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i Paper IF Citations

85 SuRSawoVafMinfectionMandMvaccineMeffectivenessMinMynglandMVRyuwTaeWnMaMseriesMofMcrossasectionalM
randomMcommunityMsurveysbbMLancetnRespiratorynMedicine,theZM2022ZM 35.1 7

84 RapidMincreaseMinMOmicronMinfectionsMinMynglandMduringMxecemberMfdfenMRyuwTaeMstudybbMScienceZM
2022ZMgkiZMeabnlghk 33.3 11

83 GenomicMepidemiologyMofMSuRSawoVafMinMaMUKMuniversityMidentifiesMdynamicsMofMtransmissionbbM
NaturenCommunicationsZM2022ZMegZMkie 17.4 7

82 zutureaproofingMandMmaximizingMtheMutilityMofMmetadatanMTheMP―uhGyMSuRSawoVafMcontextualMdataM
specificationMpackagebbMGigaScienceZM2022ZMeeZM 7.6 2

81 GenomicMassessmentMofMquarantineMmeasuresMtoMpreventMSuRSawoVafMimportationMandM
transmissionbbMNaturenCommunicationsZM2022ZMegZMedef 17.4 2

80 LongareadMsequencingMforMidentificationMofMinsertionMsitesMinMlargeMtransposonMmutantMlibrariesbbM
ScientificnReportsZM2022ZMefZMgihj 4.9 0

79
vreakthroughMSuRSawoVafMinfectionsMinMdoubleMandMtripleMvaccinatedMadultsMandMsingleMdoseMvaccineM
effectivenessMamongMchildrenMinMuutumnMfdfeMinMynglandnMRyuwTaeMstudybbMEClinicalMedicineZM2022ZM
hlZMedehem

11.3 0

78 uMyearMofMgenomicMsurveillanceMrevealsMhowMtheMSuRSawoVafMpandemicMunfoldedMinMufricabMScienceZM
2021ZMgkhZMhfgahge 33.3 35

77 yxponentialMgrowthZMhighMprevalenceMofMSuRSawoVafZMandMvaccineMeffectivenessMassociatedMwithMtheM
xeltaMvariantbMScienceZM2021ZMgkhZMeablmiie 33.3 31

76 SuRSawoVafMvariantsMofMconcernMdominateMinMLahoreZMPakistanMinMuprilMfdfebMMicrobialnGenomicsZM
2021ZMkZM 4.4 3

75
GenomicMepidemiologyMandMtheMroleMofMinternationalMandMregionalMtravelMinMtheMSuRSawoVafMepidemicM
inMZimbabwenMaMretrospectiveMstudyMofMroutinelyMcollectedMsurveillanceMdatabMThenLancetnGlobaln
HealthZM2021ZMmZMeejilaeejjj

13.6 3

74 LongareadasequencedMreferenceMgenomesMofMtheMsevenMmajorMlineagesMofMenterotoxigenicM
yscherichiaMcoliMVyTywWMcirculatingMinMmodernMtimebMScientificnReportsZM2021ZMeeZMmfij 4.9 3

73 SurveillanceMofMSuRSawoVafMinMZimbabweMshowsMdominanceMofMvariantsMofMconcernbMLancetnMicrobe,n
TheZM2021ZMfZMeekk 22.2 6

72 uMglobalMresourceMforMgenomicMpredictionsMofMantimicrobialMresistanceMandMsurveillanceMofM
SalmonellaMTyphiMatMpathogenwatchbMNaturenCommunicationsZM2021ZMefZMflkm 17.4 12

71 LargeascaleMsequencingMofMSuRSawoVafMgenomesMfromMoneMregionMallowsMdetailedMepidemiologyMandM
enablesMlocalMoutbreakMmanagementbMMicrobialnGenomicsZM2021ZMkZM 4.4 11

70 RecurrentMemergenceMofMSuRSawoVafMspikeMdeletionM―jmcVkdMandMitsMroleMinMtheMulphaMvariantM
vbebebkbMCellnReportsZM2021ZMgiZMedmfmf 10.6 172

69 worona―iTnMhighathroughputMsequencingMofMSuRSawoVafMgenomesbMGenomenMedicineZM2021ZMegZMfe 14.4 40
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68 TheMroleMofMviralMgenomicsMinMunderstandingMwOVIxaemMoutbreaksMinMlongatermMcareMfacilitiesbMLancetn
Microbe,nTheZM2021ZM 22.2 2

67 TraxISaXpressnMaMhigharesolutionMwholeagenomeMassayMidentifiesMnovelMmechanismsMofMtriclosanM
actionMandMresistancebMGenomenResearchZM2020ZMgdZMfgmafhm 9.7 15

66 ulbaTraxISnMwomparativeManalysisMofMlargeMdatasetsMfromMparallelMtransposonMmutagenesisM
experimentsbMPLoSnComputationalnBiologyZM2020ZMejZMeeddkmld 5 4

65
uMgenomeawideManalysisMofMyscherichiaMcoliMresponsesMtoMfosfomycinMusingMTraxISaXpressMrevealsM
novelMrolesMforMphosphonateMdegradationMandMphosphateMtransportMsystemsbMJournalnofn
AntimicrobialnChemotherapyZM2020ZMkiZMgehhageie

5.1 5

64 UwandidatusMOrnithobacteriumMhominisUnMinsightsMgainedMfromMdraftMgenomesMobtainedMfromM
nasopharyngealMswabsbMMicrobialnGenomicsZM2019ZMiZM 4.4 7

63 InternationalMgenomicMdefinitionMofMpneumococcalMlineagesZMtoMcontextualiseMdiseaseZMantibioticM
resistanceMandMvaccineMimpactbMEBioMedicineZM2019ZMhgZMgglaghj 8.8 67

62 TheMgoldenMdeathMbacillusMwhryseobacteriumMnematophagumMisMaMnovelMmatrixMdigestingMpathogenM
ofMnematodesbMBMCnBiologyZM2019ZMekZMed 7.3 8

61 TipToftnMdetectingMplasmidsMcontainedMinMuncorrectedMlongMreadMsequencingMdatabMJournalnofnOpenn
SourcenSoftwareZM2019ZMhZMedfe 5.2

60 ymergenceMofManMyxtensivelyMxrugaResistantMSerovarMTyphiMwloneM―arboringMaMPromiscuousMPlasmidM
yncodingMResistanceMtoMzluoroquinolonesMandMThirdaGenerationMwephalosporinsbMMBioZM2018ZMmZM 7.8 301

59 RapidMmultialocusMsequenceMtypingMdirectMfromMuncorrectedMlongMreadsMusingbMPeerJZM2018ZMjZMeifgg 3.1 10

58 StaphylococcusMcornubiensisMspbMnovbZMaMmemberMofMtheMStaphylococcusMintermediusMGroupMVSIGWbM
InternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyZM2018ZMjlZMghdhaghdl 2.2 18

57 TheMphylogeographyMandMincidenceMofMmultiadrugMresistantMtyphoidMfeverMinMsubaSaharanMufricabM
NaturenCommunicationsZM2018ZMmZMidmh 17.4 53

56 PhylogeneticMunalysisMofMKlebsiellaMpneumoniaeMfromM―ospitalizedMwhildrenZMPakistanbMEmergingn
InfectiousnDiseasesZM2017ZMfgZMelkfaelki 10.2 26

55 uRIvunMrapidMantimicrobialMresistanceMgenotypingMdirectlyMfromMsequencingMreadsbMMicrobialn
GenomicsZM2017ZMgZMedddege 4.4 283

54 SaffronTreenMzastZMreferenceafreeMpseudoaphylogenomicMtreesMfromMreadsMorMcontigsbbMJournalnofn
OpennSourcenSoftwareZM2017ZMfZMfhg 5.2 1

53 womparisonMofMclassicalMmultialocusMsequenceMtypingMsoftwareMforMnextagenerationMsequencingMdatabM
MicrobialnGenomicsZM2017ZMgZMedddefh 4.4 22

52 GlobalMphylogeographyMandMevolutionaryMhistoryMofMShigellaMdysenteriaeMtypeMebMNaturenMicrobiology
ZM2016ZMeZMejdfk 26.6 47

51 unMextendedMgenotypingMframeworkMforMSalmonellaMentericaMserovarMTyphiZMtheMcauseMofMhumanM
typhoidbMNaturenCommunicationsZM2016ZMkZMeflfk 17.4 88

(2016-2021)
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50 TheMTraxISMtoolkitnMsequencingMandManalysisMforMdenseMtransposonMmutantMlibrariesbMBioinformaticsZM
2016ZMgfZMeedmaee 7.2 98

49 uMPhylogeneticMandMPhenotypicMunalysisMofMSalmonellaMentericaMSerovarMWeltevredenZManMymergingM
ugentMofMxiarrhealMxiseaseMinMTropicalMRegionsbMPLoSnNeglectednTropicalnDiseasesZM2016ZMedZMedddhhhj 4.8 39

48
StabilityMofMtheMyncodingMPlasmidsMandMSurfaceMyxpressionMofMwSjMxiffersMinMynterotoxigenicM
yscherichiaMcoliMVyTywWMyncodingMxifferentM―eataStableMVSTWMynterotoxinsMVSThMandMSTpWbMPLoSnONEZM
2016ZMeeZMedeiflmm

3.7 9

47 GzzgtoyMvLnMPreparingMannotatedMassembliesMforMsubmissionMtoMyMvLbMJournalnofnOpennSourcen
SoftwareZM2016ZMeZMld 5.2 2

46 MultilocusMsequenceMtypingMbyMblastMfromMdeMnovoMassembliesMagainstMPubMLSTbMJournalnofnOpenn
SourcenSoftwareZM2016ZMeZMeel 5.2 45

45 RobustMhighathroughputMprokaryoteMassemblyMandMimprovementMpipelineMforMIlluminaMdatabM
MicrobialnGenomicsZM2016ZMfZMeddddlg 4.4 144

44 MicroevolutionMofMMonophasicMSalmonellaMTyphimuriumMduringMypidemicZMUnitedMKingdomZM
fddiafdedbMEmergingnInfectiousnDiseasesZM2016ZMffZMjekafh 10.2 96

43 nMrapidMefficientMextractionMofMSNPsMfromMmultiazuSTuMalignmentsbMMicrobialnGenomicsZM2016ZMfZMeddddij 4.4 417

42 MolecularMSurveillanceMIdentifiesMMultipleMTransmissionsMofMTyphoidMinMWestMufricabMPLoSnNeglectedn
TropicalnDiseasesZM2016ZMedZMedddhkle 4.8 27

41 GenomicMunalysisMofMSalmonellaMentericaMSerovarMTyphimuriumMfromMWildMPasserinesMinMynglandMandM
WalesbMAppliednandnEnvironmentalnMicrobiologyZM2016ZMlfZMjkflajkgi 4.8 32

40 PhylogeographicalManalysisMofMtheMdominantMmultidrugaresistantM―ilMcladeMofMSalmonellaMTyphiM
identifiesMinteraMandMintracontinentalMtransmissionMeventsbMNaturenGeneticsZM2015ZMhkZMjgfam 36.3 305

39 RapidMphylogeneticManalysisMofMlargeMsamplesMofMrecombinantMbacterialMwholeMgenomeMsequencesM
usingMGubbinsbMNucleicnAcidsnResearchZM2015ZMhgZMeei 20.1 1007

38 RoarynMrapidMlargeascaleMprokaryoteMpanMgenomeManalysisbMBioinformaticsZM2015ZMgeZMgjmeag 7.2 1949

37 xenseMgenomicMsamplingMidentifiesMhighwaysMofMpneumococcalMrecombinationbMNaturenGeneticsZM
2014ZMhjZMgdiagdm 36.3 269

36 ypithelialMILaffRueamediatedMfucosylationMpromotesMintestinalMcolonizationMresistanceMtoManM
opportunisticMpathogenbMCellnHostnandnMicrobeZM2014ZMejZMidhaej 23.4 186

35 wharacterizationMofMtheMyehUTMtwoacomponentMregulatoryMsystemMofMSalmonellaMentericaMSerovarM
TyphiMandMTyphimuriumbMPLoSnONEZM2013ZMlZMelhijk 3.7 7

34 MultiaheuristicMdynamicMtaskMallocationMusingMgeneticMalgorithmsMinMaMheterogeneousMdistributedM
systembMJournalnofnParallelnandnDistributednComputingZM2010ZMkdZMkilakjj 4.4 60

33 bMJournalnofnDisplaynTechnologyZM2009ZMiZMeeeaeem 32
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32 LowMmemoryMdistributedMreconstructionMofMlargeMdigitalMhologramsbMOpticsnExpressZM2008ZMejZMemmdai 3.3 9

31 SchedulingMinMaMdynamicMheterogeneousMdistributedMsystemMusingMestimationMerrorbMJournalnofn
ParallelnandnDistributednComputingZM2008ZMjlZMehifaehjf 4.4 4

30 vuildingMLargeMPhylogeneticMTreesMonMwoarseaGrainedMParallelMMachinesbMAlgorithmicaZM2006ZMhiZMfliagdd0.9 4

29 zrameworkMforMTaskMSchedulingMinM―eterogeneousMxistributedMwomputingMUsingMGeneticM
ulgorithmsbMArtificialnIntelligencenReviewZM2005ZMfhZMheiahfm 9.7 39

28
RyuwTaeMroundMeiMfinalMreportnMIncreasedMbreakthroughMSuRSawoVafMinfectionsMamongMadultsMwhoM
hadMreceivedMtwoMdosesMofMvaccineZMbutMboosterMdosesMandMfirstMdosesMinMchildrenMareMprovidingM
importantMprotection

3

27 RapidMincreaseMinMOmicronMinfectionsMinMynglandMduringMxecemberMfdfenMRyuwTaeMstudy 2

26 RyuwTaeMroundMeiMinterimMreportnM―ighMandMrisingMprevalenceMofMSuRSawoVafMinfectionMinMynglandM
fromMendMofMSeptemberMfdfeMfollowedMbyMaMfallMinMlateMOctoberMfdfe 1

25 TheMP―uhGyMSuRSawoVafMwontextualMxataMSpecificationMforMOpenMGenomicMypidemiology 9

24 RyuwTaeMstudyMroundMehnM―ighMandMincreasingMprevalenceMofMSuRSawoVafMinfectionMamongM
schoolaagedMchildrenMduringMSeptemberMfdfeMandMvaccineMeffectivenessMagainstMinfectionMinMyngland 6

23 RapidMMycobacteriumMtuberculosisMspoligotypingMfromMuncorrectedMlongMreadsMusingMGalru 1

22 upplicationMofMrespiratoryMmetagenomicsMforMwOVIxaemMpatientsMonMtheMintensiveMcareMunitMtoM
informMappropriateMinitialMantimicrobialMtreatmentMandMrapidMdetectionMofMnosocomialMtransmission 2

21 RobustMhighMthroughputMprokaryoteMdeMnovoMassemblyMandMimprovementMpipelineMforMIlluminaMdata 9

20 uRIvunMrapidMantimicrobialMresistanceMgenotypingMdirectlyMfromMsequencingMreads 13

19 worona―iTnM―ighMthroughputMsequencingMofMSuRSawoVafMgenomes 11

18 uMglobalMresourceMforMgenomicMpredictionsMofMantimicrobialMresistanceMandMsurveillanceMofM
SalmonellaMTyphiMatMPathogenwatch 2

17 LargeMscaleMsequencingMofMSuRSawoVafMgenomesMfromMoneMregionMallowsMdetailedMepidemiologyMandM
enablesMlocalMoutbreakMmanagement 9

16 wandidatusMOrnithobacteriumMhominisMspbMnovbnMinsightsMgainedMfromMdraftMgenomesMobtainedMfromM
nasopharyngealMswabs 1

15 SocrunMTypingMofMgenomeMlevelMorderMandMorientationMinMbacteria 2

(-2008)
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14 ulbaTraxISnMwomparativeManalysisMofMlargeMdatasetsMfromMparallelMtransposonMmutagenesisMexperiments 6

13 uMnewMmassivelyaparallelMtransposonMmutagenesisMapproachMcomparingMmultipleMdatasetsMidentifiesM
novelMmechanismsMofMactionMandMresistanceMtoMtriclosan 1

12 womparisonMOfMMultialocusMSequenceMTypingMsoftwareMzorMnextMgenerationMsequencingMdata 1

11 unMintegratedManalysisMofMcontactMtracingMandMgenomicsMtoMassessMtheMefficacyMofMtravelMrestrictionsM
onMSuRSawoVafMintroductionMandMtransmissionMinMynglandMfromMJuneMtoMSeptemberZMfdfd 3

10 RyuwTaeMroundMeeMreportnMlowMprevalenceMofMSuRSawoVafMinfectionMinMtheMcommunityMpriorMtoMtheM
thirdMstepMofMtheMynglishMroadmapMoutMofMlockdown 3

9 SuRSawoVafMlineageMdynamicsMinMynglandMfromMJanuaryMtoMMarchMfdfeMinferredMfromMrepresentativeM
communityMsamples 7

8 TatajubaMâ��MyxploringMtheMdistributionMofMhomopolymerMtracts 2

7 RyuwTaeMroundMefMreportnMresurgenceMofMSuRSawoVafMinfectionsMinMynglandMassociatedMwithM
increasedMfrequencyMofMtheMxeltaMvariant 15

6 GenomicMepidemiologyMofMtheMSuRSawoVafMepidemicMinMZimbabwenMRoleMofMinternationalMtravelMandM
regionalMmigrationMinMspread 1

5 ReplacementMofMtheMulphaMvariantMofMSuRSawoVafMbyMtheMxeltaMvariantMinMLebanonMbetweenMuprilMandM
JuneMfdfe 1

4 RyuwTaeMroundMegMfinalMreportnMexponentialMgrowthZMhighMprevalenceMofMSuRSawoVafMandMvaccineM
effectivenessMassociatedMwithMxeltaMvariantMinMynglandMduringMMayMtoMJulyMfdfe 21

3 wharacterisingMtheMpersistenceMofMRTaPwRMpositivityMandMincidenceMinMaMcommunityMsurveyMofM
SuRSawoVafbMWellcomenOpennResearchZkZMedf 4.8 0

2 TheMOmicronMSuRSawoVafMepidemicMinMynglandMduringMzebruaryMfdff 2

1 SuRSawoVafMlineageMdynamicsMinMynglandMfromMSeptemberMtoMNovemberMfdfenMhighMdiversityMofM
xeltaMsubalineagesMandMincreasedMtransmissibilityMofMuYbhbf 4
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