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Figure S1. Alignment of the N-terminal amino acid sequences conceptually encoded by
predicted exons. The nucleotide sequences were translated using the ExPaSy translate tool,
and alignment was done using Clustal Omega.
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Figure S2. Alignment of C-terminal amino acid sequences encoded by predicted exons. The
nucleotide sequences were translated using the ExPaSy translate tool, and alignment was

done using Clustal Omega.



