)

Chinese Traditional and Herbal Drugs

HES0H F228 201911 B * 5611+

WE DT EERINREERMFER

& AR

WL IR E AR 2R M TR, #L FiH 310018

B OE: WSO RER R A < —, GRS BER, BES TAEWEERREY, U mEENFEORK
L, AP P PRIE S E RO ORI, B IR R R I D REEAREZOC R, HEO R RS R Y B

AREHRE . BURATH « DU RLAE AR BRGS0 U B T 0 T2k Al . MARGEEWIT. 0 T45E

L ReHE A 25 5 T I

TR T AN AR TR R HEAT 143058, JFR M 3 ST FUREE, DU — IR T RS (7> T AT FLaR it 2%

KA T ST ARG HTEE
hE 5SS R282.1 XEkFRER: A
DOI: 10.7501/j.iss1.0253-2670.2019.22.032

ThREREA; ARG
XERS: 0253 -2670(2019)22 - 5611 - 10

Advances in molecular identification and functional genes of Rehmannia

glutinosa

ZHAN Zhong-gen

Applied Engineering Department, Zhejiang Institute of Economics and Trade, Hangzhou 310018, China

Abstract: Rehmannia glutinosa is one of the most common bulk medicinal materials in China and it has a long history of medicinal

use. In recent years, with the development of molecular biology, especially for the emergence of high-throughput sequencing

technology, it not only provides new ways to identify R. glutinosa quickly, and reveal the genetic diversity and relationship of R.

glutinosa, but also lays the vital foundation for explaining the mechanism on metabolism, root tuber growth, stress response and

continuous cropping obstacles of R. glutinosa. The present paper reviews the recent study progress in molecular biology research of R.

glutinosa from molecular systematics, molecular identification and functional genes, and puts forward three research prospects in order

to provide a reference for further study on molecular biology of R. glutinosa.
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Fig. 1 Biosynthesis of cyclopentane ether terpenoids from R. glutinosa
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(1) CM: chorismate mutase [EC: 5.4.99.5]
[EC:1.3.1.12]

(2) ADT: arogenate/prephenate dehydratase [EC: 4.2.1.91]
(4) PAT: aspartate-prephenateaminotransferase [EC:2.6.1.79]

(3) PD: prephenate dehydrogenase
(5) Phe: cyclohexadienyl dehydratase[EC:4.2.1.51] (6) TYRAAT:

arogenate dehydrogenase [EC: 1.3.1.78] (7) ASPS5: aspartate aminotransferase, chloroplastic [EC: 2.6.1.1] (8) GOT2: aspartate aminotransferase,

mitochondrial [EC: 2.6.1.1] (9) PAL: phenylalanine ammonia-lyase [EC: 4.3.1.24] (10) 4CL: 4-coumarate-CoAligase [EC:6.2.1.12]

(11) C4H:

cinnamate-4-hydroxylase [EC: 1.14.13.11] (12) HCT: shikimate O-hydroxycinnamoyltransferase [EC: 2.3.1.133] (13) C3'H: coumaroyl quinate 3'-
monooxygenase [EC: 1.14.136] (14) CSE: caffeoylshikimate esterase [EC: 3.1.1.-] (15) TYR: tyrosinase[EC:1.14.18.1] (16) TyDc: tyrosine
decarboxylase [EC: 4.1.1.25] (17) AOC3: primary-amine oxidase[EC: 1.4.3.21] (18) DBH: dopamine beta-monooxygenase [EC:1.14.17.1] (19)

AAD: aryl-alcohol dehydrogenase [EC: 1.1.1.90]
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Fig.2 Biosynthesis of acteoside from R. glutinosa
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Fig. 3 Molecular mechanism of continuous cropping obstacles of R. glutinosa
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