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Figure S3. Motifs detected for four of the transcription factors with five or more target operons.

(A) The canonical LexA regulatory motif was detected in the promoters of 8 out of the 13 genes inferred to be
LexA targets.

(B) The canonical Lrp regulatory motif was also detected with high significance.

(C) A novel motif was found for YnaE, a transcription factor that may play a role in the regulation of a prophage
or DNA repair.

(D) YmiN, another prophage-related transcription factor with no known regulatory targets, had a strong motif
conserved in all of its predicted targets.



