A) Family Enterobacteriaceae
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D) Family Bifidobacteriaceae
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B) Family Enterococcaceae
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Figure S1.- Dendogram of similarity of the combined typing profiles obtained with primers OPA18, M13, and BoxA2R expressed by the
Simple Matching (SM) coefficient. Clustering was performed by the unweighted pair group method using arithmetic averages (UPGMA).
The dotted line indicates the repeatability of the combined typing method (~94%).



