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Figure S1. The Venn diagram of the COG, GO KEGG and Swiss-prot databases. 

 
Figure S2. The phylogenetic analysis of GSTs-encoding genes from S. shirakii and L. migtatoria. 
Branch numbers represent bootstrap values (1000 replicates). The 36 unigenes encoding GSTs were 
marked with red filled circles. The sequences used to reconstruct the maximum likelihood (ML) tree 
were available as S3 Data. 


