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Figure S1. The pearson correlation between samples was over 0.8, which showed that the RNA-
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Seq data were credible.
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Figure S2. The most enriched GO terms in the upregulated (a) and downregulated (b) GO terms.
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(a) Statistics of Pathway Enrichment (TRvsWR_UP)
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Statistics of Pathway Enrichment (TRvsWR_DOWN)
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Figure S3. The most enriched KEGG pathways in the upregulated (a) and downregulated (b)

KEGG pathways.

subcluster_1, 10 metabolites

subcluster_2, 1 metabolites

12 ——
7
2 — /
e /
/ 104 /
e /
o i //
7 s /
3 =Y 5 o
g 3
820 £ /
o o /
) % /
& g /
] 4 /
!f
a
5] /
ol L
W1 Rz W3 wh1 wi? wRs W1 TRz Ras  wRi1 WAz wAs
subcluster_3, 40 metabolites subcluster_4, 18 metabolites
o]
o u——=—._i\
\ 3
e ] ~ N
= /""_’
5 5’ 7
g E /
g a9 s
) 3
k] ot ¥
oy,
7
™ 7.
0l
a4 o]
TRi TRz TR3  WRi  Wh2 WA TR1 TRz  TR:  WRi WAz  WRS
subcluster_5, 29 metabolites subcluster_6, 3 metabolites
0 — =%
\
21 \
" \
N
et \\
1 /-"[ -4 \‘
g / 2 \
3 2 .
= =8
= 7 I N /
g 8 N\
| & . L/
\ /
N/
10
E
2]
TR TRz TR3 WR1 WR2 WR3 TR TRz TR3 WR1 WAz WA

Figure S4. K-means clustering analysis suggested that DEMs might be subdivided into six

levels according to the trend in content change of each treatment.
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Figure S5. The standard curve of paclitaxel and baccatin I11.



