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40 GrowthNmodellingNofNListeriaNmonocytogenesNandNYersiniaNenterocoliticaNinNfoodNmodelNsystemsN
andNdairyNproductscNInternationaleJournaleofeFoodeMicrobiologyaN1994aNgiaNmhbng 5.8 12

39 wacteriologicalNSurveyNonNReadybtobuseNSlicedNxarrotscNLWTeteFoodeScienceeandeTechnologyaN1994aNglaNimlbine5.4 12

(1994-2007)
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38
”nkjetNPrintedN”nterdigitatedNwiosensorNforNzasyNandNRapidNyetectionNofNwacteriophageN
xontaminationoNaNPreliminaryNStudyNforNMilkNProcessingNxontrolNvpplicationscNChemosensorsaN2019aN
laNm

4 11

37 vntimicrobialNspectrumNactivityNofNbacteriocinogenicNStaphylococcusNstrainsNisolatedNfromNgoatNandN
sheepNmilkcNJournaleofeDairyeScienceaN2019aNfegaNgngmbgnie 4 11

36 SafetyNhazardsNinNbacteriocinogenicNStaphylococcusNstrainsNisolatedNfromNgoatNandNsheepNmilkcN
MicrobialePathogenesisaN2018aNffkaNfeebfem 3.8 11

35
StaphylococcusNaureusNandNZygosaccharomycesNbailiiNasNprimaryNmicrobialNcontaminantsNofNaN
spoiledNherbalNfoodNsupplementNandNevaluationNofNtheirNsurvivalNduringNshelfNlifecNFoodeMicrobiologyaN
2010aNglaNhjkbkg

6 11

34 vNsurveyNofSaccharomycesNpopulationsNassociatedNwithNwineNfermentationsNfromNtheNvpuliaNregionN
VSouthN”talyWcNAnnalseofeMicrobiologyaN2007aNjlaNjijbjjg 3.2 10

33 NewNinsightsNintoNtheNvariabilityNofNlacticNacidNproductionNinNLachanceaNthermotoleransNatNtheN
phenotypicNandNgenomicNlevelcNMicrobiologicaleResearchaN2020aNghmaNfgkjgj 5.3 10

32 GrowthaNbiogenicNamineNproductionNandNtyryxNtranscriptionNofNznterococcusNfaecalisNinNsyntheticN
mediumNcontainingNdefinedNaminoNacidNconcentrationscNJournaleofeAppliedeMicrobiologyaN2017aNfggaNfelmbfenf4.7 9

31
NewNinsightsNinNthermalNresistanceNofNstaphylococcalNstrainsNbelongingNtoNtheNspeciesN
StaphylococcusNepidermidisaNStaphylococcusNlugdunensisNandNStaphylococcusNaureuscNFoodeControlaN
2015aNjeaNkejbkfg

6.2 9

30 yraftNGenomeNSequenceNofNtheNProbioticNYeastNKluyveromycesNmarxianusNfragilisNwehnncNGenomee
AnnouncementsaN2016aNiaN 9

29
ReclassificationNofNLactobacillusNthermotoleransNNiamsupNetNalcNgeehNasNaNlaterNsynonymNofN
LactobacillusNingluvieiNwaeleNetNalcNgeehcNInternationaleJournaleofeSystematiceandeEvolutionarye
MicrobiologyaN2006aNjkaNlnhblnj

2.2 9

28 TheNgenomeNofNwifidobacteriumNpseudocatenulatumN”PLvNhkeelaNaNhumanNintestinalNstrainNwithN
isoflavonebactivationNactivitycNGutePathogensaN2014aNkaNhf 5.4 8

27 yevelopmentNofNtheNSpecificNandNRandomNvmplificationNVSvRvWbPxRNforNbothNspeciesNidentificationN
ofNenterococciNandNdetectionNofNtheNvanvNgenecNJournaleofeMicrobiologicaleMethodsaN2001aNihaNghhbn 2.8 8

26 ”dentificationNofNvariableNgenomicNregionsNrelatedNtoNstressNresponseNinNOenococcusNoenicNFoode
ResearcheInternationalaN2017aNfegaNkgjbkhm 7 7

25 yraftNGenomeNSequenceNofNThreeNvntibioticbResistantNLeuconostocNmesenteroidesNStrainsNofNyairyN
OrigincNGenomeeAnnouncementsaN2015aNhaN 6

24
â��GravieraNNaxouNandNGravieraNKritisNGreekNPyONcheesesoNyiscriminationNbasedNonNmicrobiologicalN
andNphysicochemicalNcriteriaNandNvolatileNorganicNcompoundsNprofileâ��cNSmalleRuminanteResearchaN
2016aNfhkaNfkfbflg

1.7 6

23 PreservationNofNpearsNinNwaterNinNtheNpresenceNofNSinapisNarvensisNseedsoNaNGreekNtraditioncN
InternationaleJournaleofeFoodeMicrobiologyaN2012aNfjnaNgjibkg 5.8 6

22 zffectNofNthymeNessentialNoilNandNLactococcusNlactisNxwMgfNonNtheNmicrobiotaNcompositionNandN
qualityNofNminimallyNprocessedNlambUsNlettucecNFoodeMicrobiologyaN2017aNkmaNkfble 6 5

21 PartialNcharacterizationNandNplasmidNlinkageNofNaNnonbproteinaceousNantimicrobialNcompoundNinNaN
LactobacillusNcaseiNstrainNofNvegetableNorigincNJournaleofeAppliedeMicrobiologyaN1999aNmkaNkmgbm 4.7 5

Sandra Torriani
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20 TyrosineNdecarboxylaseNactivityNofNznterococcusNmundtiioNnewNinsightsNintoNphenotypicNandNgeneticN
aspectscNMicrobialeBiotechnologyaN2016aNnaNmefbmfh 6.3 4

19 ”solationNofNaminopeptidaseNNNgenesNofNfoodNassociatedNpropionibacteriaNandNobservationNofNtheirN
transcriptionNinNskimNmilkNandNacidNwheycNAntonieeVaneLeeuwenhoekaN2007aNnfaNmlbnk 2.1 4

18 UseNofNPolymeraseNxhainNReactionNtoNdetectNListeriaNmonocytogenesNinNsilagescNBiotechnologye
LettersaN1994aNmaNfjlbfke 4

17 SystematicsNofNLacticNvcidNwacteriaN2015aNgjbhf 3

16 yevelopmentNandNvalidationNofNaNmultiplexNPxRbbasedNyNvNmicroarrayNhybridisationNmethodNforN
detectingNbacterialNantibioticNresistanceNgenesNinNcheesecNInternationaleDairyeJournalaN2011aNgfaNfinbfjl 3.5 3

15 vssessingNGutNMicrobiotaNinNanN”nfantNwithNxongenitalNPropionicNvcidemiaNbeforeNandNafterN
ProbioticNSupplementationccNMicroorganismsaN2021aNnaN 4.9 3

14 ”nvestigatingNtheNglutathioneNaccumulationNbyNnonbconventionalNwineNyeastsNinNoptimizedNgrowthN
conditionsNandNmultibstarterNfermentationscNLWTeteFoodeScienceeandeTechnologyaN2021aNfigaNffenne 5.4 3

13 zffectsNofNfunctionalNpastaNingredientsNonNdifferentNgutNmicrobiotaNasNrevealedNbyNT”MbgNmodelNofN
theNproximalNcoloncNBeneficialeMicrobesaN2019aNfeaNhefbhfh 4.9 3

12 xontributionNofNnonbSaccharomycesNyeastsNtoNincreaseNglutathioneNconcentrationNinNwinecN
AustralianeJournaleofeGrapeeandeWineeResearchaN2021aNglaNgnebgni 2.4 3

11 TheNstatusNofNtheNspeciesNLactobacillusNrogosaeN“oldemanNandNMooreNfnlicNRequestNforNanNopinioncN
InternationaleJournaleofeSystematiceandeEvolutionaryeMicrobiologyaN2004aNjiaNfnehbfnei 2.2 2

10 UnravellingNtheN”mpactNofNGrapeNWashingaNSOgaNandNMultibStarterN”noculationNinNLabbScaleN
VinificationNTrialsNofNWitheredNwlackNGrapescNFermentationaN2021aNlaNih 4.7 2

9 zxploringNvntibioticNResistanceNyiversityNinNsppcNbyNaNGenomebwasedNvpproachoNFocusNonNtheNvN
GenecNMicroorganismsaN2021aNnaN 4.9 2

8 GlutathioneNproductionNbyNnonbSaccharomycesNyeastsNandNitsNimpactNonNwinemakingoNvNreviewcNFoode
ResearcheInternationalaN2022aNfjkaNfffhhh 7 2

7 SuitabilityNofNtheNNisinNZbproducerNsubspcNxwMNgfNtoNbeNUsedNasNanNvdjunctNxultureNforN
SquacqueroneNxheeseNProductioncNAnimalsaN2020aNfeaN 3.1 1

6 vNgeneticNinsightNintoNpeptideNandNaminobacidNutilizationNbyNPropionibacteriumNfreudenreichiiNLMGN
fkifjcNCurrenteMicrobiologyaN2006aNjgaNikibm 2.4 1

5 GenomicNxharacterisationNofNStarterNxulturesfkbhm 1

4 TranscriptionalNandNMetabolicNResponseNofNWinebRelatedNLactiplantibacillusNplantarumNtoNyifferentN
xonditionsNofNverationNandNNitrogenNvvailabilitycNFermentationaN2021aNlaNkm 4.7 1

3 ”nvestigatingNtheNbiotechnologicalNpotentialNofNlacticNacidNbacteriaNstrainsNisolatedNfromNdifferentN
vlgerianNdairyNandNfarmNsourcesccNArchiveseofeMicrobiologyaN2022aNgeiaNgge 3 0

(2022-2016)
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2 GenomicNxharacterisationNofNStarterNxulturesNandNProbioticNwacteriaN2017aNhlbkj

1 LacticNvcidNwacteriaoNTaxonomyNandNwiodiversityN2022aNgkhbgli
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