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Fig. 5 Regulation pathways involving ComK and SigH in Gram-positive bacteria.

The networks that regulate competence development are complex; they involve the two reported competence regulators (when present).
- B. subtilis, has an interconnected regulatory network for the development of competence and sporulation. 6 activates sporulation and
ComK induces competence in only a fraction of the population (2).

- Streptococci, this genera lacks ComK and is non-spore forming. 6™ is the main competence regulator. However, there are differences in
the regulatory flows that govern the activity of 6" between species. Two different regulatory cascades, that induce competence in all the
population, have been described in S. pneumoniae and S. thermophilus. S. mutans has a bimodal behavior; it uses both cascades and a
fraction or all the population can achieve competence (2).

- S. aureus: 6™ controls competence development in a few cells of the population. ComK can enhance the 6™ directed transcription of
comG and comE operons (3, 4).

- L. monocytogenes: it is unknown if it can develop competence, but the transcription of competence operons depends on both
regulators. Only a percentage of the cells can express the competence genes (Medrano Romero et al., in preparation).
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