Figure S3. Isotropic hydrogen bond distributions within 3.5A per residue position where the residue acts as an acceptor, for DxDxD,
GxGxxG, and GxxGxG signatures (in rows 1-3, respectively) of corresponding elementary functions. See main text for designation of
elementary functions. The first column (A) indicates the total number of bonds, the second (B) are for bonds where the other party is within the

length-30 loop, and the third (C) are for bonds where the other party is outside of the loop.
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