A C Scale independence M ean Connectivity

Variables - PCA 1.0 8000
1.0 8
e
=
9
L .54 & 6000
/M1d e B
0.5 IS} 8
1 s =
__,,é . contrib S (] 4000+
s M{d2 12 % 0.0 ©
R e R e 10 e o
E o = 2000-
(=} 8 9
|| L
VK3 Q -0.5=
Y f 3
(&)
0.5 (7] -
‘ T T T T 0 T T T T
0 10 20 30 0 10 20 30
SoftThreshold Pow er) SoftThreshold Pow er)
1.0
. o . . _ Check Scale free topology
5 10 as o 08 0 5 softconnectivity power= 12) scale R 2= 0.78 , sbpe= =0.79
-0.6-
1 O O
1500 M
Sample clustering to detect outlier L ~0.9
1 S 1000 z O
2 3 | 2 © O
= ca =) S —1.2-
e 2 o — * O
S g 3
4 = oy 9
E o 500
t 27 = 3 -1.54
| = g g
] g £ :
§ — E = 0= = O
e = = z 2 T T T T T T T T T
2 2 0 500 1000 1500 2000 2.4 2.7 3.0 3.3
= =
k bog10 k)

Figure S3. Detailed information on PCA and WGCNA analyses of 9 Vm RNA-seq samples.
(A) Principal Component Analysis (PCA) results of all 9 RNA-seq samples from Vm. (B) Sample clustering to detect outliers.
Eight samples are within the clusters and meet the cutoff thresholds. (C) Soft-thresholding power analysis to obtain the scale-free

fit index of network topology. (D) Scale-free topology when the soft-thresholding power 3 = 12.



