
Figure S1. Gene Ontology classification of matched unigenes. 55,291 GO annotated unigenes were classified into 3 functional categories: biological process, cellular 
component and molecular function.



Figure S2. KOG functional classification of matched unigenes. 
32,507 KOG annotated unigenes were clustered into 26 categories.



Figure S3. KEGG classification of assembled unigenes. 26,245 unigenes were assigned to 5 KEGG biochemical pathways: 
metabolism, genetic information processing, organism system, cellular processes and environmental information processing.



Figure S4. Enriched GO terms of up-regulated genes. Genes up-regulated with As exposure were subjected to GO analysis.



Figure S5. Enriched GO terms of down-regulated genes. Genes down-regulated with As exposure were subjected to GO analysis.
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