Jofre Seira Curto et al Molecular Systems Biology

Expanded View Figures

Figure EV1. Sequential information regarding the ten prion-like sequences selected from bacteria found in the gut.

Diagram showing the prion-like regions predicted for all the amyloid cores selected. In green are the main sequences. In light blue are the prion domains (PrD) predicted by
PLAAC. In dark blue are the prion domains predicted by PAPA. In purple, the amyloid cores predicted by pWALTZ. Turquoise and yellow are other domains.
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| Figure EV2. Predicted structure of the ten prion-like sequences selected from bacteria found in the gut.

The images show the Alpha-fold prediction of the whole protein structure.
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