI2014VIkVIekbgic 3.7 69

29 sutochthonousImelioidosisIinIhumansVIMadagascarVIcabcIandIcabdXIEmergingmInfectiousmDiseasesVI
2014VIcaVIbhdkWeb 10.2 18

28 vevelopmentIofIaIprototypeIlateralIflowIimmunoassayIR”xISIforItheIrapidIdiagnosisIofImelioidosisXI
PLoSmNeglectedmTropicalmDiseasesVI2014VIiVIechch 4.8 61

27 turkholderiaIpseudomalleiIisolatesIfromISarawakVIMalaysianItorneoVIareIpredominantlyI
susceptibleItoIaminoglycosidesIandImacrolidesXIAntimicrobialmAgentsmandmChemotherapyVI2014VIfiVIbgcWg5.9 42

26 RecurrentImelioidosisIinItheIvarwinIProspectiveIMelioidosisIStudylIimprovingItherapiesImeanIthatI
relapseIcasesIareInowIrareXIJournalmofmClinicalmMicrobiologyVI2014VIfcVIgfaWd 9.7 34

25 SPsNvxlIaIgenomicsIpipelineIforIcomparativeIanalysisIofIlargeIhaploidIwholeIgenomeI
reWsequencingIdatasetsXIBMCmResearchmNotesVI2014VIhVIgbi 2.3 69

24 vistributionIofIturkholderiaIpseudomalleiIinInorthernIsustraliaVIaIlandIofIdiversityXIAppliedmandm
EnvironmentalmMicrobiologyVI2014VIiaVIdegdWi 4.8 32

23 sbsenceIofIanIimportantIvaccineIandIdiagnosticItargetIinIcarriageWIandIdiseaseWrelatedInontypeableI
zaemophilusIinfluenzaeXIVaccinemJournalVI2014VIcbVIcfaWc 30

22 MolecularIgenotypingIofIscinetobacterIsppXIisolatedIinIsrizonaVIUSsVIusingImultilocusIPuRIandI
massIspectrometryXIJournalmofmMedicalmMicrobiologyVI2013VIgcVIbckfWbdaa 3.2 3

21 IdentificationIandItypingIofIxrancisellaItularensisIwithIaIhighlyIautomatedIgenotypingIassayXILettersm
inmAppliedmMicrobiologyVI2013VIfgVIbciWde 2.9 7

20 WithinWhostIevolutionIofIturkholderiaIpseudomalleiIoverIaItwelveWyearIchronicIcarriageIinfectionXI
MBioVI2013VIeVI 7.8 80

19 MelioidosisIfromIcontaminatedIboreIwaterIandIsuccessfulIUVIsterilizationXIAmericanmJournalmofm
TropicalmMedicinemandmHygieneVI2013VIikVIdghWi 3.2 12

18 sccurateIandIrapidIidentificationIofItheIturkholderiaIpseudomalleiInearWneighbourVIturkholderiaI
ubonensisVIusingIrealWtimeIPuRXIPLoSmONEVI2013VIiVIehbgeh 3.7 17
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17 vominanceIofImultidrugIresistantIuuchbIclonesIinImacrolideWresistantIstreptococcusIpneumoniaeI
inIsrizonaXIBMCmMicrobiologyVI2012VIbcVIbc 4.5 22

16 MolecularIepidemiologicIinvestigationIofIanIanthraxIoutbreakIamongIheroinIusersVIwuropeXI
EmergingmInfectiousmDiseasesVI2012VIbiVIbdahWbd 10.2 58

15 vevelopmentIofIceftazidimeIresistanceIinIanIacuteIturkholderiaIpseudomalleiIinfectionXIInfectionm
andmDrugmResistanceVI2012VIfVIbckWdc 4.2 43

14 uomparisonIofITaqManIPuRIassaysIforIdetectionIofItheImelioidosisIagentIturkholderiaI
pseudomalleiIinIclinicalIspecimensXIJournalmofmClinicalmMicrobiologyVI2012VIfaVIcafkWgc 9.7 33

13 uharacterizationIofIceftazidimeIresistanceImechanismsIinIclinicalIisolatesIofIturkholderiaI
pseudomalleiIfromIsustraliaXIPLoSmONEVI2012VIhVIedahik 3.7 53

12 vevelopmentIandIvalidationIofIturkholderiaIpseudomalleiWspecificIrealWtimeIPuRIassaysIforIclinicalVI
environmentalIorIforensicIdetectionIapplicationsXIPLoSmONEVI2012VIhVIedhhcd 3.7 33

11 PlasmidIencodedIantibioticsIinhibitIprotozoanIpredationIofIwscherichiaIcoliI“bcXIPlasmidVI2011VIggVIbfcWi3.3 4

10 WithinWhostIevolutionIofIturkholderiaIpseudomalleiIinIfourIcasesIofIacuteImelioidosisXIPLoSm
PathogensVI2010VIgVIebaaahcf 7.6 45

9 SelectiveIisolationIofIYersiniaIpestisIfromIplagueWinfectedIfleasXIJournalmofmMicrobiologicalmMethodsVI
2010VIicVIkfWh 2.8 7

8 uompleteIsequenceIandIanalysisIofItheIstabilityIfunctionsIofIpPSXVIaIvectorIthatIallowsIstableI
cloningIandIexpressionIofIStreptomyceteIgenesIinIwscherichiaIcoliI“bcXIPlasmidVI2009VIgcVIdkWed 3.3 3

7 pPSYlIaIvectorIforItheIstableIcloningIandIexpressionIofIstreptomyceteIsingleIgeneIphenotypesIinI
wscherichiaIcoliXIPlasmidVI2008VIgaVIfdWi 3.3 7

6 pPSXlIaInovelIvectorIforItheIcloningIandIheterologousIexpressionIofIantitumorIantibioticIgeneI
clustersXIPlasmidVI2007VIfhVIdagWbd 3.3 16

5 RapidIfluoroquinoloneIresistanceIdetectionIinIPseudomonasIaeruginosaIusingImismatchI
amplificationImutationIassayWbasedIrealWtimeIPuR 1

4 wvolutionIandIglobalItransmissionIofIaImultidrugWresistantVIcommunityWassociatedIMRSsIlineageI
fromItheIIndianIsubcontinent 1

3 TracingItheIenvironmentalIfootprintIofItheturkholderiaIpseudomalleilipopolysaccharideIgenotypesI
inItheItropicalIâ��TopIwndâ��IofItheINorthernITerritoryVIsustralia 2

2 MolecularIsignaturesIofInonWtypeableIzaemophilusIinfluenzaeIlungIadaptationIinIpaediatricIchronicI
lungIdisease 1

1 yenomicIdiversityIandIantimicrobialIresistanceIofIPrevotellaIsppXIisolatedIfromIchronicIlungIdiseaseIairways 1
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