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j Paper IF Citations

108 wenomicKassessmentKofKquarantineKmeasuresKtoKpreventKSqRSXsoVXbKimportationKandK
transmissionZZKNaturehCommunicationsWK2022WKacWKa]ab 17.4 2

107 wutKtysbiosisKinKOcularKMucousKMembraneKPemphigoidZZKFrontiershinhCellularhandhInfectionh
MicrobiologyWK2022WKabWKgh]ced 5.9 0

106 MolecularKandKgenomicKinvestigationKofKanKurbanKoutbreakKofKdengueKvirusKserotypeKbKinKqngolaWK
b]agXb]aiZZKPLoShNeglectedhTropicalhDiseasesWK2022WKafWKe]]a]bee 4.8 1

105 sontextXspecificKemergenceKandKgrowthKofKtheKSqRSXsoVXbKteltaKvariantZK2021WK 3

104 uxponentialKgrowthWKhighKprevalenceKofKSqRSXsoVXbWKandKvaccineKeffectivenessKassociatedKwithKtheK
teltaKvariantZKScienceWK2021WKcgdWKeablieea 33.3 31

103 wenomicsKandKepidemiologyKofKaKnovelKSqRSXsoVXbKlineageKinKManausWKrrazilK2021WK 53

102 qssessingKtransmissibilityKofKSqRSXsoVXbKlineageKrZaZaZgKinKunglandZKNatureWK2021WKeicWKbffXbfi 50.4 452

101 TransmissionWKadaptationKandKgeographicalKspreadKofKtheKLiverpoolKepidemicKstrainZKMicrobialh
GenomicsWK2021WKgWK 4.4 5

100 wenomicsKandKepidemiologyKofKtheKPZaKSqRSXsoVXbKlineageKinKManausWKrrazilZKScienceWK2021WKcgbWKhaeXhba33.3 603

99 shangesKinKsymptomatologyWKreinfectionWKandKtransmissibilityKassociatedKwithKtheKSqRSXsoVXbK
variantKrZaZaZgjKanKecologicalKstudyZKLancethPublichHealthwhTheWK2021WKfWKecceXecde 22.4 146

98 tetailsKofKSqRSXsoVXbKreinfectionsKatKaKmajorKU™KtertiaryKcentreZKJournalhofhInfectionWK2021WKhbWKebiXec] 18.9 4

97 SpatiotemporalKinvasionKdynamicsKofKSqRSXsoVXbKlineageKrZaZaZgKemergenceZKScienceWK2021WKcgcWKhhiXhie33.3 41

96 uvaluatingKtheKuffectsKofKSqRSXsoVXbKSpikeKMutationKtfadwKonKTransmissibilityKandKPathogenicityZK
CellWK2021WKahdWKfdXgeZeaa 56.2 518

95 ustablishmentKandKlineageKdynamicsKofKtheKSqRSXsoVXbKepidemicKinKtheKU™ZKScienceWK2021WKcgaWKg]hXgab 33.3 159

94 uvaluationKofKfullXlengthKnanoporeKafSKsequencingKforKdetectionKofKpathogensKinKmicrobialK
keratitisZKPeerJWK2021WKiWKea]ggh 3.1 6

93 qKmultiXtargetingKpreXclinicalKcandidateKagainstKdrugXresistantKtuberculosisZKTuberculosisWK2021WKabiWKa]ba]d2.6 2

92
sombinedKepidemiologicalKandKgenomicKanalysisKofKnosocomialKSqRSXsoVXbKinfectionKearlyKinKtheK
pandemicKandKtheKroleKofKunidentifiedKcasesKinKtransmissionZKClinicalhMicrobiologyhandhInfectionWK
2021WK

9.5 7
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91 wenerationKandKtransmissionKofKinterlineageKrecombinantsKinKtheKSqRSXsoVXbKpandemicZKCellWK2021WK
ahdWKeagiXeahhZeh 56.2 48

90 ObservationsKofKSqRSXsoVXbKvariantKofKconcernKrZaZaZgKatKtheKU™RsKlargestKhospitalKtrustZKJournalhofh
InfectionWK2021WKhcWKebaXebc 18.9 6

89 sontextXspecificKemergenceKandKgrowthKofKtheKSqRSXsoVXbKteltaKvariantZK2021WK 2

88 TreatmentKofKsOVytXaiKwithKremdesivirKinKtheKabsenceKofKhumoralKimmunityjKaKcaseKreportZKNatureh
CommunicationsWK2020WKaaWKfche 17.4 62

87 soastXtoXsoastKSpreadKofKSqRSXsoVXbKduringKtheKuarlyKupidemicKinKtheKUnitedKStatesZKCellWK2020WK
ahaWKii]XiifZee 56.2 235

86 qntiXtubercularKderivativesKofKrheinKrequireKactivationKbyKtheKmonoglycerideKlipaseKRv]ahcZKCellh
SurfaceWK2020WKfWKa]]]d] 4.8 1

85 wenomicKandKupidemiologicalKSurveillanceKofKZikaKVirusKinKtheKqmazonKRegionZKCellhReportsWK2020WK
c]WKbbgeXbbhcZeg 10.6 24

84
qKPilotKyntegrativeKqnalysisKofKsolonicKweneKuxpressionWKwutKMicrobiotaWKandKymmuneKynfiltrationKinK
PrimaryKSclerosingKsholangitisXynflammatoryKrowelKtiseasejKqssociationKofKtiseaseKWithKrileKqcidK
PathwaysZKJournalhofhCrohnrshandhColitisWK2020WKadWKiceXidg

1.5 36

83 soXinfectionsjKpotentiallyKlethalKandKunexploredKinKsOVytXaiZKLancethMicrobewhTheWK2020WKaWKeaa 22.2 187

82 wenomicKdetectionKofKaKvirusKlineageKreplacementKeventKofKdengueKvirusKserotypeKbKinKrrazilWKb]aiZK
MemoriashDohInstitutohOswaldohCruzWK2020WKaaeWKeai]dbc 2.6 10

81 ymportationKandKearlyKlocalKtransmissionKofKsOVytXaiKinKrrazilWKb]b]ZKRevistahDohInstitutohDeh
MedicinahTropicalhDehSaohPauloWK2020WKfbWKec] 2.2 50

80 PostXacuteKsOVytXaiKassociatedKwithKevidenceKofKbystanderKTXcellKactivationKandKaKrecurringK
antibioticXresistantKbacterialKpneumoniaZKELifeWK2020WKiWK 8.9 14

79 soastXtoXcoastKspreadKofKSqRSXsoVXbKinKtheKUnitedKStatesKrevealedKbyKgenomicKepidemiologyK2020WK 19

78 ymprovementsKtoKtheKqRTysKmultiplexKPsRKmethodKforKSqRSXsoVXbKgenomeKsequencingKusingK
nanoporeK2020WK 128

77 uvolutionKandKepidemicKspreadKofKSqRSXsoVXbKinKrrazilZKScienceWK2020WKcfiWKabeeXabf] 33.3 277

76 TelomereXtoXtelomereKassemblyKofKaKcompleteKhumanKXKchromosomeZKNatureWK2020WKeheWKgiXhd 50.4 269

75 ScreeningKfaecalKmicrobiotaKtransplantKdonorsKforKSqRSXsoVXbKbyKmolecularKtestingKofKstoolKisKtheK
safestKwayKforwardZKThehLancethGastroenterologyhandhHepatologyWK2020WKeWKeca 18.8 23

74 ReplyKtoKRurrorsKinKlongXreadKassembliesKcanKcriticallyKaffectKproteinKpredictionRZKNatureh
BiotechnologyWK2019WKcgWKabgXabh 44.5 18

(2019-2021)
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73 tevelopmentKofKaKwholeXcellKhighXthroughputKphenotypicKscreenKtoKidentifyKinhibitorsKofK
mycobacterialKaminoKacidKbiosynthesisZKFASEBhBioAdvancesWK2019WKaWKbdfXbed 2.8 6

72 UltraXdeepWKlongXreadKnanoporeKsequencingKofKmockKmicrobialKcommunityKstandardsZKGigaScienceWK
2019WKhWK 7.6 108

71 wenomicWKepidemiologicalKandKdigitalKsurveillanceKofKshikungunyaKvirusKinKtheKrrazilianKqmazonZK
PLoShNeglectedhTropicalhDiseasesWK2019WKacWKe]]]g]fe 4.8 37

70 qcbKwenomicKsurveillanceKofKZikaKvirusKtransmissionKinKtheKqmazonasKStateWKrrazilZKVirushEvolutionWK
2019WKeWK 3.7 78

69
STOPXsolitisKpilotKtrialKprotocoljKaKprospectiveWKopenXlabelWKrandomisedKpilotKstudyKtoKassessKtwoK
possibleKroutesKofKfaecalKmicrobiotaKtransplantKdeliveryKinKpatientsKwithKulcerativeKcolitisZKBMJhOpen
WK2019WKiWKe]c]fei

3 6

68 NanoporeKnativeKRNqKsequencingKofKaKhumanKpolySqTKtranscriptomeZKNaturehMethodsWK2019WKafWKabigXac]e21.6 198

67 qnKampliconXbasedKsequencingKframeworkKforKaccuratelyKmeasuringKintrahostKvirusKdiversityKusingK
PrimalSeqKandKiVarZKGenomehBiologyWK2019WKb]WKh 18.3 308

66 NanoporeKsequencingKandKassemblyKofKaKhumanKgenomeKwithKultraXlongKreadsZKNatureh
BiotechnologyWK2018WKcfWKcchXcde 44.5 968

65 TowardsKaKgenomicsXinformedWKrealXtimeWKglobalKpathogenKsurveillanceKsystemZKNaturehReviewsh
GeneticsWK2018WKaiWKiXb] 30.1 301

64 sompleteKslosedKwenomeKSequenceKofKNontoxigenicKynvasiveKbvZKmitisKStrainKySSKccaiZKGenomeh
AnnouncementsWK2018WKfWK 2

63 VirusKgenomesKrevealKfactorsKthatKspreadKandKsustainedKtheKubolaKepidemicZKNatureWK2017WKeddWKc]iXcae 50.4 238

62 wenomicKepidemiologyKrevealsKmultipleKintroductionsKofKZikaKvirusKintoKtheKUnitedKStatesZKNatureWK
2017WKedfWKd]aXd]e 50.4 235

61 MultiplexKPsRKmethodKforKMinyONKandKylluminaKsequencingKofKZikaKandKotherKvirusKgenomesK
directlyKfromKclinicalKsamplesZKNaturehProtocolsWK2017WKabWKabfaXabgf 18.8 529

60 ShotgunKmetagenomicsWKfromKsamplingKtoKanalysisZKNaturehBiotechnologyWK2017WKceWKhccXhdd 44.5 643

59 ynhibitingKmycobacterialKtryptophanKsynthaseKbyKtargetingKtheKinterXsubunitKinterfaceZKScientifich
ReportsWK2017WKgWKidc] 4.9 34

58 SequencingKaKpieceKofKhistoryjKcompleteKgenomeKsequenceKofKtheKoriginalKstrainZKMicrobialhGenomics
WK2017WKcWKmgen]]]a]f 4.4 23

57 ubolaKVirusKPersistenceKinKrreastKMilkKqfterKNoKReportedKyllnessjKqKLikelyKSourceKofKVirusK
TransmissionKvromKMotherKtoKshildZKClinicalhInfectioushDiseasesWK2017WKfdWKeacXeaf 11.6 63

56 ydentificationKofK™asqKasKtheKcellularKtargetKofKanKantiXtubercularKscaffoldZKNaturehCommunicationsWK
2016WKgWKabeha 17.4 51
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55 RealXtimeWKportableKgenomeKsequencingKforKubolaKsurveillanceZKNatureWK2016WKec]WKbbhXbcb 50.4 845

54 sLyMrKStheKsloudKynfrastructureKforKMicrobialKrioinformaticsTjKanKonlineKresourceKforKtheKmedicalK
microbiologyKcommunityZKMicrobialhGenomicsWK2016WKbWKe]]]]hf 4.4 105

53 UnusualKubolaKVirusKshainKofKTransmissionWKsonakryWKwuineaWKb]adXb]aeZKEmerginghInfectioush
DiseasesWK2016WKbbWKbadiXbaeb 10.2 17

52 MobileKrealXtimeKsurveillanceKofKZikaKvirusKinKrrazilZKGenomehMedicineWK2016WKhWKig 14.4 130

51 StaphylococcalKspeciesKheterogeneityKinKtheKnasalKmicrobiomeKfollowingKantibioticKprophylaxisK
revealedKbyKtufKgeneKdeepKsequencingZKMicrobiomeWK2016WKdWKfc 16.6 12

50 ResurgenceKofKubolaKVirusKtiseaseKinKwuineaKLinkedKtoKaKSurvivorKWithKVirusKPersistenceKinKSeminalK
vluidKforKMoreKThanKe]]KtaysZKClinicalhInfectioushDiseasesWK2016WKfcWKacecXacef 11.6 134

49 qKcompleteKbacterialKgenomeKassembledKdeKnovoKusingKonlyKnanoporeKsequencingKdataZKNatureh
MethodsWK2015WKabWKgccXe 21.6 783

48 RapidKdraftKsequencingKandKrealXtimeKnanoporeKsequencingKinKaKhospitalKoutbreakKofKSalmonellaZK
GenomehBiologyWK2015WKafWKaad 18.3 211

47 uighteenthXcenturyKgenomesKshowKthatKmixedKinfectionsKwereKcommonKatKtimeKofKpeakK
tuberculosisKinKuuropeZKNaturehCommunicationsWK2015WKfWKfgag 17.4 122

46 SuccessfulKtestKlaunchKforKnanoporeKsequencingZKNaturehMethodsWK2015WKabWKc]cXd 21.6 99

45 ParallelKevolutionaryKpathwaysKtoKantibioticKresistanceKselectedKbyKbiocideKexposureZKJournalhofh
AntimicrobialhChemotherapyWK2015WKg]WKbbdaXh 5.1 85

44 teletionsKinKaKribosomalKproteinXcodingKgeneKareKassociatedKwithKtigecyclineKresistanceKinK
unterococcusKfaeciumZKInternationalhJournalhofhAntimicrobialhAgentsWK2015WKdfWKegbXe 14.3 20

43 TwentyKyearsKofKbacterialKgenomeKsequencingZKNaturehReviewshMicrobiologyWK2015WKacWKghgXid 22.2 181

42 RealXtimeKdigitalKpathogenKsurveillanceKXKtheKtimeKisKnowZKGenomehBiologyWK2015WKafWKaee 18.3 91

41 MycobacterialKdihydrofolateKreductaseKinhibitorsKidentifiedKusingKchemogenomicKmethodsKandKinK
vitroKvalidationZKPLoShONEWK2015WKa]WKe]abadib 3.7 32

40 rinningKmetagenomicKcontigsKbyKcoverageKandKcompositionZKNaturehMethodsWK2014WKaaWKaaddXf 21.6 872

39 SeekingKtheKsourceKofKPseudomonasKaeruginosaKinfectionsKinKaKrecentlyKopenedKhospitaljKanK
observationalKstudyKusingKwholeXgenomeKsequencingZKBMJhOpenWK2014WKdWKe]]fbgh 3 69

38 sharacterizationKofKmutationsKinKtheKPqSKdomainKofKtheKuvgSKsensorKkinaseKselectedKbyKlaboratoryK
evolutionKforKacidKresistanceKinKuscherichiaKcoliZKMolecularhMicrobiologyWK2014WKicWKiaaXbg 4.1 32

(2014-2016)
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37 PoretoolsjKaKtoolkitKforKanalyzingKnanoporeKsequenceKdataZKBioinformaticsWK2014WKc]WKcciiXd]a 7.2 313

36 qKreferenceKbacterialKgenomeKdatasetKgeneratedKonKtheKMinyONâ�¢KportableKsingleXmoleculeK
nanoporeKsequencerZKGigaScienceWK2014WKcWKbb 7.6 168

35 riochemicalKandKstructuralKcharacterizationKofKmycobacterialKaspartylXtRNqKsynthetaseKqspSWKaK
promisingKTrKdrugKtargetZKPLoShONEWK2014WKiWKeaacefh 3.7 23

34
qKcultureXindependentKsequenceXbasedKmetagenomicsKapproachKtoKtheKinvestigationKofKanK
outbreakKofKShigaXtoxigenicKuscherichiaKcoliKOa]djxdZKJAMAhyhJournalhofhthehAmericanhMedicalh
AssociationWK2013WKc]iWKae]bXa]

27.4 226

33 uxtremeKgeneticKfragilityKofKtheKxyVXaKcapsidZKPLoShPathogensWK2013WKiWKea]]cdfa 7.6 134

32 slonalKexpansionKwithinKpneumococcalKserotypeKfsKafterKuseKofKsevenXvalentKvaccineZKPLoShONEWK
2013WKhWKefdgca 3.7 20

31
Tetrahydropyrazolo[aWeXa]pyrimidineXcXcarboxamideKandK
NXbenzylXfRWgRXdihydrospiro[piperidineXdWdRXthieno[cWbXc]pyran]KanaloguesKwithKbactericidalKefficacyK
againstKMycobacteriumKtuberculosisKtargetingKMmpLcZKPLoShONEWK2013WKhWKef]icc

3.7 103

30 tefiningKbacterialKspeciesKinKtheKgenomicKerajKinsightsKfromKtheKgenusKqcinetobacterZKBMCh
MicrobiologyWK2012WKabWKc]b 4.5 138

29 xighXthroughputKbacterialKgenomeKsequencingjKanKembarrassmentKofKchoiceWKaKworldKofK
opportunityZKNaturehReviewshMicrobiologyWK2012WKa]WKeiiXf]f 22.2 326

28 PerformanceKcomparisonKofKbenchtopKhighXthroughputKsequencingKplatformsZKNatureh
BiotechnologyWK2012WKc]WKdcdXi 44.5 1035

27 ydentificationKofKnovelKimidazo[aWbXa]pyridineKinhibitorsKtargetingKMZKtuberculosisKQcrrZKPLoShONEWK
2012WKgWKeebiea 3.7 135

26 OpenXsourceKgenomicKanalysisKofKShigaXtoxinXproducingKuZKcoliKOa]djxdZKNewhEnglandhJournalhofh
MedicineWK2011WKcfeWKgahXbd 59.2 340

25 salculatingKorthologsKinKbacteriaKandKqrchaeajKaKdivideKandKconquerKapproachZKPLoShONEWK2011WKfWKebhchh3.7 9

24 qreKdiagnosticKandKpublicKhealthKbacteriologyKreadyKtoKbecomeKbranchesKofKgenomicKmedicineoZK
GenomehMedicineWK2011WKcWKec 14.4 17

23 wenomeKsequencesKofKthreeKqcinetobacterKbaumanniiKstrainsKassignedKtoKtheKmultilocusKsequenceK
typingKgenotypesKSTbWKSTbeWKandKSTghZKJournalhofhBacteriologyWK2011WKaicWKbceiXf] 3.5 16

22 sompleteKgenomeKsequenceKofKtheKsrohnRsKdiseaseXassociatedKadherentXinvasiveKuscherichiaKcoliK
strainKxMf]eZKJournalhofhBacteriologyWK2011WKaicWKded] 3.5 34

21 xighXthroughputKsequencingKandKclinicalKmicrobiologyjKprogressWKopportunitiesKandKchallengesZK
CurrenthOpinionhinhMicrobiologyWK2010WKacWKfbeXca 7.9 106

20 untrezqzqXjKdirectKwebKbrowserKaccessKtoKtheKuntrezKProgrammingKUtilitiesZKSourcehCodehforh
BiologyhandhMedicineWK2010WKeWKf 1.9 0
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19 TheKcompleteKgenomeKandKproteomeKofKLaribacterKhongkongensisKrevealKpotentialKmechanismsKforK
adaptationsKtoKdifferentKtemperaturesKandKhabitatsZKPLoShGeneticsWK2009WKeWKea]]]daf 6 45

18 NextXgenerationKsequencingXXtheKpromiseKandKperilsKofKchartingKtheKgreatKmicrobialKunknownZK
MicrobialhEcologyWK2009WKegWKaXc 4.4 27

17 racterialKflagellarKdiversityKandKevolutionjKseekKsimplicityKandKdistrustKitoZKTrendshinhMicrobiologyWK
2009WKagWKaXe 12.4 28

16 MicrobialKTyRKdomainsjKnotKnecessarilyKagentsKofKsubversionoZKTrendshinhMicrobiologyWK2009WKagWKcicXh 12.4 45

15 xrqSubjKaKcomprehensiveKresourceKforKcomparativeKbacterialKgenomicsZKNucleichAcidshResearchWK
2008WKcfWKtedcXf 20.1 113

14 qnKabundanceKofKbacterialKqtPXribosyltransferasesXXimplicationsKforKtheKoriginKofKexotoxinsKandK
theirKhumanKhomologuesZKTrendshinhMicrobiologyWK2001WKiWKc]bXgkKdiscussionKc]h 12.4 60

13 sLyMrKStheKsloudKynfrastructureKforKMicrobialKrioinformaticsTjKanKonlineKresourceKforKtheKmedicalK
microbiologyKcommunity 4

12 teKnovoydentificationKofKtNqKModificationsKunabledKbyKwenomeXwuidedKNanoporeKSignalKProcessing 107

11 MultiplexKPsRKmethodKforKMinyONKandKylluminaKsequencingKofKZikaKandKotherKvirusKgenomesK
directlyKfromKclinicalKsamples 6

10 uvolutionKandKepidemicKspreadKofKSqRSXsoVXbKinKrrazil 6

9 MqzORqjKsontinuousKintegrationKsupportingKdecentralisedKsequencingKforKSqRSXsoVXbKgenomicKsurveillance 11

8 ustablishmentKQKlineageKdynamicsKofKtheKSqRSXsoVXbKepidemicKinKtheKU™ 9

7 qnKampliconXbasedKsequencingKframeworkKforKaccuratelyKmeasuringKintrahostKvirusKdiversityKusingK
PrimalSeqKandKiVar 7

6 NanoporeKnativeKRNqKsequencingKofKaKhumanKpolySqTKtranscriptome 49

5 UltraXdeepWKlongXreadKnanoporeKsequencingKofKmockKmicrobialKcommunityKstandards 5

4 TelomereXtoXtelomereKassemblyKofKaKcompleteKhumanKXKchromosome 45

3 VirusKgenomesKrevealKtheKfactorsKthatKspreadKandKsustainedKtheKWestKqfricanKubolaKepidemic 2

2 RapidKviralKmetagenomicsKusingKSMqRTXiNKamplificationKandKnanoporeKsequencingZKWellcomehOpenh
ResearchWfWKbda 4.8 2

(-2009)
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1 TheKoriginsKandKmolecularKevolutionKofKSqRSXsoVXbKlineageKrZaZaZgKinKtheKU™ 2

Nicholas J Loman

8


