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* Pathogens (ECO' Sa I' Cdl) Campylobacter jepumi Pathogen Kovanen etal. 2014 :

* Dai ry cu ltures (St h ) Clostridium diffcle Pathogen Hargreaves ctal. 2014 ‘

* Spoi la ge organisms ( Lbu ) Corynebactermm dipbtberiae Pathogen Mokrousov ct al. 2009 :‘J

e Microbiomes Enterococcus faecalis Padmgcn Lindenstrauss et al. 2011

« Metagenom ics Enterococcus faecrum Pathogen Tremblay et al. 2013 - =
Erumia amylovora Pathogen Rezzonico ct al. 2011
Escherichia cols Pathogen Yin ctal. 2013
Lactobacllus buckmer: Spoilage Briner & Barrangou 2014
Lactohacillus caser Probiotic Broadbent ct al. 2012
Legionella pnewmopkda Pathogen D’Auria et al. 2010 :
Microcystis aerugtnosa Pathogen Kuno et al. 2012

m , Mycobactertum tuberculosis Pathogen Groenen et al. 1993

Propuonibactertuem acnes Pathogen Briiggemann ct al. 2012
Salmonella enterica Pathogen Shariat ct al. 2014
Streptococcus agalactiae Pathogen Lier et al. 2015
Streptococcus thermapbilus Starter culture Horvath et al. 2008
Stapbylococcus aurens Padwg:n Kinnevey et al. 2013 '
Vibrio parabemolyticus Pathogen Sun etal. 2015 -
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