Figure S1. Correlations between gene expression changes induced by CSP in our study and in
previous transcriptome studies. Induced expression is shown as log2 ratios for all annotated ORF
sequences in the S. mutans UA159 genome (Accession AE014133) with expression ratios induced by >
than 2 fold in one or both of the axis. (A) Correlation of ratios between short (10 min) and long (100 min)
CSP exposure of S. mutans UA159 in our study, showing a similar distinction pattern between EARLY and
LATE genes as in the scatter plot in Fig. 4D (S. mutans UA159 100 min vs ΔcomS 100 min) ;
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Correlation of ratios between long CSP exposure of S. mutans UA159 in our study and in Perry et al (1).
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population of competent S. mutans used by Lemme et al (2); Genes exclusively induced in Lemme
et al., or
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in our study (changes that were not significant in Lemme et al received an arbitrary value of

0) (C) Correlation of ratios between long CSP exposure of S. mutans UA159 in our study and in the mixed
population used by Lemme et al (2); (changes that were not significant in Lemme et al received an
arbitrary value of 0). EARLY genes are defined as those induced by short CSP exposure in the UA159 wild
type (red borders), and LATE genes as those that showed induction only by long CSP exposure in the
wild type (green borders for putative genes of the ComR regulon, and blue borders for the remaining
genes). Circles corresponding to genes encoding upregulated bacteriocins are filled in red, bacteriocin
immunity protens in yellow, proteins involved in DNA uptake in light blue, and in DNA recombination in
green. The points corresponding to comE, comD, comS, and sigX, are indicated by name (D; dark blue).
Light gray filled circles correspond to other genes. Note that the transcriptomes by Perry et al. (1) used
traditional microarrays with probes limited to annotated ORFs, with no discrimination of the
transcription direction. Lemme et al. (2) used a tiling microarray analysed for transcription in the sense
direction.
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