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SUPPORTING INFORMATION 

TABLES 

Table S1. Alignment statistics for the ten RNA-Seq libraries. 

 

Table S2. GO classification of the DEGs in each pairwise comparison. 

 

Table S3. KO classification of the DEGs in each pairwise comparison. 

 

Table S4. Expression levels of genes at different developmental stages of Ericerus 

pela. The expression level is indicated by the RPKM value. To validate gene 

expression, certain gene expression levels were also presented as copy numbers 

obtained by qRT-PCR. 

 

 


