[bookmark: _GoBack]Figure S2. Location of the forward primer (Fprimer), probe (TaqMan) and reverse primer (Rprimer) in the alignment of 16S rRNA gene sequences of 8 Salmonella enterica serovars and 35 non-Salmonella bacterial genera and species.  The location of the forward primer is highlighted in red, the location of the probe in orange, and  the location of the reverse primer in green. Mismatches by single nucleotide polymorphisms in the target locations are indicated in blue.
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