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n Paper IF Citations

284 WholeXgenomeKsequencingKtoKdelineateKMycobacteriumKtuberculosisKoutbreaksjKaKretrospectiveK
observationalKstudyYKLancetfInfectiousfDiseasesufTheWK2013WKacWKacgXdf 25.5 615

283 uvidenceKofKescapeKofKSqRSXsoVXbKvariantKrYaYceaKfromKnaturalKandKvaccineXinducedKseraYKCellWK2021
WKahdWKbcdhXbcfaYef 56.2 549

282
vidaxomicinKversusKvancomycinKforKinfectionKwithKslostridiumKdifficileKinKuuropeWKsanadaWKandKtheK
USqjKaKdoubleXblindWKnonXinferiorityWKrandomisedKcontrolledKtrialYKLancetfInfectiousfDiseasesufTheWK
2012WKabWKbhaXi

25.5 513

281 TransformingKclinicalKmicrobiologyKwithKbacterialKgenomeKsequencingYKNaturefReviewsfGeneticsWK
2012WKacWKf^aXfab 30.1 508

280 qntibodyKStatusKandKyncidenceKofKSqRSXsoVXbKynfectionKinKxealthKsareKWorkersYKNewfEnglandf
JournalfoffMedicineWK2021WKchdWKeccXed^ 59.2 482

279 tiverseKsourcesKofKsYKdifficileKinfectionKidentifiedKonKwholeXgenomeKsequencingYKNewfEnglandf
JournalfoffMedicineWK2013WKcfiWKaaieXb^e 59.2 471

278 WholeXgenomeKsequencingKforKpredictionKofKMycobacteriumKtuberculosisKdrugKsusceptibilityKandK
resistancejKaKretrospectiveKcohortKstudyYKLancetfInfectiousfDiseasesufTheWK2015WKaeWKaaicXab^b 25.5 391

277 RapidKantibioticXresistanceKpredictionsKfromKgenomeKsequenceKdataKforKStaphylococcusKaureusKandK
MycobacteriumKtuberculosisYKNaturefCommunicationsWK2015WKfWKa^^fc 17.4 348

276 tifferencesKinKoutcomeKaccordingKtoKslostridiumKdifficileKtestingKmethodjKaKprospectiveKmulticentreK
diagnosticKvalidationKstudyKofKsKdifficileKinfectionYKLancetfInfectiousfDiseasesufTheWK2013WKacWKicfXde 25.5 320

275 MultilocusKsequenceKtypingKofKslostridiumKdifficileYKJournalfoffClinicalfMicrobiologyWK2010WKdhWKgg^Xh 9.7 310

274 ReducedKneutralizationKofKSqRSXsoVXbKrYaYfagKbyKvaccineKandKconvalescentKserumYKCellWK2021WKahdWKdbb^XdbcfYeac56.2 296

273 qntibodyKevasionKbyKtheKPYaKstrainKofKSqRSXsoVXbYKCellWK2021WKahdWKbiciXbiedYei 56.2 281

272 ReducedKneutralizationKofKSqRSXsoVXbKrYaYaYgKvariantKbyKconvalescentKandKvaccineKseraYKCellWK2021WK
ahdWKbb^aXbbaaYeg 56.2 269

271 PredictionKofKSusceptibilityKtoKvirstXLineKTuberculosisKtrugsKbyKtNqKSequencingYKNewfEnglandf
JournalfoffMedicineWK2018WKcgiWKad^cXadae 59.2 243

270 WithinXhostKevolutionKofKbacterialKpathogensYKNaturefReviewsfMicrobiologyWK2016WKadWKae^Xfb 22.2 239

269 SameXtayKtiagnosticKandKSurveillanceKtataKforKTuberculosisKviaKWholeXwenomeKSequencingKofK
tirectKRespiratoryKSamplesYKJournalfoffClinicalfMicrobiologyWK2017WKeeWKabheXabih 9.7 221

268 RapidWKcomprehensiveWKandKaffordableKmycobacterialKdiagnosisKwithKwholeXgenomeKsequencingjKaK
prospectiveKstudyYKLancetfRespiratoryfMedicineutheWK2016WKdWKdiXeh 35.1 216

Derrick W Crook

2



267 qKsandidaKaurisKOutbreakKandKytsKsontrolKinKanKyntensiveKsareKSettingYKNewfEnglandfJournalfoff
MedicineWK2018WKcgiWKacbbXacca 59.2 213

266 PerformanceKcharacteristicsKofKfiveKimmunoassaysKforKSqRSXsoVXbjKaKheadXtoXheadKbenchmarkK
comparisonYKLancetfInfectiousfDiseasesufTheWK2020WKb^WKaci^Xad^^ 25.5 212

265 uffectsKofKcontrolKinterventionsKonKslostridiumKdifficileKinfectionKinKunglandjKanKobservationalK
studyYKLancetfInfectiousfDiseasesufTheWK2017WKagWKdaaXdba 25.5 202

264 uvolutionaryKxistoryKofKtheKwlobalKumergenceKofKtheKuscherichiaKcoliKupidemicKsloneKSTacaYKMBioWK
2016WKgWKe^bafb 7.8 200

263 qKstandardisedKmethodKforKinterpretingKtheKassociationKbetweenKmutationsKandKphenotypicKdrugK
resistanceKinYKEuropeanfRespiratoryfJournalWK2017WKe^WK 13.6 198

262 qKpilotKstudyKofKrapidKbenchtopKsequencingKofKStaphylococcusKaureusKandKslostridiumKdifficileKforK
outbreakKdetectionKandKsurveillanceYKBMJfOpenWK2012WKbWK 3 197

261 uvolutionaryKdynamicsKofKStaphylococcusKaureusKduringKprogressionKfromKcarriageKtoKdiseaseYK
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaWK2012WKa^iWKdee^Xe 11.5 195

260 vidaxomicinKversusKvancomycinKforKslostridiumKdifficileKinfectionjKmetaXanalysisKofKpivotalK
randomizedKcontrolledKtrialsYKClinicalfInfectiousfDiseasesWK2012WKeeKSupplKbWKSicXa^c 11.6 188

259 sharacterisationKofKslostridiumKdifficileKhospitalKwardXbasedKtransmissionKusingKextensiveK
epidemiologicalKdataKandKmolecularKtypingYKPLoSfMedicineWK2012WKiWKea^^aagb 11.6 172

258 ydentificationKofKriomarkersKforKtifferentiationKofKxypervirulentK lebsiellaKpneumoniaeKfromK
slassicalK YKpneumoniaeYKJournalfoffClinicalfMicrobiologyWK2018WKefWK 9.7 170

257 RelationshipKbetweenKbacterialKstrainKtypeWKhostKbiomarkersWKandKmortalityKinKslostridiumKdifficileK
infectionYKClinicalfInfectiousfDiseasesWK2013WKefWKaehiXf^^ 11.6 167

256 NestedKRussianKtollXLikeKweneticKMobilityKtrivesKRapidKtisseminationKofKtheKsarbapenemK
ResistanceKweneKbla PsYKAntimicrobialfAgentsfandfChemotherapyWK2016WKf^WKcgfgXgh 5.9 166

255 uffectKofKteltaKvariantKonKviralKburdenKandKvaccineKeffectivenessKagainstKnewKSqRSXsoVXbKinfectionsK
inKtheKU YKNaturefMedicineWK2021WK 50.5 162

254 wonorrhoeaKtreatmentKfailureKcausedKbyKaKstrainKwithKcombinedKceftriaxoneKandKhighXlevelK
azithromycinKresistanceWKunglandWKvebruaryKb^ahYKEurosurveillanceWK2018WKbcWK 19.8 160

253 SqRSXsoVXbKOmicronXrYaYaYebiKleadsKtoKwidespreadKescapeKfromKneutralizingKantibodyKresponsesYYK
CellWK2022WK 56.2 154

252 MicroevolutionaryKanalysisKofKslostridiumKdifficileKgenomesKtoKinvestigateKtransmissionYKGenomef
BiologyWK2012WKacWKRaah 18.3 151

251
TheKxospitalKWaterKunvironmentKasKaKReservoirKforKsarbapenemXResistantKOrganismsKsausingK
xospitalXqcquiredKynfectionsXqKSystematicKReviewKofKtheKLiteratureYKClinicalfInfectiousfDiseasesWK
2017WKfdWKadceXaddd

11.6 149

250 qssessmentKofKMycobacteriumKtuberculosisKtransmissionKinKOxfordshireWKU WKb^^gXabWKwithKwholeK
pathogenKgenomeKsequencesjKanKobservationalKstudyYKLancetfRespiratoryfMedicineutheWK2014WKbWKbheXbib 35.1 149
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249 ydentifyingKlineageKeffectsKwhenKcontrollingKforKpopulationKstructureKimprovesKpowerKinKbacterialK
associationKstudiesYKNaturefMicrobiologyWK2016WKaWKaf^da 26.6 143

248 mcrXaKandKmcrXbKvariantKgenesKidentifiedKinKMoraxellaKspeciesKisolatedKfromKpigsKinKwreatKrritainK
fromKb^adKtoKb^aeYKJournalfoffAntimicrobialfChemotherapyWK2017WKgbWKbgdeXbgdi 5.1 143

247 WithinXhostKevolutionKofKStaphylococcusKaureusKduringKasymptomaticKcarriageYKPLoSfONEWK2013WKhWKefacai3.7 141

246 wlobalKoutbreakKofKsevereKMycobacteriumKchimaeraKdiseaseKafterKcardiacKsurgeryjKaKmolecularK
epidemiologicalKstudyYKLancetfInfectiousfDiseasesufTheWK2017WKagWKa^ccXa^da 25.5 136

245 slinicalKslostridiumKdifficilejKclonalityKandKpathogenicityKlocusKdiversityYKPLoSfONEWK2011WKfWKeaiiic 3.7 131

244 uvolutionaryKhistoryKofKtheKslostridiumKdifficileKpathogenicityKlocusYKGenomefBiologyfandfEvolutionWK
2014WKfWKcfXeb 3.9 123

243 tifferentialKoccupationalKrisksKtoKhealthcareKworkersKfromKSqRSXsoVXbKobservedKduringKaK
prospectiveKobservationalKstudyYKELifeWK2020WKiWK 8.9 122

242 qntibodyKtestingKforKsOVytXaijKqKreportKfromKthe´ NationalKsOVytKScientificKqdvisoryKPanelYK
WellcomefOpenfResearchWK2020WKeWKaci 4.8 120

241
TheKturationWKtynamicsWKandKteterminantsKofKSevereKqcuteKRespiratoryKSyndromeKsoronavirusKbK
SSqRSXsoVXbTKqntibodyKResponsesKinKyndividualKxealthcareKWorkersYKClinicalfInfectiousfDiseasesWK
2021WKgcWKefiiXeg^i

11.6 120

240 WholeXgenomeKsequencingKtoKdetermineKtransmissionKofKNeisseriaKgonorrhoeaejKanKobservationalK
studyYKLancetfInfectiousfDiseasesufTheWK2016WKafWKabieXac^c 25.5 118

239 ympactKofKvaccinationKonKnewKSqRSXsoVXbKinfectionsKinKtheKUnitedK ingdomYKNaturefMedicineWK2021WK
bgWKacg^Xacgh 50.5 116

238 ReducedKneutralisationKofKSqRSXsoVXbKomicronKrYaYaYebiKvariantKbyKpostXimmunisationKserumYYK
LancetufTheWK2021WK 40 115

237 WwSKtoKpredictKantibioticKMyssKforKNeisseriaKgonorrhoeaeYKJournalfoffAntimicrobialfChemotherapyWK
2017WKgbWKaicgXaidg 5.1 113

236
TransmissionKofKStaphylococcusKaureusKbetweenKhealthXcareKworkersWKtheKenvironmentWKandK
patientsKinKanKintensiveKcareKunitjKaKlongitudinalKcohortKstudyKbasedKonKwholeXgenomeKsequencingYK
LancetfInfectiousfDiseasesufTheWK2017WKagWKb^gXbad

25.5 113

235 WholeXgenomeKsequencingKshowsKthatKpatientXtoXpatientKtransmissionKrarelyKaccountsKforK
acquisitionKofKStaphylococcusKaureusKinKanKintensiveKcareKunitYKClinicalfInfectiousfDiseasesWK2014WKehWKf^iXah11.6 112

234
 lebsiellaKpneumoniaeKcarbapenemaseKS PsTXproducingK YKpneumoniaeKatKaKsingleKinstitutionjK
insightsKintoKendemicityKfromKwholeXgenomeKsequencingYKAntimicrobialfAgentsfandfChemotherapyWK
2015WKeiWKafefXfc

5.9 107

233 ymprovedKworkflowsKforKhighKthroughputKlibraryKpreparationKusingKtheKtransposomeXbasedKNexteraK
systemYKBMCfBiotechnologyWK2013WKacWKa^d 3.5 106

232 MolecularKtiagnosisKofKOrthopedicXteviceXRelatedKynfectionKtirectlyKfromKSonicationKvluidKbyK
MetagenomicKSequencingYKJournalfoffClinicalfMicrobiologyWK2017WKeeWKbccdXbcdg 9.7 105
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231 PlasmidKslassificationKinKanKuraKofKWholeXwenomeKSequencingjKqpplicationKinKStudiesKofKqntibioticK
ResistanceKupidemiologyYKFrontiersfinfMicrobiologyWK2017WKhWKahb 5.7 102

230 solistinKresistanceKgeneKmcrXaKandKpxNSxPdeKplasmidKinKhumanKisolatesKofKuscherichiaKcoliKandK
 lebsiellaKpneumoniaeYKLancetfInfectiousfDiseasesufTheWK2016WKafWKbheXf 25.5 95

229 uffectKofKantibioticKprescribingKonKantibioticKresistanceKinKindividualKchildrenKinKprimaryKcarejK
prospectiveKcohortKstudyYKBMJufTheWK2007WKcceWKdbi 5.9 95

228 somparisonKofKlongXreadKsequencingKtechnologiesKinKtheKhybridKassemblyKofKcomplexKbacterialK
genomesYKMicrobialfGenomicsWK2019WKeWK 4.4 93

227 MobileKelementsKdriveKrecombinationKhotspotsKinKtheKcoreKgenomeKofKStaphylococcusKaureusYK
NaturefCommunicationsWK2014WKeWKcief 17.4 90

226 qsymptomaticKslostridiumKdifficileKcolonisationKandKonwardKtransmissionYKPLoSfONEWK2013WKhWKeghdde 3.7 90

225 uvolutionaryKTradeXOffsKUnderlieKtheKMultiXfacetedKVirulenceKofKStaphylococcusKaureusYKPLoSf
BiologyWK2015WKacWKea^^bbbi 9.7 76

224 MortalityKrisksKassociatedKwithKemergencyKadmissionsKduringKweekendsKandKpublicKholidaysjKanK
analysisKofKelectronicKhealthKrecordsYKLancetufTheWK2017WKci^WKfbXgb 40 75

223 qntibodyKresponsesKtoKSqRSXsoVXbKvaccinesKinKdeWifeKadultsKfromKtheKgeneralKpopulationKofKtheK
UnitedK ingdomYKNaturefMicrobiologyWK2021WKfWKaad^Xaadi 26.6 74

222
TrendsKoverKtimeKinKuscherichiaKcoliKbloodstreamKinfectionsWKurinaryKtractKinfectionsWKandKantibioticK
susceptibilitiesKinKOxfordshireWKU WKaiihXb^afjKaKstudyKofKelectronicKhealthKrecordsYKLancetf
InfectiousfDiseasesufTheWK2018WKahWKaachXaadi

25.5 73

221 tynamicKlinkageKofKsOVytXaiKtestKresultsKbetweenKPublicKxealthKunglandRsKSecondKwenerationK
SurveillanceKSystemKandKU KriobankYKMicrobialfGenomicsWK2020WKfWK 4.4 73

220 MetagenomicKNanoporeKSequencingKofKynfluenzaKVirusKtirectKfromKslinicalKRespiratoryKSamplesYK
JournalfoffClinicalfMicrobiologyWK2019WKehWK 9.7 70

219 ReductionKofKinvasiveKpneumococcalKdiseaseKcKyearsKafterKtheKintroductionKofKtheKacXvalentK
conjugateKvaccineKinKtheKOxfordshireKregionKofKunglandYKJournalfoffInfectiousfDiseasesWK2014WKba^WKa^^aXaa7 69

218 wlobalKwenomicKupidemiologyKofKSalmonellaKentericaKSerovarKTyphimuriumKtTa^dYKAppliedfandf
EnvironmentalfMicrobiologyWK2016WKhbWKbeafXbf 4.8 69

217 RealXtimeKanalysisKofKnanoporeXbasedKmetagenomicKsequencingKfromKinfectedKorthopaedicKdevicesYK
BMCfGenomicsWK2018WKaiWKgad 4.5 67

216 tetectionKofKmixedKinfectionKfromKbacterialKwholeKgenomeKsequenceKdataKallowsKassessmentKofKitsK
roleKinKslostridiumKdifficileKtransmissionYKPLoSfComputationalfBiologyWK2013WKiWKea^^c^ei 5 65

215 sOVytXaijKRapidKantigenKdetectionKforKSqRSXsoVXbKbyKlateralKflowKassayjKqKnationalKsystematicK
evaluationKofKsensitivityKandKspecificityKforKmassXtestingYKEClinicalMedicineWK2021WKcfWKa^^ibd 11.3 65

214 MaternalKcolonizationKwithKStreptococcusKagalactiaeKandKassociatedKstillbirthKandKneonatalKdiseaseK
inKcoastalK enyaYKNaturefMicrobiologyWK2016WKaWKaf^fg 26.6 64

(2016-2017)
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213 sommunityKprevalenceKofKSqRSXsoVXbKinKunglandKfromKqprilKtoKNovemberWKb^b^jKresultsKfromKtheK
ONSKsoronavirusKynfectionKSurveyYKLancetfPublicfHealthufTheWK2021WKfWKec^Xech 22.4 64

212 yncreasingKburdenKofKcommunityXacquiredKpneumoniaKleadingKtoKhospitalisationWKaiihXb^adYKThoraxWK
2016WKgaWKeceXdb 7.3 63

211
NaturalKmutationsKinKaKStaphylococcusKaureusKvirulenceKregulatorKattenuateKcytotoxicityKbutKpermitK
bacteremiaKandKabscessKformationYKProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedf
StatesfoffAmericaWK2016WKaacWKuca^aXa^

11.5 61

210 SqRSXsoVXbKRNqKdetectedKinKbloodKproductsKfromKpatientsKwithKsOVytXaiKisKnotKassociatedKwithK
infectiousKvirusYKWellcomefOpenfResearchWK2020WKeWKaha 4.8 60

209 MycobacterialKtNqKextractionKforKwholeXgenomeKsequencingKfromKearlyKpositiveKliquidKSMwyTTK
culturesYKJournalfoffClinicalfMicrobiologyWK2015WKecWKaacgXdc 9.7 58

208 TheKStealthyKSuperbugjKtheKRoleKofKqsymptomaticKuntericKsarriageKinKMaintainingKaKLongXTermK
xospitalKOutbreakKofKSTbbhKMethicillinXResistantKStaphylococcusKaureusYKMBioWK2016WKgWKe^b^ciXae 7.8 57

207 SevereKinfectionsKemergeKfromKcommensalKbacteriaKbyKadaptiveKevolutionYKELifeWK2017WKfWK 8.9 55

206 qntibodyKtestingKforKsOVytXaijKqKreportKfromKtheKNationalKsOVytKScientificKqdvisoryKPanel 55

205 upidemiologyKofKslostridiumKdifficileKinKinfantsKinKOxfordshireWKU jKRiskKfactorsKforKcolonizationKandK
carriageWKandKgeneticKoverlapKwithKregionalKsYKdifficileKinfectionKstrainsYKPLoSfONEWK2017WKabWKe^ahbc^g 3.7 54

204 qssessingKaKnovelWKlabXfreeWKpointXofXcareKtestKforKSqRSXsoVXbKSsovidNudgeTjKaKdiagnosticKaccuracyK
studyYKLancetfMicrobeufTheWK2020WKaWKec^^Xec^g 22.2 53

203 MachineKlearningKforKclassifyingKtuberculosisKdrugXresistanceKfromKtNqKsequencingKdataYK
BioinformaticsWK2018WKcdWKafffXafga 7.2 52

202 PrevalenceKofKStaphylococcusKaureusKproteinKqKSspaTKmutantsKinKtheKcommunityKandKhospitalsKinK
OxfordshireYKBMCfMicrobiologyWK2014WKadWKfc 4.5 52

201 ympactKofKteltaKonKviralKburdenKandKvaccineKeffectivenessKagainstKnewKSqRSXsoVXbKinfectionsKinKtheKU  52

200 yntensiveKsareKUnitKWastewaterKynterventionsKtoKPreventKTransmissionKofKMultispeciesK lebsiellaK
pneumoniaeKsarbapenemaseXProducingKOrganismsYKClinicalfInfectiousfDiseasesWK2018WKfgWKagaXagh 11.6 51

199 ResolvingKplasmidKstructuresKinKusingKtheKMinyONKnanoporeKsequencerjKassessmentKofKMinyONKandK
MinyONZylluminaKhybridKdataKassemblyKapproachesYKMicrobialfGenomicsWK2017WKcWKe^^^aah 4.4 49

198
sovertKdisseminationKofKcarbapenemaseXproducingK lebsiellaKpneumoniaeKS PsTKinKaKsuccessfullyK
controlledKoutbreakjKlongXKandKshortXreadKwholeXgenomeKsequencingKdemonstrateKmultipleKgeneticK
modesKofKtransmissionYKJournalfoffAntimicrobialfChemotherapyWK2017WKgbWKc^beXc^cd

5.1 48

197 solonizationKwithKunterobacteriaceaeKproducingKuSrLsKinKchildrenKattendingKpreXschoolKchildcareK
facilitiesKinKtheKLaoKPeopleRsKtemocraticKRepublicYKJournalfoffAntimicrobialfChemotherapyWK2015WKg^WKahicXg5.1 46

196 teclineKofKmeticillinXresistantKStaphylococcusKaureusKinKOxfordshireKhospitalsKisKstrainXspecificKandK
precededKinfectionXcontrolKintensificationYKBMJfOpenWK2011WKaWKe^^^af^ 3 46

Derrick W Crook

6



195 SqRSXsoVXbKinfectivityKbyKviralKloadWKSKgeneKvariantsKandKdemographicKfactorsKandKtheKutilityKofK
lateralKflowKdevicesKtoKpreventKtransmissionYKClinicalfInfectiousfDiseasesWK2021WK 11.6 45

194
qKQuantitativeKuvaluationKofKMyRUXVNTRKTypingKqgainstKWholeXwenomeKSequencingKforKydentifyingK
MycobacteriumKtuberculosisKTransmissionjKqKProspectiveKObservationalKsohortKStudyYKEBioMedicine
WK2018WKcdWKabbXac^

8.8 44

193
uvaluationKofKWholeXwenomeKSequencingKforKMycobacterialKSpeciesKydentificationKandKtrugK
SusceptibilityKTestingKinKaKslinicalKSettingjKaKLargeXScaleKProspectiveKqssessmentKofKPerformanceK
againstKLineKProbeKqssaysKandKPhenotypingYKJournalfoffClinicalfMicrobiologyWK2018WKefWK

9.7 43

192 QuantitativeKSqRSXsoVXbKantiXspikeKresponsesKtoKPfizerXrioNTechKandKOxfordXqstraZenecaKvaccinesK
byKpreviousKinfectionKstatusYKClinicalfMicrobiologyfandfInfectionWK2021WKbgWKaeafYegXaeafYead 9.5 43

191 OrderingKtheKmobjKynsightsKintoKrepliconKandKMOrKtypingKschemesKfromKanalysisKofKaKcuratedK
datasetKofKpubliclyKavailableKplasmidsYKPlasmidWK2017WKiaWKdbXeb 3.3 42

190 wenomicKdiversityKaffectsKtheKaccuracyKofKbacterialKsingleXnucleotideKpolymorphismXcallingK
pipelinesYKGigaScienceWK2020WKiWK 7.6 42

189 PopulationKstructureKofKgroupKrKstreptococcusKfromKaKlowXincidenceKregionKforKinvasiveKneonatalK
diseaseYKMicrobiologyfpUnitedfKingdomrWK2005WKaeaWKahgeXahha 2.9 42

188
xighKRatesKofKxumanKvecalKsarriageKofKmcrXaXPositiveKMultidrugXResistantKunterobacteriaceaeK
umergeKinKshinaKinKqssociationKWithKSuccessfulKPlasmidKvamiliesYKClinicalfInfectiousfDiseasesWK2018WK
ffWKfgfXfhe

11.6 41

187
qccuracyKofKtifferentKrioinformaticsKMethodsKinKtetectingKqntibioticKResistanceKandKVirulenceK
vactorsKfromKStaphylococcusKaureusKWholeXwenomeKSequencesYKJournalfoffClinicalfMicrobiologyWK
2018WKefWK

9.7 40

186 unhancedK lebsiellaKpneumoniaeKsarbapenemaseKuxpressionKfromKaKNovelKTnKteletionYK
AntimicrobialfAgentsfandfChemotherapyWK2017WKfaWK 5.9 38

185 SqRSXsoVXbKRNqKdetectedKinKbloodKproductsKfromKpatientsKwithKsOVytXaiKisKnotKassociatedKwithK
infectiousKvirusYKWellcomefOpenfResearchWK2020WKeWKaha 4.8 38

184 TwoKtistinctKPatternsKofKslostridiumKdifficileKtiversityKqcrossKuuropeKyndicatingKsontrastingKRoutesK
ofKSpreadYKClinicalfInfectiousfDiseasesWK2018WKfgWKa^ceXa^dd 11.6 36

183 tynamicsKofKacquisitionKandKlossKofKcarriageKofKStaphylococcusKaureusKstrainsKinKtheKcommunityjKtheK
effectKofKclonalKcomplexYKJournalfoffInfectionWK2014WKfhWKdbfXci 18.9 36

182 tetectionKofKViralKPathogensKWithKMultiplexKNanoporeKMinyONKSequencingjKreKsarefulKWithK
srossXTalkYKFrontiersfinfMicrobiologyWK2018WKiWKbbbe 5.7 36

181 TuberculosisKisKchangingYKLancetfInfectiousfDiseasesufTheWK2017WKagWKceiXcfa 25.5 35

180 qpplicationKofKmachineKlearningKtechniquesKtoKtuberculosisKdrugKresistanceKanalysisYKBioinformaticsWK
2019WKceWKbbgfXbbhb 7.2 35

179 yntegratingKstandardizedKwholeKgenomeKsequenceKanalysisKwithKaKglobalKMycobacteriumK
tuberculosisKantibioticKresistanceKknowledgebaseYKScientificfReportsWK2018WKhWKaechb 4.9 35

178 qntibioticKresistanceKpredictionKforKfromKgenomeKsequenceKdataKwithKMykrobeYKWellcomefOpenf
ResearchWK2019WKdWKaia 4.8 34

(2019-2021)
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177 sontributionKtoKslostridiumKtifficileKTransmissionKofKSymptomaticKPatientsKWithKToxigenicKStrainsK
WhoKqreKvecalKToxinKNegativeYKClinicalfInfectiousfDiseasesWK2017WKfdWKaafcXaag^ 11.6 33

176 ReductionKinKinvasiveKpneumococcalKdiseaseKfollowingKimplementationKofKtheKconjugateKvaccineKinK
theKOxfordshireKregionWKunglandYKJournalfoffMedicalfMicrobiologyWK2011WKf^WKiaXig 3.2 33

175
yncreasingKincidenceKofKuscherichiaKcoliKbacteraemiaKisKdrivenKbyKanKincreaseKinKantibioticXresistantK
isolatesjKelectronicKdatabaseKstudyKinKOxfordshireKaiiiXb^aaYKJournalfoffAntimicrobialf
ChemotherapyWK2012WKfgWKaeadXbd

5.1 33

174 ynvasiveKpneumococcalKdiseasejKepidemiologyKinKchildrenKandKadultsKpriorKtoKimplementationKofKtheK
conjugateKvaccineKinKtheKOxfordshireKregionWKunglandYKJournalfoffMedicalfMicrobiologyWK2008WKegWKdh^Xdhg3.2 33

173 qKRoleKforKTetracyclineKSelectionKinKRecentKuvolutionKofKqgricultureXqssociatedKPsRKRibotypeK^ghYK
MBioWK2019WKa^WK 7.8 32

172 shromosomalKyntegrationKofKtheK lebsiellaKpneumoniaeKsarbapenemaseKweneWKWKinK lebsiellaK
SpeciesKysKulusiveKbutKNotKRareYKAntimicrobialfAgentsfandfChemotherapyWK2017WKfaWK 5.9 31

171 SNPXyTKToolKforKydentifyingKSubspeciesKandKqssociatedKLineagesKofKMycobacteriumKtuberculosisK
somplexYKEmergingfInfectiousfDiseasesWK2019WKbeWKdhbXdhh 10.2 31

170 yncreasedKinfectionsWKbutKnotKviralKburdenWKwithKaKnewKSqRSXsoVXbKvariant 31

169
ValidatingKaKadXtrugKMicrotiterKPlateKsontainingKredaquilineKandKtelamanidKforKLargeXScaleK
ResearchKSusceptibilityKTestingKofKMycobacteriumKtuberculosisYKAntimicrobialfAgentsfandf
ChemotherapyWK2018WKfbWK

5.9 31

168
qnKobservationalKcohortKstudyKonKtheKincidenceKofKSqRSXsoVXbKinfectionKandKrYaYaYgKvariantK
infectionKinKhealthcareKworkersKbyKantibodyKandKvaccinationKstatusYKClinicalfInfectiousfDiseasesWK2021
WK

11.6 31

167
MolecularKepidemiologyKofKslostridiumKdifficileKstrainsKinKchildrenKcomparedKwithKthatKofKstrainsK
circulatingKinKadultsKwithKslostridiumKdifficileXassociatedKinfectionYKJournalfoffClinicalfMicrobiologyWK
2011WKdiWKciidXf

9.7 30

166 PantonXValentineKleucocidinKisKtheKkeyKdeterminantKofKpyomyositisKinKaKbacterialKwWqSYKELifeWK2019WK
hWK 8.9 30

165 OccurrenceKandKcharacterizationKofKmcrXaXharbouringKuscherichiaKcoliKisolatedKfromKpigsKinKwreatK
rritainKfromKb^acKtoKb^aeYKJournalfoffAntimicrobialfChemotherapyWK2017WKgbWKfiaXfie 5.1 30

164 qKcuratedKdatasetKofKcompleteKunterobacteriaceaeKplasmidsKcompiledKfromKtheKNsryKnucleotideK
databaseYKDatafinfBriefWK2017WKabWKdbcXdbf 1.2 29

163 slostridiumKdifficilejKynvestigatingKTransmissionKPatternsKretweenKynfectedKandKsolonizedKPatientsK
UsingKWholeKwenomeKSequencingYKClinicalfInfectiousfDiseasesWK2019WKfhWKb^dXb^i 11.6 27

162 TheKcomplexityKandKdiversityKofKtheKPathogenicityKLocusKinKslostridiumKdifficileKcladeKeYKGenomef
BiologyfandfEvolutionWK2014WKfWKcaeiXg^ 3.9 27

161 OmicronXrYaYaYebiKleadsKtoKwidespreadKescapeKfromKneutralizingKantibodyKresponsesYK2021WK 25

160 qKhaemagglutinationKtestKforKrapidKdetectionKofKantibodiesKtoKSqRSXsoVXbYKNaturefCommunicationsWK
2021WKabWKaiea 17.4 25

Derrick W Crook
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159 sapsularKTypingKMethodKforKStreptococcusKagalactiaeKUsingKWholeXwenomeKSequenceKtataYK
JournalfoffClinicalfMicrobiologyWK2016WKedWKachhXi^ 9.7 24

158 qmpliconKbasedKMinyONKsequencingKofKSqRSXsoVXbKandKmetagenomicKcharacterisationKofK
nasopharyngealKswabsKfromKpatientsKwithKsOVytXai 24

157 TheKimpactKofKsequencingKdepthKonKtheKinferredKtaxonomicKcompositionKandKqMRKgeneKcontentKofK
metagenomicKsamplesYKEnvironmentalfMicrobiomesWK2019WKadWKg 5.6 24

156 sarbapenemXresistantKunterobacteriaceaeKdispersalKfromKsinksKisKlinkedKtoKdrainKpositionKandK
drainageKrates´ inKaKlaboratoryKmodelKsystemYKJournalfoffHospitalfInfectionWK2019WKa^bWKfcXfi 6.9 24

155 somparisonKofKsontrolKofKslostridiumKdifficileKynfectionKinKSixKunglishKxospitalsKUsingK
WholeXwenomeKSequencingYKClinicalfInfectiousfDiseasesWK2017WKfeWKdccXdda 11.6 23

154 qntibodiesKtoKSqRSXsoVXbKareKassociatedKwithKprotectionKagainstKreinfection 23

153
qmpliconXrasedKtetectionKandKSequencingKofKSqRSXsoVXbKinKNasopharyngealKSwabsKfromKPatientsK
WithKsOVytXaiKandKydentificationKofKteletionsKinKtheKViralKwenomeKThatKuncodeKProteinsKynvolvedK
inKynterferonKqntagonismYKVirusesWK2020WKabWK

6.2 23

152 ProvidesKaKWindowKintoKsarbapenemaseKweneKTransferWKPlasmidKRearrangementsWKandKPatientK
ynteractionsKwithKtheKxospitalKunvironmentYKAntimicrobialfAgentsfandfChemotherapyWK2019WKfcWK 5.9 22

151 MolecularKepidemiologyKofKunrelatedKclustersKofKmultiresistantKstrainsKofKxaemophilusKinfluenzaeYK
JournalfoffInfectiousfDiseasesWK1992WKafeWKa^fiXge 7 22

150
ReducingKdemandKforKantibioticKprescriptionsjKevidenceKfromKanKonlineKsurveyKofKtheKgeneralKpublicK
onKtheKinteractionKbetweenKpreferencesWKbeliefsKandKinformationWKUnitedK ingdomWKb^aeYK
EurosurveillanceWK2018WKbcWK

19.8 22

149 TheKrelativeKimportanceKofKlargeKproblemsKfarKawayKversusKsmallKproblemsKcloserKtoKhomejKinsightsK
intoKlimitingKtheKspreadKofKantimicrobialKresistanceKinKunglandYKBMCfMedicineWK2017WKaeWKhf 11.4 21

148 ympactKofKvaccinationKonKnewKSqRSXsoVXbKinfectionsKinKtheKU  20

147 WholeXwenomeKSequencingKforKPredictingKslarithromycinKResistanceKinYKAntimicrobialfAgentsfandf
ChemotherapyWK2019WKfcWK 5.9 20

146 tonRtKoverlookKtheKlittleKguyjKqnKevaluationKofKtheKfrequencyKofKsmallKplasmidsKcoXconjugatingKwithK
largerKcarbapenemaseKgeneKcontainingKplasmidsYKPlasmidWK2019WKa^cWKaXh 3.3 19

145 TheKuseKofKwholeXgenomeKsequencingKin´ clusterKinvestigationKofKaKmultidrugXresistantKtuberculosisK
outbreakYKEuropeanfRespiratoryfJournalWK2018WKeaWK 13.6 19

144 MachineKlearningKforKtheKpredictionKofKantibacterialKsusceptibilityKinKMycobacteriumKtuberculosisK
2014WK 19

143
SomeKSynonymousKandKNonsynonymousKMutationsKinKMycobacteriumKtuberculosisKLeadKtoK
SystematicKvalseXPositiveKvluoroquinoloneKResistanceKResultsKwithKtheKxainKwenoTypeKMTrtRK
qssaysYKAntimicrobialfAgentsfandfChemotherapyWK2017WKfaWK

5.9 18

142 slostridiumKdifficileKtrehaloseKmetabolismKvariantsKareKcommonKandKnotKassociatedKwithKadverseK
patientKoutcomesKwhenKvariablyKpresentKinKtheKsameKlineageYKEBioMedicineWK2019WKdcWKcdgXcee 8.8 18

(2019-2016)
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141
ynvestigationKofKtheKimpactKofKtheKNysuKguidelinesKregardingKantibioticKprophylaxisKduringKinvasiveK
dentalKproceduresKonKtheKincidenceKofKinfectiveKendocarditisKinKunglandjKanKelectronicKhealthK
recordsKstudyYKBMCfMedicineWK2020WKahWKhd

11.4 18

140
sanKrapidKintegratedKpolymeraseKchainKreactionXbasedKdiagnosticsKforKgastrointestinalKpathogensK
improveKroutineKhospitalKinfectionKcontrolKpracticeoKqKdiagnosticKstudyYKHealthfTechnologyf
AssessmentWK2014WKahWKaXafg

4.4 17

139 RobustKPredictionKofKResistanceKtoKTrimethoprimKinKStaphylococcusKaureusYKCellfChemicalfBiologyWK
2018WKbeWKcciXcdiYed 8.2 16

138 qreKthereKbetterKmethodsKofKmonitoringKMRSqKcontrolKthanKbacteraemiaKsurveillanceoKqnK
observationalKdatabaseKstudyYKPLoSfONEWK2008WKcWKebcgh 3.7 16

137 qnKobservationalKcohortKstudyKonKtheKincidenceKofKSqRSXsoVXbKinfectionKandKrYaYaYgKvariantK
infectionKinKhealthcareKworkersKbyKantibodyKandKvaccinationKstatus 16

136
upidemiologicalKdataKandKgenomeKsequencingKrevealsKthatKnosocomialKtransmissionKofKSqRSXsoVXbK
isKunderestimatedKandKmostlyKmediatedKbyKaKsmallKnumberKofKhighlyKinfectiousKindividualsYKJournalf
offInfectionWK2021WKhcWKdgcXdhb

18.9 16

135 TheKRoleKofKinKshallengesKwithKvosfomycinKSusceptibilityKTestingKofKMultispeciesK lebsiellaK
pneumoniaeKsarbapenemaseXProducingKslinicalKysolatesYKJournalfoffClinicalfMicrobiologyWK2019WKegWK 9.7 15

134
uffectsKofKprotonKpumpKinhibitorsKandKhistamineXbKreceptorKantagonistsKonKresponseKtoKfidaxomicinK
orKvancomycinKinKpatientsKwithKslostridiumKdifficileXassociatedKdiarrhoeaYKBMJfOpenf
GastroenterologyWK2015WKbWKe^^^^bh

3.9 15

133
tiagnosisKofKSqRSXsoVXbKynfectionKwithKLamPORuWKaKxighXThroughputKPlatformKsombiningK
LoopXMediatedKysothermalKqmplificationKandKNanoporeKSequencingYKJournalfoffClinicalfMicrobiology
WK2021WKeiWK

9.7 15

132 tNqKextractionKfromKprimaryKliquidKbloodKculturesKforKbloodstreamKinfectionKdiagnosisKusingKwholeK
genomeKsequencingYKJournalfoffMedicalfMicrobiologyWK2018WKfgWKcdgXceg 3.2 15

131 ydentifyingKMixedKMycobacteriumKtuberculosisKynfectionKandKLaboratoryKsrossXsontaminationK
duringKMycobacterialKSequencingKProgramsYKJournalfoffClinicalfMicrobiologyWK2018WKefWK 9.7 15

130 sompleteKwenomeKSequenceKofK PsXProducingK lebsiellaKpneumoniaeKStrainKsqVaaicYKGenomef
AnnouncementsWK2016WKdWK 14

129 ShortXtermKgenomeKstabilityKofKserialKslostridiumKdifficileKribotypeK^bgKisolatesKinKanKexperimentalK
gutKmodelKandKrecurrentKhumanKdiseaseYKPLoSfONEWK2013WKhWKefced^ 3.7 14

128 qntibodyKevasionKbyKtheKrrazilianKPYaKstrainKofKSqRSXsoVXb 14

127 sompleteKSequencingKofKPlasmidsKsontainingKblaOXqXafcKandKblaOXqXdhKinKuscherichiaKcoliK
SequenceKTypeKacaYKAntimicrobialfAgentsfandfChemotherapyWK2016WKf^WKfidhXfiea 5.9 14

126 TuTyperjKaKbioinformaticKpipelineKforKclassifyingKvariationKandKgeneticKcontextsKofKtransposableK
elementsKfromKshortXreadKwholeXgenomeKsequencingKdataYKMicrobialfGenomicsWK2018WKdWK 4.4 14

125 ReXemergenceKofKmethicillinKsusceptibilityKinKaKresistantKlineageKofKStaphylococcusKaureusYKJournalf
offAntimicrobialfChemotherapyWK2017WKgbWKabheXabhh 5.1 13

124 ReconcilingKtheKPotentiallyKyrreconcilableoKwenotypicKandKPhenotypicKqmoxicillinXslavulanateK
ResistanceKinYKAntimicrobialfAgentsfandfChemotherapyWK2020WKfdWK 5.9 13
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123 PatientKandKStrainKsharacteristicsKqssociatedKWithKslostridiumKdifficileKTransmissionKandKqdverseK
OutcomesYKClinicalfInfectiousfDiseasesWK2018WKfgWKacgiXachg 11.6 13

122 qntiXspikeKantibodyKresponseKtoKnaturalKSqRSXsoVXbKinfectionKinKtheKgeneralKpopulationYKNaturef
CommunicationsWK2021WKabWKfbe^ 17.4 13

121 SqRSXsoVXbKinfectivityKbyKviralKloadWKSKgeneKvariantsKandKdemographicKfactorsKandKtheKutilityKofK
lateralKflowKdevicesKtoKpreventKtransmission 13

120 RsaveatKemptorRjKtheKcautionaryKtaleKofKendocarditisKandKtheKpotentialKpitfallsKofKclinicalKcodingK
dataXanKelectronicKhealthKrecordsKstudyYKBMCfMedicineWK2019WKagWKafi 11.4 12

119 OptimizingKtNqKuxtractionKMethodsKforKNanoporeKSequencingKofKNeisseriaKgonorrhoeaeKtirectlyK
fromKUrineKSamplesYKJournalfoffClinicalfMicrobiologyWK2020WKehWK 9.7 12

118 virstKReportKofKblayMPXadKonKaKPlasmidKxarboringKMultipleKtrugKResistanceKwenesKinKuscherichiaKcoliK
SequenceKTypeKacaYKAntimicrobialfAgentsfandfChemotherapyWK2016WKf^WKe^fhXga 5.9 12

117 tevelopingKanKantimicrobialKresistanceKreferenceKlaboratoryKandKsurveillanceKprogrammeKinK
VietnamYKThefLancetfGlobalfHealthWK2017WKeWKeaahfXeaahg 13.6 12

116 NicheKandKlocalKgeographyKshapeKtheKpangenomeKofKwastewaterXKandKlivestockXassociatedK
unterobacteriaceaeYKSciencefAdvancesWK2021WKgWK 14.3 12

115 StringentKthresholdsKinKSqRSXsoVXbKygwKassaysKleadKtoKunderXdetectionKofKmildKinfectionsYKBMCf
InfectiousfDiseasesWK2021WKbaWKahg 4 12

114 wenomegaMapjKWithinXSpeciesKwenomeXWideKdNZdSKustimationKfromKoverKa^W^^^KwenomesYK
MolecularfBiologyfandfEvolutionWK2020WKcgWKbde^Xbdf^ 8.3 11

113 rugMatKandKvindNeighbourjKcommandKlineKandKserverKapplicationsKforKinvestigatingKbacterialK
relatednessYKBMCfBioinformaticsWK2017WKahWKdgg 3.6 11

112 tiversityKofKantibioticKresistanceKintegrativeKandKconjugativeKelementsKamongKhaemophiliYKJournalf
offMedicalfMicrobiologyWK2007WKefWKhchXhdf 3.2 11

111 TheKimpactKofKSqRSXsoVXbKvaccinesKonKantibodyKresponsesKinKtheKgeneralKpopulationKinKtheKUnitedK ingdom 11

110 qntibodyKresponsesKandKcorrelatesKofKprotectionKinKtheKgeneralKpopulationKafterKtwoKdosesKofKtheK
shqdOxaKorKrNTafbbbKvaccinesYYKNaturefMedicineWK2022WK 50.5 11

109 teepqMRKforKpredictingKcoXoccurrentKresistanceKofKMycobacteriumKtuberculosisYKBioinformaticsWK
2019WKceWKcbd^Xcbdi 7.2 10

108
NanoporeKmetagenomicKsequencingKtoKinvestigateKnosocomialKtransmissionKofKhumanK
metapneumovirusKfromKaKuniqueKgeneticKgroupKamongKhaematologyKpatientsKinKtheKUnitedK
 ingdomYKJournalfoffInfectionWK2020WKh^WKegaXegg

18.9 10

107 PneumococcalKsarriageK2014WKacfXadg 10

106 qutomatedKdetectionKofKbacterialKgrowthKonKifXwellKplatesKforKhighXthroughputKdrugKsusceptibilityK
testingKofKMycobacteriumKtuberculosisYKMicrobiologyfpUnitedfKingdomrWK2018WKafdWKaebbXaec^ 2.9 10

(2018-2018)
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105 SqRSXsoVXbKRNqKdetectedKinKbloodKsamplesKfromKpatientsKwithKsOVytXaiKisKnotKassociatedKwithK
infectiousKvirus 10

104 tiagnosisKofKSqRSXsoVXbKinfectionKwithKLamPORuWKaKhighXthroughputKplatformKcombiningK
loopXmediatedKisothermalKamplificationKandKnanoporeKsequencing 10

103 TheKdurationWKdynamicsKandKdeterminantsKofKSqRSXsoVXbKantibodyKresponsesKinKindividualK
healthcareKworkers 10

102 xighKprecisionKvariantKandKantimicrobialKresistanceKcallingKfromKmetagenomicKNanoporeK
sequencingYKGenomefResearchWK2020WKc^WKacedXacfc 9.7 10

101 ReducingKexpectationsKforKantibioticsKinKprimaryKcarejKaKrandomisedKexperimentKtoKtestKtheK
responseKtoKfearXbasedKmessagesKaboutKantimicrobialKresistanceYKBMCfMedicineWK2020WKahWKaa^ 11.4 10

100 qimingKforKzeroKtuberculosisKtransmissionKinKlowXburdenKcountriesYKLancetfRespiratoryfMedicineutheWK
2017WKeWKhdfXhdh 35.1 9

99 wenomicKupidemiologyKofKsomplexWKMultispeciesWKPlasmidXrorneKsarbapenemaseKinKinKtheKUnitedK
 ingdomKfromKb^^iKtoKb^adYKAntimicrobialfAgentsfandfChemotherapyWK2020WKfdWK 5.9 9

98 TimeKofKtayKofKVaccinationKqffectsKSqRSXsoVXbKqntibodyKResponsesKinKanKObservationalKStudyKofK
xealthKsareKWorkersYKJournalfoffBiologicalfRhythmsWK2021WKgdhgc^dbaa^eicae 3.2 9

97 SqRSXsoVXbKantibodyKprevalenceWKtitresKandKneutralisingKactivityKinKanKantenatalKcohortWKUnitedK
 ingdomWKadKqprilKtoKaeKzuneKb^b^YKEurosurveillanceWK2020WKbeWK 19.8 9

96 VirusKdetectionKandKidentificationKinKminutesKusingKsingleXparticleKimagingKandKdeepKlearning 9

95 tNqKThermoXProtectionKvacilitatesKWholeXwenomeKSequencingKofKMycobacteriaKtirectKfromK
slinicalKSamplesYKJournalfoffClinicalfMicrobiologyWK2020WKehWK 9.7 9

94 xashXrasedKsoreKwenomeKMultilocusKSequenceKTypingKforKslostridiumKdifficileYKJournalfoffClinicalf
MicrobiologyWK2019WKehWK 9.7 9

93 MultiXLabelKRandomKvorestKModelKforKTuberculosisKtrugKResistanceKslassificationKandKMutationK
RankingYKFrontiersfinfMicrobiologyWK2020WKaaWKffg 5.7 8

92 TheKimportanceKofKusingKwholeKgenomeKsequencingKandKextendedKspectrumKbetaXlactamaseK
selectiveKmediaKwhenKmonitoringKantimicrobialKresistanceYKScientificfReportsWK2020WKa^WKaihh^ 4.9 8

91 sontrolKofKqrtifactualKVariationKinKReportedKyntersampleKRelatednessKduringKslinicalKUseKofKaK
MycobacteriumKtuberculosisKSequencingKPipelineYKJournalfoffClinicalfMicrobiologyWK2018WKefWK 9.7 7

90 NanoSPsjKaKscalableWKportableWKcloudKcompatibleKviralKnanoporeKmetagenomicKdataKprocessingK
pipelineYKNucleicfAcidsfResearchWK2020WKdhWKWcffXWcga 20.1 7

89 StringentKthresholdsKforKSqRSXsoVXbKygwKassaysKresultKinKunderXdetectionKofKcasesKreportingKlossKofKtasteZsmell7

88 QuantitativeKSqRSXsoVXbKantiXspikeKresponsesKtoKPfizerXrioNTechKandKOxfordXqstraZenecaKvaccinesK
byKpreviousKinfectionKstatus 7
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87 ymprovedKPerformanceKPredictingKslarithromycinKResistanceKinKonKanKyndependentKtataKSetYK
AntimicrobialfAgentsfandfChemotherapyWK2019WKfcWK 5.9 6

86 SurveillanceKofKinfectionKseverityjKaKregistryKstudyKofKlaboratoryKdiagnosedKslostridiumKdifficileYK
PLoSfMedicineWK2012WKiWKea^^abgi 11.6 6

85 shangesKinKpaediatricKrespiratoryKinfectionsKatKaKU KteachingKhospitalKb^afXb^bakKimpactKofKtheK
SqRSXsoVXbKpandemicYKJournalfoffInfectionWK2021WK 18.9 6

84 SymptomsKandKSqRSXsoVXbKpositivityKinKtheKgeneralKpopulationKinKtheKU YKClinicalfInfectiousfDiseases
WK2021WK 11.6 6

83 wenomicKsurveillanceKofKandKsppYKinKhospitalKsinkKdrainsKandKpatientsYKMicrobialfGenomicsWK2020WKfWK 4.4 6

82 tifferentialKoccupationalKrisksKtoKhealthcareKworkersKfromKSqRSXsoVXbjKqKprospectiveKobservationalKstudy 6

81 qKhaemagglutinationKtestKforKrapidKdetectionKofKantibodiesKtoKSqRSXsoVXb 6

80 wenomicKdiversityKaffectsKtheKaccuracyKofKbacterialKSNPKcallingKpipelines 6

79
NanoporeKmetagenomicKsequencingKofKinfluenzaKvirusKdirectlyKfromKrespiratoryKsamplesjKdiagnosisWK
drugKresistanceKandKnosocomialKtransmissionWKUnitedK ingdomWKb^ahZaiKinfluenzaKseasonYK
EurosurveillanceWK2021WKbfWK

19.8 6

78 PredictionKofKPyrazinamideKResistanceKinKMycobacteriumKTuberculosisKUsingKStructureXrasedK
MachineKLearningKqpproachesYKSSRNfElectronicfJournalW 1 5

77 TenKyearsKofKpopulationXlevelKgenomicKuscherichiaKcoliKandK lebsiellaKpneumoniaeKserotypeK
surveillanceKinformsKvaccineKdevelopmentKforKinvasiveKinfectionsYKClinicalfInfectiousfDiseasesWK2021WK 11.6 5

76 qntibioticKuseKandKclinicalKoutcomesKinKtheKacuteKsettingKunderKmanagementKbyKanKinfectiousK
diseasesKacuteKphysicianKversusKotherKclinicalKteamsjKaKcohortKstudyYKBMJfOpenWK2016WKfWKe^a^ifi 3 4

75 OmicronXassociatedKchangesKinKSqRSXsoVXbKsymptomsKinKtheKUnitedK ingdom 4

74 quthorKresponsejKtifferentialKoccupationalKrisksKtoKhealthcareKworkersKfromKSqRSXsoVXbKobservedK
duringKaKprospectiveKobservationalKstudyK2020WK 4

73 OptimizedKuseKofKOxfordKNanoporeKflowcellsKforKhybridKassembliesYKMicrobialfGenomicsWK2020WKfWK 4.4 4

72 PredictionKofKpyrazinamideKresistanceKinMycobacteriumKtuberculosisusingKstructureXbasedKmachineK
learningKapproaches 4

71 wenomicKnetworkKanalysisKofKenvironmentalKandKlivestockKvXtypeKplasmidKpopulationsYKISMEfJournalWK
2021WKaeWKbcbbXbcce 11.9 4

70 TenXyearKlongitudinalKmolecularKepidemiologyKstudyKofKuscherichiaKcoliKandK lebsiellaKspeciesK
bloodstreamKinfectionsKinKOxfordshireWKU YKGenomefMedicineWK2021WKacWKadd 14.4 4

(2021-2019)

13



69 upidemiologyKofKinKunglandjKanKobservationalKstudyYKLancetfMicrobeufTheWK2021WKbWKedihXee^g 22.2 4

68 RareKvariantsKinKMYthhWKyRq dKandKy r wKandKsusceptibilityKtoKinvasiveKpneumococcalKdiseasejKaK
populationXbasedKcaseXcontrolKstudyYKPLoSfONEWK2015WKa^WKe^abcecb 3.7 3

67 somparativeKgenomicsKofKtoxinotypesKidentifiesKmoduleXbasedKtoxinKgeneKevolutionYKMicrobialf
GenomicsWK2020WKfWK 4.4 3

66 qntimicrobialKresistanceKdeterminantsKareKassociatedKwithKbacteraemiaKandKadaptationKtoKtheK
healthcareKenvironmentjKaKbacterialKgenomeXwideKassociationKstudyYKMicrobialfGenomicsWK2021WKgWK 4.4 3

65 somparisonKofKlongXreadKsequencingKtechnologiesKinKtheKhybridKassemblyKofKcomplexKbacterialKgenomes 3

64 NicheKandKlocalKgeographyKshapeKtheKpangenomeKofKwastewaterXKandKlivestockXassociatedKunterobacteriaceae 3

63 MinyONKNanoporeKSequencingKofKMultipleKtisplacementKqmplifiedKMycobacteriaKtNqKtirectKfromKSputum 3

62 NanoporeKmetagenomicKsequencingKofKfullKlengthKhumanKmetapneumovirusKSxMPVTKwithinKaK
uniqueKsubXlineage 3

61 RelationshipKbetweenKmicrobiologyKofKthroatKswabKandKclinicalKcourseKamongKprimaryKcareKpatientsK
withKacuteKcoughjKaKprospectiveKcohortKstudyYKFamilyfPracticeWK2020WKcgWKccbXcci 1.9 3

60 RiskKvactorsKqssociatedKwithKsarbapenemaseXProducingKSsPuTKPositivityKinKtheKxospitalKWastewaterK
unvironmentYKAppliedfandfEnvironmentalfMicrobiologyWK2020WKhfWK 4.8 3

59 qntiXspikeKantibodyKresponseKtoKnaturalKSqRSXsoVXbKinfectionKinKtheKgeneralKpopulation 3

58 SymptomsKandKSqRSXsoVXbKpositivityKinKtheKgeneralKpopulationKinKtheKU  3

57 SqRSXsoVXbKantiXspikeKygwKantibodyKresponsesKafterKsecondKdoseKofKshqdOxaKorKrNTafbbbKinKtheK
U KgeneralKpopulation 3

56 xumanKandKPorcineKTransmissionKofKslostridioidesKdifficileKRibotypeK^ghWKuuropeYKEmergingf
InfectiousfDiseasesWK2021WKbgWKbbidXbc^^ 10.2 3

55 slinicalKMetagenomicKSequencingKforKSpeciesKydentificationKandKqntimicrobialKResistanceKPredictionK
inKOrthopedicKteviceKynfectionYYKJournalfoffClinicalfMicrobiologyWK2022WKe^baefba 9.7 3

54 TheKbacteriologyKofKpleuralKinfectionKSTORPytSTjKanKexploratoryKmetagenomicsKanalysisKthroughK
nextKgenerationKsequencingYYKLancetfMicrobeufTheWK2022WKcWKebidXec^b 22.2 3

53 TheKb^baKWxOKcatalogueKofKcomplexKmutationsKassociatedKwithKdrugKresistancejKqKgenotypicK
analysisYYKLancetfMicrobeufTheWK2022WKcWKebfeXebgc 22.2 3

52 vurtherKantibodyKescapeKbyKOmicronKrqYdKandKrqYeKfromKvaccineKandKrqYaKserum 3
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51 traftKwenomeKSequencesKofKfdKTypeKStrainsKofKe^KSpeciesKandKbeKSubspeciesKofKtheKwenusK
RosenbachKahhdYKMicrobiologyfResourcefAnnouncementsWK2019WKhWK 1.3 2

50 qntibioticKReviewK itKforKxospitalsKSqR XxospitalTjKstudyKprotocolKforKaKsteppedXwedgeK
clusterXrandomisedKcontrolledKtrialYKTrialsWK2019WKb^WKdba 2.8 2

49 UsingKhospitalKnetworkXbasedKsurveillanceKforKantimicrobialKresistanceKasKaKmoreKrobustKalternativeK
toKselfXreportingYKPLoSfONEWK2019WKadWKe^baiiid 3.7 2

48
SelectiveKcultureKenrichmentKandKsequencingKofKfecesKtoKenhanceKdetectionKofKantimicrobialK
resistanceKgenesKinKthirdXgenerationKcephalosporinKresistantKunterobacteriaceaeYKPLoSfONEWK2019WK
adWKe^bbbhca

3.7 2

47 MultidrugXresistantKuscherichiaKcoliKsoftKtissueKinfectionKinvestigatedKwithKbacterialKwholeKgenomeK
sequencingYKBMJfCasefReportsWK2014WKb^adWK 0.9 2

46 ReconcilingKtheKpotentiallyKirreconcilableoKwenotypicKandKphenotypicKamoxicillinXclavulanateK
resistanceKinKuscherichiaKcoli 2

45 MYKtuberculosisKmicrovariationKisKcommonKandKisKassociatedKwithKtransmissionjKanalysisKofKthreeK
yearsKprospectiveKuniversalKsequencingKinKungland 2

44 OptimizingKtNqKextractionKmethodsKforKNanoporeKsequencingKofKNeisseriaKgonorrhoeaeKdirectK
fromKurineKsamples 2

43 OptimisedKuseKofKOxfordKNanoporeKvlowcellsKforKxybridKqssemblies 2

42 qutomatedKdetectionKofKbacterialKgrowthKonKifXwellKplatesKforKhighXthroughputKdrugKsusceptibilityK
testingKofKMycobacteriumKtuberculosis 2

41 MetagenomicKNanoporeKsequencingKofKinfluenzaKvirusKdirectKfromKclinicalKrespiratoryKsamples 2

40 uvaluationKofKmethodsKforKdetectingKhumanKreadsKinKmicrobialKsequencingKdatasetsYKMicrobialf
GenomicsWK2020WKfWK 4.4 2

39 PreferencesKforKMedicalKsonsultationsKfromKOnlineKProvidersjKuvidenceKfromKaKtiscreteKshoiceK
uxperimentKinKtheKUnitedK ingdomYKAppliedfHealthfEconomicsfandfHealthfPolicyWK2021WKaiWKebaXece 3.4 2

38 ReducedKNeutralizationKofKSqRSXsoVXbKrYaYaYgKVariantKfromKNaturallyKqcquiredKandKVaccineK
ynducedKqntibodyKymmunityYKSSRNfElectronicfJournalW 1 2

37 UsingKlinkedKelectronicKhealthKrecordsKtoKreportKhealthcareXassociatedKinfectionsYKPLoSfONEWK2018WK
acWKe^b^fhf^ 3.7 2

36 qnKOpenXSourceKqzureKSolutionKforKScalableKwenomicsKWorkflowsK2018WK 2

35 MolecularKepidemiologyKofKuscherichiaKcoliKandK lebsiellaKspeciesKbloodstreamKinfectionsKinK
OxfordshireKSU TKb^^hXb^ah 2

34 slostridiumKdifficileKinKunglandjKcanKweKstopKwashingKourKhandsoKXKquthorsRKreplyYKLancetfInfectiousf
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