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Supplemental figure 1: BLAST alignment between the partial sequence of toad MHC and
Xenopus cardiac MHC. Blast analysis was performed using the partial sequence of toad MHC
derived from LC-MS/MS analyses as query against the non-redundant protein sequences (nr)
database. The default settings were used in search parameters. The alignment is shown between
the query and the top hit: myosin, heavy polypeptide 15 [Xenopus laevis] NP_001085151.1 and
Gl: 148222862. Because of the long strings of unidentified amino acids, marked as “x”, present in
the middle of the query sequence, the alignment was displayed in three segments in Blast result:

from amino acid 42-565, 672-721 and 786-1921.



