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Figure S1. PCA plot of transcriptome samples.
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Figure S2. PCA plot of metabolome samples. The horizontal axis t [1] and the vertical axis t [2]
of the PCA score plot represent the scores of each sample projected on the principal components
PC1 and PC2, respectively. The elliptical area represents a 95% confidence interval.
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Figure S3. Venn analysis of transcriptomic analyses. The horizontal bar chart on the bottom left represents the number of elements in each set, the middle
represents the combination method, and the bar chart above represents the number of elements in each combination.

11
101

(0]
N
g 80 66 67
2 60
o
2 w0 42 45 48 I I 41 37
[
= 19 18
20 15 13 14 1 I I 15 12 1 12
9 9 8 9
5 5
I III II Bl :RamB: DN 22Rizar2ziBainlm2 i m22imels
0
258 MNP_MMC I
396 MNP-MC_MNP . I I
484N  MNP-MC_MMC ° [
490  MNP_Mcontrol . I I }
542 MNP-MC_Mcontrol ° I I {
564 I MMC_Mcontrol L
1
50 0

Figure S4. Venn analysis of metabolomic analyses. The horizontal bar chart on the bottom left represents the number of elements in each set, the middle
represents the combination method, and the bar chart above represents the number of elements in each combination.



