Sample clustering to detect outliers
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Sup. Figure 1 Clustering dendrogram of samples based on their Euclidean distance.
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Network heatmap plot, selected genes

l i il f |
| L . A
n | [’I [' %%

o colors | [ |1 [ I NNET A AN R 5o 11 01

0

=

s

(I |'T m

I

I
1

Sup. Figure 2 visualizing WGCNA network using a heatmap plot. The heatmap
depicts the topological overlap matrix (TOM) among all modules in the analysis. The
colors mean different modules. Light color represents low overlap and progressively

darker red color represents higher overlap.
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Sup. Figure 3 Eigengene dendrogram and eigengene adjacency plot.



