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Figure S1: Cluster WGCNA analysis (A-D) Consensus clustering matrix when k=2. (E) PCA

a
£
i

=

tracking plot

consensus matrixk=z

0 N 5
L L
o
o

miatue changein am s under CDF arve
a2
L

s

Scale independence Mean connectivity

10

40111213141516171 81620 1

!
o

0.0
1
-
Mean Connectivity

-0.5
L
1000 2000 3000 4000

Scale FZ Topology Model Filsigned R*2

8
9
10”‘213141

0
"

5161718150
T T T T T T T T T
5 10 15 20 5 10 15 20

Soft Thresheld (power)

Soft Threshold (power)

Module~-trait relationships J

MEblue
MEbrown
MEgreen

MEred

MEturquoise

om o
5 ©s

MEyellow

< &

(F) Cluster diagram of module

eigengenes (G) Set soft threshold power (H) TOM heatmap of 6 modules (I) Heatmap of

correlation analysis of module eigengenes with clinical features. Rows and columns represent

modules and clinical features, respectively (J) TOM heatmap of 6 modules; When k is set to 2,

the highest within-cluster correlation is observed, indicating that MRGs can be used to divide

DOX cardiomyopathy samples into two groups (Figure 2A, Figure 2B, Figure 2C, Figure 2D).

Figure 2E demonstrates significant differences in principal component analysis (PCA) between

these two clusters.



