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Supplementary Figure S6. Distribution and Gene Ontology analysis of five categories genes grouped by

gene expression.

(A) Features of five groups of genes with expression of FPKM from 0 to more than 20. Genes with FPKM more than
20 tend to have shorter gene length and higher conservation. (B) Gene Ontology analysis showed that highly
expressed genes are categorized in metabolic processes while lowly expressed genes are categorized in multicellu-

lar organismal process.



