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• Biofilms in milking systems not only contain 
spoilage bacteria but can also contain bacteria that 
could benefit cheese ripening [1].

• Actinobacteria such as Brevibacterium contribute 
to flavour development during the ripening of 
washed-rind cheeses [2].

• Equipment swabs showed a high prevalence of 
Brevibacterium and high abundance of 
Stenotrophomonas (Figure 1).

• Raw bulk tank milk core microbiota showed two 
main bacteria with multiple sequence types: 
Brevibacterium and Lactococcus (Figure 2).

• Culturable aerobic and proteobacteria from the 
artisan cheese facility raw milk show increases 
during the fall season (Figure 3) indicating a 
potential accumulation of biofilms in the milking 
system.
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To evaluate biofilm persistence in a milking system 
which may resist sanitation procedures and carry 
over to an artisan washed-rind cheese facility 

Figure 2. Amplicon sequence variants of the bulk tank milk core microbiome over six months of sampling, filtered at ≥ 30% total prevalence and ≥ 
0.01% total abundance. 16S rRNA gene amplicon sequences were analyzed using R studio. 

8 ASVs classified as Lactococcus (ASV 55 
is the most abundant)

11 ASVs classified as Brevibacterium (8/11 
are most abundant; ASV16,112, 90, 58, 
47, 24, 41, 67)
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Figure 1.  Prevalence plot of amplicon sequence variants of environmental bacteria found in swab samples of milking facilities over six 
months of sampling. 16S rRNA gene amplicon sequences were analyzed using R studio. 

Figure 3. Bar plot of average Log colony forming units (CFU/mL) of raw milk collected from the artisan cheese facility. Plated on Yeast, Glucose 
Chloramphenicol agar for yeasts and molds, S1 milk agar for proteobacteria, MRS-V agar for ripening bacteria and LM17 for total aerobic bacteria. 

Brevibacterium has a positive 
influence on rind development and 
protection against spoilage


