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Supplementary Figure S1. FPKM Distribution of Transcriptomic Data.
[bookmark: _GoBack]Supplementary Figure S2. Co-expression correlation-based network of genes with a connectivity greater than 75 in the Coral2 module.
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Supplementary Figure S1. FPKM Distribution of Transcriptomic Data.
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Supplementary Figure S2. Co-expression correlation-based network of genes with a connectivity greater than 75 in the Coral2 module.
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