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[bookmark: _GoBack]Figure S1. Reads aligned to sh2.
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Figure S2. Principal component analysis of FPKM
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[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Figure S3. MA-plot shows the log2-fold changes
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Figure S4. Heatmap of the “orange” module. The gene names are shown in the horizontal axis, and samples are shown in columns. Green indicates down-regulated expression and red indicates up-regulated expression.
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Figure S5. Venn diagram of the number of TF genes in the DEG set and “orange” module. Small circles in the large circles of up-regulated and down-regulated genes indicate TF genes.  
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