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l Paper IF Citations

88 WholebgenomeMsequencingMtoMdelineateMMycobacteriumMtuberculosisMoutbreaksoMaMretrospectiveM
observationalMstudycMLancetgInfectiousgDiseasesvgTheaM2013aMfhaMfhlbik 25.5 615

87 TransformingMclinicalMmicrobiologyMwithMbacterialMgenomeMsequencingcMNaturegReviewsgGeneticsaM
2012aMfhaMkefbkfg 30.1 508

86 yiverseMsourcesMofMxcMdifficileMinfectionMidentifiedMonMwholebgenomeMsequencingcMNewgEnglandg
JournalgofgMedicineaM2013aMhknaMffnjbgej 59.2 471

85 yriveMagainstMhotspotMmotifsMinMprimatesMimplicatesMtheMPRyMnMgeneMinMmeioticMrecombinationcM
ScienceaM2010aMhglaMmlkbn 33.3 465

84 WholebgenomeMsequencingMforMpredictionMofMMycobacteriumMtuberculosisMdrugMsusceptibilityMandM
resistanceoMaMretrospectiveMcohortMstudycMLancetgInfectiousgDiseasesvgTheaM2015aMfjaMffnhbfgeg 25.5 391

83 MultilocusMsequenceMtypingMofMxlostridiumMdifficilecMJournalgofgClinicalgMicrobiologyaM2010aMimaMllebm 9.7 310

82 StructuralMRemodelingMofMtheMβumanMxolonicMMesenchymeMinMInflammatoryMwowelMyiseasecMCellaM
2018aMfljaMhlgbhmkcefl 56.2 224

81 vMfinebscaleMchimpanzeeMgeneticMmapMfromMpopulationMsequencingcMScienceaM2012aMhhkaMfnhbm 33.3 218

80 MinIONMvnalysisMandMReferenceMxonsortiumoMPhaseMfMdataMreleaseMandManalysiscMF1000ResearchaM
2015aMiaMfelj 3.6 210

79 MultipleMinstancesMofMancientMbalancingMselectionMsharedMbetweenMhumansMandMchimpanzeescM
ScienceaM2013aMhhnaMfjlmbmg 33.3 204

78 zvolutionaryMdynamicsMofMStaphylococcusMaureusMduringMprogressionMfromMcarriageMtoMdiseasecM
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaaM2012aMfenaMijjebj 11.5 195

77 MicroevolutionaryManalysisMofMxlostridiumMdifficileMgenomesMtoMinvestigateMtransmissioncMGenomeg
BiologyaM2012aMfhaMRffm 18.3 151

76 zvolutionMandMdiversityMinMhumanMherpesMsimplexMvirusMgenomescMJournalgofgVirologyaM2014aMmmaMfgenbgl 6.6 141

75 WithinbhostMevolutionMofMStaphylococcusMaureusMduringMasymptomaticMcarriagecMPLoSgONEaM2013aMmaMekfhfn3.7 141

74 WholebgenomeMsequencingMshowsMthatMpatientbtobpatientMtransmissionMrarelyMaccountsMforM
acquisitionMofMStaphylococcusMaureusMinManMintensiveMcareMunitcMClinicalgInfectiousgDiseasesaM2014aMjmaMkenbfm11.6 112

73 ImprovedMworkflowsMforMhighMthroughputMlibraryMpreparationMusingMtheMtransposomebbasedMNexteraM
systemcMBMCgBiotechnologyaM2013aMfhaMfei 3.5 106

72 RecombinationMandMpopulationMstructureMinMSalmonellaMentericacMPLoSgGeneticsaM2011aMlaMefeegfnf 6 105
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71 PeopleMofMtheMwritishMIslesoMpreliminaryManalysisMofMgenotypesMandMsurnamesMinMaMUKbcontrolM
populationcMEuropeangJournalgofgHumangGeneticsaM2012aMgeaMgehbfe 5.3 91

70 MobileMelementsMdriveMrecombinationMhotspotsMinMtheMcoreMgenomeMofMStaphylococcusMaureuscM
NaturegCommunicationsaM2014aMjaMhnjk 17.4 90

69 SequencingMofMhumanMgenomesMwithMnanoporeMtechnologycMNaturegCommunicationsaM2019aMfeaMfmkn 17.4 89

68 zcologicalMOverlapMandMβorizontalMαeneMTransferMinMStaphylococcusMaureusMandMStaphylococcusM
epidermidiscMGenomegBiologygandgEvolutionaM2015aMlaMfhfhbgm 3.9 86

67 ReproducibilityMofMMolecularMPhenotypesMafterMLongbTermMyifferentiationMto´ βumanMiPSxbyerivedM
NeuronsoMvMMultibSiteMOmicsMStudycMStemgCellgReportsaM2018aMffaMmnlbnff 8 84

66 PneumococcalMgenomeMsequencingMtracksMaMvaccineMescapeMvariantMformedMthroughMaM
multibfragmentMrecombinationMeventcMNaturegGeneticsaM2012aMiiaMhjgbj 36.3 82

65 αenomebtobgenomeManalysisMhighlightsMtheMeffectMofMtheMhumanMinnateMandMadaptiveMimmuneM
systemsMonMtheMhepatitisMxMviruscMNaturegGeneticsaM2017aMinaMkkkbklh 36.3 81

64 xomparisonMofMNextbαenerationMSequencingMTechnologiesMforMxomprehensiveMvssessmentMofM
 ullbLengthMβepatitisMxMViralMαenomescMJournalgofgClinicalgMicrobiologyaM2016aMjiaMgilebmi 9.7 78

63 zvolutionaryMTradebOffsMUnderlieMtheMMultibfacetedMVirulenceMofMStaphylococcusMaureuscMPLoSg
BiologyaM2015aMfhaMefeegggn 9.7 76

62 yiseasebassociatedMgenotypesMofMtheMcommensalMskinMbacteriumMStaphylococcusMepidermidiscM
NaturegCommunicationsaM2018aMnaMjehi 17.4 71

61 βighMrecombinationMrateMinMherpesMsimplexMvirusMtypeMfMnaturalMpopulationsMsuggestsMsignificantM
cobinfectioncMInfectionvgGeneticsgandgEvolutionaM2004aMiaMffjbgh 4.5 70

60 SinglebxellMSequencingMofMiPSxbyopamineMNeuronsMReconstructsMyiseaseMProgressionMandMIdentifiesM
βyvxiMasMaMRegulatorMofMParkinsonMxellMPhenotypescMCellgStemgCellaM2019aMgiaMnhbfekcek 18 67

59
vssessingMsimilarityMtoMprimaryMtissueMandMcorticalMlayerMidentityMinMinducedMpluripotentMstemM
cellbderivedMcorticalMneuronsMthroughMsinglebcellMtranscriptomicscMHumangMoleculargGeneticsaM2016aM
gjaMnmnbfeee

5.6 64

58 αenomebwideMassociationMmappingMinMbacteriatcMTrendsgingMicrobiologyaM2006aMfiaMhjhbj 12.4 60

57 αenomicMzpidemiologyMReconstructsMtheMIntroductionMandMSpreadMofMZikaMVirusMinMxentralMvmericaM
andMMexicocMCellgHostgandgMicrobeaM2018aMghaMmjjbmkicel 23.4 60

56 vMsinglebcellMatlasMofMtheMhumanMsubstantiaMnigraMrevealsMcellbspecificMpathwaysMassociatedMwithM
neurologicalMdisorderscMNaturegCommunicationsaM2020aMffaMifmh 17.4 59

55 SevereMinfectionsMemergeMfromMcommensalMbacteriaMbyMadaptiveMevolutioncMELifeaM2017aMkaM 8.9 55

54 xellularM˛–bsynucleinMpathologyMisMassociatedMwithMbioenergeticMdysfunctionMinMParkinsonTsM
iPSxbderivedMdopamineMneuronscMHumangMoleculargGeneticsaM2019aMgmaMgeefbgefh 5.6 55
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53  actorsMinfluencingMmeioticMrecombinationMrevealedMbyMwholebgenomeMsequencingMofMsingleMspermcM
ScienceaM2019aMhkhaM 33.3 54

52 vMmodifiedMRNvbSeqMapproachMforMwholeMgenomeMsequencingMofMRNvMvirusesMfromMfaecalMandMbloodM
samplescMPLoSgONEaM2013aMmaMekkfgn 3.7 52

51 RecombinationMinMhumanMherpesvirusbmMstrainsMfromMUgandaMandMevolutionMofMtheMKfjMgenecMJournalg
ofgGeneralgVirologyaM2001aMmgaMghnhbgiei 4.9 50

50 TranscriptomicMprofilingMofMpurifiedMpatientbderivedMdopamineMneuronsMidentifiesMconvergentM
perturbationsMandMtherapeuticsMforMParkinsonTsMdiseasecMHumangMoleculargGeneticsaM2017aMgkaMjjgbjkk 5.6 47

49 SinglebcellMatlasMofMcolonicMxymMTMcellsMinMulcerativeMcolitiscMNaturegMedicineaM2020aMgkaMfimebfine 50.5 46

48 αenomicMtoolsMforMevolutionMandMconservationMinMtheMchimpanzeeoMPanMtroglodytesMelliotiMisMaM
geneticallyMdistinctMpopulationcMPLoSgGeneticsaM2012aMmaMefeegjei 6 45

47 zvidenceMforMtheMevolutionaryMstepsMleadingMtoMmecvbmediatedM˛†blactamMresistanceMinMstaphylococcicM
PLoSgGeneticsaM2017aMfhaMefeekkli 6 44

46 ResistanceManalysisMofMgenotypeMhMhepatitisMxMvirusMindicatesMsubtypesMinherentlyMresistantMtoM
nonstructuralMproteinMjvMinhibitorscMHepatologyaM2019aMknaMfmkfbfmlg 11.2 43

45 IlluminaMandMNanoporeMmethodsMforMwholeMgenomeMsequencingMofMhepatitisMwMvirusMUβwVVcMScientificg
ReportsaM2019aMnaMlemf 4.9 41

44 vMpracticalMsolutionMforMpreservingMsingleMcellsMforMRNvMsequencingcMScientificgReportsaM2018aMmaMgfjf 4.9 41

43 zvolutionaryMOriginMofMtheMStaphylococcalMxassetteMxhromosomeMUSxxVcMAntimicrobialgAgentsgandg
ChemotherapyaM2017aMkfaM 5.9 39

42 MicroRNvMexpressionMinMabdominalMandMglutealMadiposeMtissueMisMassociatedMwithMmRNvMexpressionM
levelsMandMpartlyMgeneticallyMdrivencMPLoSgONEaM2011aMkaMeglhhm 3.7 39

41 vebSzQoMRobustaMunbiasedMenrichmentMforMstreamlinedMdetectionMandMwholebgenomeMsequencingMofM
βxVMandMotherMhighlyMdiverseMpathogenscMF1000ResearchaM2015aMiaMfekg 3.6 39

40 zvolutionaryMdynamicsMofMrevealsMcomplexMgenomicMrelationshipsMbetweenMisolatesMwithM
independentMemergenceMofMvancomycinMresistancecMMicrobialgGenomicsaM2016aMgaM 4.4 37

39 yynamicsMofMacquisitionMandMlossMofMcarriageMofMStaphylococcusMaureusMstrainsMinMtheMcommunityoMtheM
effectMofMclonalMcomplexcMJournalgofgInfectionaM2014aMkmaMigkbhn 18.9 36

38 wiofilmMMorphotypesMandMPopulationMStructureMamongMStaphylococcusMepidermidisMfromM
xommensalMandMxlinicalMSamplescMPLoSgONEaM2016aMffaMeefjfgie 3.7 34

37 zvaluationMofMViremiaM requenciesMofMaMNovelMβumanMPegivirusMbyMUsingMwioinformaticMScreeningM
andMPxRcMEmerginggInfectiousgDiseasesaM2016aMggaMklfbm 10.2 34

36 PantonbValentineMleucocidinMisMtheMkeyMdeterminantMofMpyomyositisMinMaMbacterialMαWvScMELifeaM2019aM
maM 8.9 30
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35 RecombinationbMediatedMβostMvdaptationMbyMvvianMStaphylococcusMaureuscMGenomegBiologygandg
EvolutionaM2017aMnaMmhebmig 3.9 29

34 QuantifyingMβIVMtransmissionMflowMbetweenMhighbprevalenceMhotspotsMandMsurroundingM
communitiesoMaMpopulationbbasedMstudyMinMRakaiaMUgandacMLancetgHIVvtheaM2020aMlaMeflhbefmh 7.8 26

33 xharacterizationMofMβepatitisMxMVirusMRecombinationMinMxameroonMbyMUseMofMNonspecificM
NextbαenerationMSequencingcMJournalgofgClinicalgMicrobiologyaM2015aMjhaMhfjjbki 9.7 25

32 LineagebspecificMplasmidMacquisitionMandMtheMevolutionMofMspecializedMpathogensMinMwacillusM
thuringiensisMandMtheMwacillusMcereusMgroupcMMoleculargEcologyaM2018aMglaMfjgibfjie 5.7 25

31 PatternsMofMzurasianMβSVbfMmolecularMdiversityMandMinferencesMofMhumanMmigrationscMInfectionvg
GeneticsgandgEvolutionaM2006aMkaMkhbli 4.5 21

30 LongbreadMwholeMgenomeMsequencingMandMcomparativeManalysisMofMsixMstrainsMofMtheMhumanM
pathogenMOrientiaMtsutsugamushicMPLoSgNeglectedgTropicalgDiseasesaM2018aMfgaMeeeekjkk 4.8 18

29 InterferonMlambdaMiMimpactsMtheMgeneticMdiversityMofMhepatitisMxMviruscMELifeaM2019aMmaM 8.9 17

28 InsightsMintoMPlatypusMPopulationMStructureMandMβistoryMfromMWholebαenomeMSequencingcMMolecularg
BiologygandgEvolutionaM2018aMhjaMfghmbfgjg 8.3 15

27 ImpactMofMInterferonMLambdaMiMαenotypeMonMInterferonbStimulatedMαeneMzxpressionMyuringM
yirectbvctingMvntiviralMTherapyMforMβepatitisMxcMHepatologyaM2018aMkmaMmjnbmlf 11.2 15

26 vMxomprehensiveMαenomicsMSolutionMforMβIVMSurveillanceMandMxlinicalMMonitoringMinMLowbIncomeM
SettingscMJournalgofgClinicalgMicrobiologyaM2020aMjmaM 9.7 15

25 TheMnatureMandMnurtureMofMcellMheterogeneityoMaccountingMforMmacrophageMgenebenvironmentM
interactionsMwithMsinglebcellMRNvbSeqcMBMCgGenomicsaM2017aMfmaMjh 4.5 13

24 vnalysisMofMyifferentiationMProtocolsMyefinesMaMxommonMPancreaticMProgenitorMMolecularMSignatureM
andMαuidesMRefinementMofMzndocrineMyifferentiationcMStemgCellgReportsaM2020aMfiaMfhmbfjh 8 13

23 OxfordMNanoporeMMinIONMSequencingMznablesMRapidMWholeMαenomeMvssemblyMofMinMaM
ResourcebLimitedMSettingcMAmericangJournalgofgTropicalgMedicinegandgHygieneaM2020aMfegaMiembifi 3.2 11

22 βighbresolutionMtranscriptionalMlandscapeMofMxenobfreeMhumanMinducedMpluripotentMstemM
cellbderivedMcerebellarMorganoidscMScientificgReportsaM2021aMffaMfgnjn 4.9 9

21 TargetedMmetagenomicMsequencingMenhancesMtheMidentificationMofMpathogensMassociatedMwithMacuteMinfection 7

20 ProlongedMZikaMVirusMRNvMyetectionMinMSemenMofMImmunosuppressedMPatientcMEmerginggInfectiousg
DiseasesaM2019aMgjaMfjnmbfkee 10.2 6

19 TargetedMRNvMsequencingMenhancesMgeneMexpressionMprofilingMofMultrablowMinputMsamplescMRNAg
BiologyaM2020aMflaMflifbfljh 4.8 5

18
xharacterizationMofMhepatitisMxMvirusMresistanceMtoMgrazoprevirMrevealsMcomplexMpatternsMofM
mutationsMfollowingMonbtreatmentMbreakthroughMthatMareMnotMobservedMatMrelapsecMInfectiongandg
DruggResistanceaM2018aMffaMfffnbffhj

4.2 5
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17 PerformanceMofMaMhighbthroughputMnextbgenerationMsequencingMmethodMforManalysisMofMβIVMdrugM
resistanceMandMviralMloadcMJournalgofgAntimicrobialgChemotherapyaM2020aMljaMhjfebhjfk 5.1 5

16
zpsteinbwarrMvirusMreactivationMinMsepsisMdueMtoMcommunitybacquiredMpneumoniaMisMassociatedMwithM
increasedMmorbidityMandManMimmunosuppressedMhostMtranscriptomicMendotypecMScientificgReportsaM
2020aMfeaMnmhm

4.9 4

15 SevereMinfectionsMemergeMfromMtheMmicrobiomeMbyMadaptiveMevolution 4

14 TechnicalMValidationMofMaMβepatitisMxMVirusMWholeMαenomeMSequencingMvssayMforMyetectionMofM
αenotypeMandMvntiviralMResistanceMinMtheMxlinicalMPathwaycMFrontiersgingMicrobiologyaM2020aMffaMjlkjlg 5.7 4

13 SimultaneousMViralMWholebαenomeMSequencingMandMyifferentialMzxpressionMProfilingMinMRespiratoryM
SyncytialMVirusMInfectionMofMInfantscMJournalgofgInfectiousgDiseasesaM2020aMgggaMSkkkbSklf 7 4

12 ViralMgenomeMwideMassociationMstudyMidentifiesMnovelMhepatitisMxMvirusMpolymorphismsMassociatedM
withMsofosbuvirMtreatmentMfailurecMNaturegCommunicationsaM2021aMfgaMkfej 17.4 3

11 NegativeMregulationMofMvxzgMbyMinterferonsMinMvivoMandMitsMgeneticMcontrol 3

10 vMcomprehensiveMgenomicsMsolutionMforMβIVMsurveillanceMandMclinicalMmonitoringMinMaMglobalMhealthMsetting 3

9 ShortMandMlongbreadMgenomeMsequencingMmethodologiesMforMsomaticMvariantMdetectionpMgenomicM
analysisMofMaMpatientMwithMdiffuseMlargeMwbcellMlymphomacMScientificgReportsaM2021aMffaMkiem 4.9 3

8 yistinctMpatternsMofMwithinbhostMvirusMpopulationsMbetweenMtwoMsubgroupsMofMhumanMrespiratoryM
syncytialMviruscMNaturegCommunicationsaM2021aMfgaMjfgj 17.4 3

7 IlluminaMandMNanoporeMmethodsMforMwholeMgenomeMsequencingMofMhepatitisMwMvirusMUβwVV 2

6 TargetedMcaptureMandMsequencingMofMOrientiaMtsutsugamushiMgenomesMfromMchiggersMandMhumanscM
InfectionvgGeneticsgandgEvolutionaM2021aMnfaMfeimfm 4.5 2

5 yualMRNvMsequencingMrevealsMdendriticMcellMreprogrammingMinMresponseMtoMtyphoidalMSalmonellaM
invasionccMCommunicationsgBiologyaM2022aMjaMfff 6.7 0

4 xaseMReportoMvpplicationMofMhepatitisMwMvirusMUβwVVMdeepMsequencingMtoMdistinguishMbetweenMacuteM
andMchronicMinfectioncMWellcomegOpengResearchaM2020aMjaMgie 4.8 0

3 InMvivoMnegativeMregulationMofMSvRSbxoVbgMreceptoraMvxzgaMbyMinterferonsMandMitsMgeneticMcontrolcM
WellcomegOpengResearchakaMil 4.8 0

2 TargetedMsinglebcellMRNvMsequencingMofMtranscriptionMfactorsMenhancesMtheMidentificationMofMcellM
typesMandMtrajectoriescMGenomegResearchaM2021aMhfaMfeknbfemf 9.7 0

1 xaseMReportoMvpplicationMofMhepatitisMwMvirusMUβwVVMdeepMsequencingMtoMdistinguishMbetweenMacuteM
andMchronicMinfectioncMWellcomegOpengResearchaM2020aMjaMgie 4.8
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