Supplementary methods
Quantitative polymerase chain reaction (QPCR)
Total RNA was extracted using TRIzol reagent (Invitrogen) from organisms at several developmental stages, including the unfertilized eggs, embryos at 12, 17, 25, 32, 43 and 64 hpf, and the Spengel, Agassiz and juvenile stages. The extracted RNA was further purified with an RNeasy Micro kit (Qiagen, Chatsworth, CA, USA). Up to 1 μg of total RNA from each stage was reverse transcribed individually for QPCR. The levels of 18S rRNA were used for normalizing samples.

Phylogenetic analysis
The protein sequences used to construct the phylogenetic tree were obtained from the GenBank (see Table S1 for the accession numbers). The P. flava stMHC and smMHC sequences were deduced from the cDNA sequences cloned in this study. The myosin head domains of the MHC proteins were predicted using the online SMART software [1, 2] and aligned with ClustalW [3]. Gaps in alignment were removed manually. Maximum Likelihood (ML) analysis was inferred using RAxML-HPC BlackBox 8.2.10 [4] with the LG model (CIPRES Science Gateway v. 3.3). Values at each node were generated by 1000 bootstrap iterations.
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