Supporting Figure S3: Logos derived from Phytophthora sp predicted cytosolic sequences
containing RXLR. Ai. Logo was constructed using 1681 P.ramorum and P.sojae sequences
containing RXLR in the first one hundred amino acids. The logo for the secretory RXLR proteins
was constructed with 382 sequences, thus in order to provide a direct comparison between
secretory and cytosolic sets we derived logos from randomly selected subsets of the same size as
the cytosolic set. Thus Aii-Av show logos derived from subsets of the 1681 sequences.

Note that in these subsets we detect a low level of polar residues downstream of the RXLR,
however the height of these residues is much lower relative to the secretory set (Fig 4Ai), and
negative residues (red) are not enriched.
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