Additional Table 2. Putative HetR binding sites identified with FiMoO.
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GTGTGTAAAAACCA
TTGGTTAATAACAA
CGGGGTAACAATCC
AAGGATTGTTACCC
GTGGCTGATGACCT
CCGGGTGCAGCCCA
AAGGGTTTAACCTT
TGGGGACTTGACCA
CGGGGTGTTATCCT
ATGGGTGTATACCA
CCGGGTGCAGCCCA
ACGGGTCAAAATCA
ATGGCTTCATCCCA
GTTGGTATACACCC
TTGGGGAATGCCCT
AGGGGTCTAACCCC
AGGGGTTAGACCCC
CTGGGTACAATCCT
TGGGGAAAAACCAC
ATGGTTGCTTACCA
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GTGGTTTTTCCCCA
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