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Figure S1. Size distribution of M. volcano unigenes.
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Figure S2. Classification of unigenes in M. volcano transcriptome. A. Functional
classification of annotated unigenes by Gene Ontology, B. Functional classification of

annotated unigenes by COG.
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Figure S3. Quantitative Real-time PCR validation of eight randomly selected genes. The
histograms in blue show the expression level (mean +SD) of three biological replicates,
Asterisks indicate significant difference detected by Student's t test (* p <0.05, ** p <0.01).
The line charts in orange show the RPKM values of 10 unigenes at cyprid and adult stage.
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Figure S4. M. volcano ASTC (MF579247) precursor and predicted mature peptide. Signal
peptides are marked as green letter, precursor related peptides are marked as blue letter,

and mature neuropeptide is marked as red letter. Possible cleavage sites are underlined.



