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Figure S2 Comparison of three amino acid substitution matricesfor evaluating CL E motif scores

The dots revealed the relative score (CLE motif score/max CLE motif score) of each CLE motif in A.
thaliana, O. sativa, S moellendorfii and P. abies. Three different amino acid substitution matrices were
tested, including BLOSUM80, BLOSUM62 and PAM250. All dots (relative scores) were ranked from
large to small, and fitted into a curve using Local Polynomial Regression Fitting (LOESS) method. The
numbers reflect the relative score at the range of 50, 90, 95 and 99% of all tested motifs, respectively.
Different colors represent different amino acid substitution matrices: yellow, BLOSUMS80; green,
BLOSUM®62; red, PAM250.
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