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Bacillus subtilis subsp. subtilis 13719T 105
Bifidobacterium pseudocatenulatum 113353 5.3
Clostridium butyricum 13949T 116
Corynebacterium striatum 15291T 4.2
Cutibacterium acnes subsp. acnes 107605T 32
Lactobacillus delbrueckii subsp. delbrueckii 3202T 8.4
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Streptococcus mutans 13955T 53
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Moo TBHME] OR BT 7T 7N ZICEVIECEOREMEZELLHEETE TS D
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