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Figure S1 

 

Figure S1. Cluster dendrograms and modules in WGCNA. 

(a) Sample cluster of different developmental stages and kinds of seeds after data cleaning. No 

outlier sample group was found. (b) Scale independence state (power recommended = 9). (c) Mean 

connectivity and soft threshold. (d) Soft connectivity explained in terms of frequency and k value. 

(e) Scale-free topology (scale R2 = 0.83, slope= −1.03). (f) Module divisions after dynamic tree 

cutting. Each module is given a colour label. 


