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RNA quality:

The Bioanalyzer profiles for the total RNA of the sea urchin and sea star embryos are presented in Suppl. Fig. S1a and Suppl. Fig. S1b. These results indicate good RNA quality. There are three prominent peaks – the smallest peak corresponds to 5s rRNA and small RNAs in the sample, while the other peaks correspond to 18s and 28s rRNAs respectively. Although the rRNA profile is not a definitive indication of RNA integrity, the profiles show that smaller RNAs are not hidden by degraded products of different sizes. The gel in Suppl. Fig S1c shows the RNA after adapter ligation. The highlighted band was excised to run on the Illumina Genome Analyzer (Illumina, Inc.). 
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