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46 ziomarkerM haracterizationMandMPredictionMofMVirulenceMandMyntibioticMResistanceMfromM
HelicobacterMpyloriMNextMGenerationMSequencingMDataeMBiomoleculescM2022cMhicMnqh 5.9 2

45 hnSMGenomicsMforMDiagnosingMInvasiveMzacterialMInfectionM2021cM

44 GenomicMynalysisMofMProphagesMfromM linicalMIsolateseMMicroorganismscM2021cMqcM 4.9 3

43 GlutaredoxinrMDiscoverycMredoxMdefenseMandMmuchMmoreeMRedoxnBiologycM2021cMlkcMhghqom 11.3 4

42 yMmggdyearMtaleMofMcodevolutioncMadaptationcMandMvirulencerMHelicobacterMpyloriMinMtheMymericaseMISMEn
JournalcM2021cMhmcMopdqi 11.9 5

41 ynMymericanMlineageMofMHelicobacterMpyloriMprophagesMfoundMinM olombiaeMHelicobactercM2021cMincMehiooq4.9 1

40 OrigincMphylogenycMvariabilityMandMepitopeMconservationMofMSyRSd oVdiMworldwideeMVirusnResearchcM
2021cMkglcMhqpmin 6.4 3

39 TrendsMinMresistanceMtoMclarithromycinrMfromMphenotypicMtoMgenomicMapproacheseMMicrobialnGenomics
cM2020cMncM 4.4 13

38 zacteriophagesMofeMFrontiersninnMicrobiologycM2020cMhhcMmlqgpl 5.7 4

37 RapidM haracterizationMofMVirulenceMDeterminantsMinMIsolatedMfromMNondytrophicMGastritisMPatientsM
byMNextdGenerationMSequencingeMJournalnofnClinicalnMedicinecM2019cMpcM 5.1 12

36 ynalysisMofMgeneticMrecombinationMandMtheMpandgenomeMofMaMhighlyMrecombinogenicMbacteriophageM
specieseMMicrobialnGenomicscM2019cMmcM 4.4 6

35 RelatingMPhageMGenomesMtoMPopulationMStructurerMGeneralMStepsMUsingMWholedGenomeMSequencingM
DataeMInternationalnJournalnofnMolecularnSciencescM2018cMhqcM 6.3 6

34 GenomicMstructureMandMinsertionMsitesMofMHelicobacterMpyloriMprophagesMfromMvariousMgeographicalM
originseMScientificnReportscM2017cMocMliloh 4.9 20

33 PopulationMgeneticMstructureMofMHelicobacterMpyloriMstrainsMfromMPortuguesedspeakingMcountrieseM
HelicobactercM2017cMiicMehikpi 4.9 14

32 TheMexpressionMofMHelicobacterMpyloriMtfsMplasticityMzoneMclusterMisMregulatedMbyMpHMandMadherencecM
andMitsMcompositionMisMassociatedMwithMdifferentialMgastricMILdpMsecretioneMHelicobactercM2017cMiicMehikqg 4.9 17

31 PhylogeographicMagreementMbetweenMprophageMandMbacterialMhousekeepingMgenesMinMHelicobacterM
pyloriMstrainsMfromMTheMGambiaeMHelicobactercM2017cMiicMehikql 4.9 7

30 PrevalencecMantibioticMresistancecMandMMLSTMtypingMofMHelicobacterMpyloriMinMylgierscMylgeriaeM
HelicobactercM2017cMiicMehilln 4.9 10
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29 GenomicsMofMHelicobacterMpylorieMHelicobactercM2017cMiiMSupplMhcMehilgq 4.9 12

28 RecentMOomicsOMadvancesMinMHelicobacterMpylorieMHelicobactercM2016cMihMSupplMhcMhldp 4.9 6

27 ProbioticsMasManMylternativeMTherapyMforMHelicobacterMpyloridyssociatedMDiseasesM2016cMmlkdmol

26 MicroarraysfDNyM hipsMforMtheMDetectionMofMWaterborneMPathogenseMMethodsninnMolecularnBiologycM
2016cMhlmicMhlkdmk 1.4 3

25 TheMhistoryMofMHelicobacterMpylorirMfromMphylogeographyMto´ paleomicrobiologyeMClinicalnMicrobiologyn
andnInfectioncM2016cMiicMqiidqio 9.5 17

24 GenomeMSequencingMofMhgMHelicobacterMpyloriMPediatricMStrainsMfromMPatientsMwithMNonulcerM
DyspepsiaMandMPepticMUlcerMDiseaseeMGenomenAnnouncementscM2015cMkcM 3

23  haracterizationcMvalidationMandMapplicationMofMaMDNyMmicroarrayMforMtheMdetectionMofMmandatoryM
andMotherMwaterborneMpathogenseMJournalnofnBiochemistrycM2015cMhmpcMkqkdlgh 3.1 4

22 DormantMphagesMofMHelicobacterMpyloriMrevealMdistinctMpopulationsMinMEuropeeMScientificnReportscM
2015cMmcMhlkkk 4.9 24

21 OverviewMofMtheMphytomedicineMapproachesMagainstMHelicobacterMpylorieMWorldnJournalnofn
GastroenterologycM2014cMigcMmmqldngq 5.6 37

20 HelicobacterMpyloriMinfectionMdMrecentMdevelopmentsMinMdiagnosiseMWorldnJournalnofnGastroenterologycM
2014cMigcMqiqqdkhk 5.6 57

19 ProteomeMvariabilityMamongMHelicobacterMpyloriMisolatesMclusteredMaccordingMtoMgenomicM
methylationeMJournalnofnAppliednMicrobiologycM2013cMhhlcMhphodki 4.7 13

18 IridovirusdlikeMvirusesMinMerythrocytesMofMlacertidsMfromMPortugaleMMicroscopynandnMicroanalysiscM2013cM
hqcMhhpkdq 0.5 2

17 GeographicalMInformationMManagementMypproachesM2013cMighdiii

16 HelicobacterMpyloriMyssociationMwithMymoebarMyMNaturalMReservoirMofMtheMzacteriaweMMicroscopynandn
MicroanalysiscM2012cMhpcMiodip 0.5

15 MicrobiologicMqualityMofManMuntreatedMwaterMsampleManalyzedMbyMaMnovelMDNyMchipMforMsimultaneousM
detectionMofMmicroorganismseMMentalnIllnesscM2012cMkcMhh 0.9

14 TheMprofileMandMpracticeMofMnuclearMmedicineMtechnologistsMinMPortugalrMfindingsMfromMaMnationwideM
surveyeMNuclearnMedicinenCommunicationscM2012cMkkcMhioodpn 1.6

13 NewMIridovirusesMinMPortugueseMWildMFaunaeMMicroscopynandnMicroanalysiscM2012cMhpcMiqdkg 0.5

12 DetectionMofMymoebaMandMymoebadassociatedMMicroorganismsMVyyMsWMfromMNaturalMandMHospitalM
EnvironmentseMMicroscopynandnMicroanalysiscM2012cMhpcMkhdki 0.5

(2012-2017)
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11 ylternativeMtherapiesMforMHelicobacterMpylorirMprobioticsMandMphytomedicineeMFEMSnImmunologynandn
MedicalnMicrobiologycM2011cMnkcMhmkdnl 75

10 GenomeMsequencingMrevealsMaMphageMinMHelicobacterMpylorieMMBiocM2011cMicM 7.8 48

9 ViralMandMbacterialMcontaminationMinMrecreationalMwatersrMaMcaseMstudyMinMtheMLisbonMbayMareaeMJournaln
ofnAppliednMicrobiologycM2010cMhgpcMhgikdhgkh 4.7 17

8 TransmissionMpathwayMofMHelicobacterMpylorirMdoesMfoodMplayMaMroleMinMruralMandMurbanMareasweM
InternationalnJournalnofnFoodnMicrobiologycM2010cMhkpcMhdhi 5.8 90

7 DesignMandMpreliminaryMresultsMofMaMDNyMchipMforMtheMdetectionMofMmicroorganismsMinMwaterMsampleseM
PhysicanStatusnSolidinC:nCurrentnTopicsninnSolidnStatenPhysicscM2010cMocMiomhdioml 3

6 GeographicMdistributionMofMmethyltransferasesMofMHelicobacterMpylorirMevidenceMofMhumanMhostM
populationMisolationMandMmigrationeMBMCnMicrobiologycM2009cMqcMhqk 4.5 23

5
SimultaneousMdetectionMofMmicrodorganismsMinMwaterMsamplesMforMfutureMchipMapplicationsrMcoliformM
bacteriacMnondmandatoryMbacteriacMhepatitisMyMvirusMandMnoroviruseseMPhysicanStatusnSolidinC:nCurrentn
TopicsninnSolidnStatenPhysicscM2009cMncMihpldihpq

4

4 HelicobacterMpyloriMPhageMScreeningeMMicroscopynandnMicroanalysiscM2008cMhlcMhmgdhmh 0.5 15

3 yMnewMalgorithmMforMclusterManalysisMofMgenomicMmethylationrMtheMHelicobacterMpyloriMcaseeM
BioinformaticscM2008cMilcMkpkdp 7.2 17

2 GenomicMmethylationrMaMtoolMforMtypingMHelicobacterMpyloriMisolateseMAppliednandnEnvironmentaln
MicrobiologycM2007cMokcMlilkdq 4.8 13

1 TwoMnovelMsequenceMtypesMofMHelicobacterMpyloriMstrainsrMTheMfirstMreportMfromMTurkeyeMHelicobacterc 4.9
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