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Figure S1 OPLS-DA score plots of the metabolomics of comparing PT T group and NT T group at 6

(A), 12(B), 24(C) and 48 (D) HAT.



Supplements

O, OH I
1

0. SCoA
NH, PAL
O (0] 0
+ 3 M CoA
HO s~ -1
PAL: . NT_T_6n_3
NT_T_8h_1
L-Phenylalanine V-2 Benzoyl-CoA Malonyl-CoA
B s
PT_T.6h_2
P rons BISi BIS: M
: NT_T_6h_3
OH NT_T_6h_1
NT_T.on.2
.. PT_T_6h_1
1 s
PT_T_6h_3
OH

oMT: | WY [ | NT_T 603
.l . NT_T_6h_t
B NT_T_6h_2 OMT
AEEENEEE e

PT_T_6h 2 OH

]
EEN EEEE BN o

3-Hydroxy-5-Methoxybiphenyl
> o

B4H: [ MM o B4H i UGTs.~ Me
NT_T_6h_1 e -
B e
EEEEE - OH QOCle
Pr_T 62 UGTs
= O O
OMe OMe
Noraucuparin
OMTi
OMe OMe
UGTs
H oo
UGTs: Il Bl W e ° > ock
B N OH OMe OH OMe
[ 7 ] | PT_T.6h_1 )
Pr o2 Aucuparin
| | | R !
i 2'-Hydroxylase
Y OMe OMe
UGTs
OH __________ > OH
OH OMe OGlc OMe

2'-Hydroxyaucuparin
Figure S2 Comparative transcriptomic analysis of structural genes involved in the biphenyl

biosynthesis pathway



