- 2110 - 2% %R Acta Pharmaceutica Sinica 2020, 55(9): 2110 -2121

F SRR XU SV E NS R R E R UEHLH

\

T

/':f\\ *E*j $ @
(VL2 SR IR AR 25 B A ) 1) 245 2800F =2, WiVL Bl 310018)

TEE: PSP R 2R A & VR 187 J O O JUAS B 1 1 5 TR 00 2 o 5 5 00 o8 240 o Rl i
HEk, Bl B IR 20 2 I S A 2 AR AL S AR S B PO R R, HAE B S AR RN S R AR L B T AR R
HERE . R B FHSIAFHRINA WY S R HT I AR b, 5 B 2R T RS R T AR A R T
FEAEH, DO — 2D S PSR B2 A 0 AR B R LR NI & USRI 9T) A R 5K e i
BRI PRV AR ECAE R A5 5 e R B R R 4 AL, ST 42408 L Al B3 TR T B U FH D (37 22 DR 2 48 7= 1 42 I 4% 11 4
TR A3 0 WIE, ARG SF S0 P o AR & O, N LRk IR @ v BAG RE AR B D) RE A R 4, A
T R PS5 2 1R A F G 22k R [0 08 s PE R 1) 7= /2, e it — IR AN AR T 2 —

KR FFSERAED; PRI &, LG RIE R, # T

FE 525 RI31 RRFRINAED: A X EHRS: 0513-4870(2020)09-2110-12
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Abstract: Tanshinones and salvianolic acids are important materials in the treatment of coronary heart disease,
myocardial infarction, hypertension, hyperlipidemia, stroke and others illnesses. In recent years, with the develop-
ment of genomics, transcriptome, metabolomics and bioinformatics, many advances have been made in the biosyn-
thesis and transcriptional regulation of tanshinones and salvianolic acids. This paper summarizes these advances
and suggests further study on the downstream synthesis pathways and transcriptional regulatory mechanisms to
reveal new molecular mechanism of synthesis, transport, regulation and modification. Additionally, we discuss
the design and construction of new biological pathways to increase the expression of biosynthesis genes and the

production of secondary components, is a newly developing research field.
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Figure 3 A schematic of the tanshinone biosynthetic pathway
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Figure 4 A schematic of the salvianolic acid biosynthetic pathway
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Figure 5 Transcription factor of SmbHLH regulation on salvianolic acid in JA signal pathway
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Figure 6 Transcription factor of SmbHLH regulation on tanshinones in JA signal pathway
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Figure 7 Transcription factor of SmMMY B regulation on secondary metabolism in Salvia miltiorrhiza
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