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Supplementary Figure S1. Dendrogram obtained through UPGMA analysis of the (GTG)s
REP PCR profiles of 57 strains isolated from PR NWS samples using the Pearson’s
correlation coefficient. The similarity value above 88% was used to discriminate biotypes
numbered from S1 to S14. Each knot shows the length of the arms. The colors have been

attributed to species, as follows: blue, L. helveticus; orange, L. delbrueckii subsp. lactis; yellow, St.
thermophilus; grey, S capitis. The tree was visualized with ITOL [1].
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Supplementary Figure S2. Rarefaction curves showing the number of observed features (A)
and Shannon index (B) as functions of the number of sequenced reads in PR NWS samples.
The minimum sample size (23,726) achieved over the studied NWS samples was used.
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