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[bookmark: _GoBack]FIG S1 The lncRNA/mRNA coexpression network constructed using the cytoscape program for the GS10 group. The lncRNAs and mRNAs with Pearson correlation coefficients  0.99 or ≤ -0.99 were selected to draw the regulatory network using the cytoscape program. In gene-coexpression networks, each gene corresponds to a node. Two genes are connected by an edge, indicating a strong correlation. Within the network analysis, a degree is the simplest, most important measure of the centrality of a gene within a network and determines the relative importance. A degree is defined as the number of directly linked neighbors. In the network, the node size indicates the node degrees and the number represents the number of directly linked neighbours that are associated with each color. Therefore, the larger the node size suggested the targeted lncRNA or mRNA could directly linked with more neighboring genes. 
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