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Figure S7 Synteny analysis of Rcnl and Rcn2. NCBI tBLASTx (Altschul et al., 1997) and Artemis programs (Carver et al., 2008)
were used to conduct synteny analysis. Red and blue blocks (lines) represent forward and reverse matches of the DNA sequence
(tBLASTx based) among S. cerevisiae (Sc), C. glabrata (Cg), and C. albicans (Ca).
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