+ 522 - WORLD CHINESE MEDICINE  February 2018, Vol. 13, No. 2
&k == S - —— = ,
DTEERAREMARARPRIN HER
kER I W OB Kk B e
(1 VR o B B (ST L TRHITL518000; 2 WL B 25K , 2RI, 430000
3 WL BE 22, 138 4420005 4 T M B2, T ,510000)
WE “h% RRE TS RRGERARIS, LR, A RIRF R B G e 12

y‘"ﬁﬂ’ % 7?‘%0’(2 FH MR RERAE FEFREZ P EHRALIHRE R RARFERASERNGT Bh” =Lty
B Jeo AT HRBAEH ARG —FEZEA, B EAMLE E LT R E, AAF R F 5T HARRAT
77\7?fr & % I S HSIT FG KRS EARE SR RERT A RTRIINAANT NS TECHARE BB
Vo R R B R BAT VA B2, A BT A G i KR e ARBMR I
REWE 0 TEEAR W BUE SRR REOCR  Fh BRI FLOh 4501
Application of Molecular Identification Technology in “Nanyao”
Zhu Meiling' , Wang Linna®, Hu Pei’, Lin Li*
(1 Shenzhen Bao'an Traditional Chinese Medicine Hospital ( Group) , Shenzhen 518000, China; 2 Hubei University of Chinese

, Yang Guangyi'

Medicine, Wuhan 430000, China; 3 Hubei University of Medicine, Shiyan 442000, China; 4 Guangzhou
University of Chinese Medicine, Guangzhou 510000, China)
Abstract “Nanyao” is an important component of Chinese medicine resource. In recent years, provinces in the south of China

have actively sought the path of the genuine regional drug industry of “Nanyao” , which has been seriously restricted by the existent
problems that the species and quantity of “Nanyao” herb resources are not clear, and the germplasm resources are hard to pre-
serve. The wild resources are severely damaged and the quality of cultivated varieties is degraded. Molecular identification technol-
ogy is a new identification technique that has been widely applied in recent years, with the advantages of high accuracy and good
repeatability. In this paper, the commonly used molecular identification techniques were analyzed and summarized, and the appli-
cation of molecular identification techniques in “Nanyao” was analyzed from four aspects: genetic diversity analysis, genetic rela-

tionship analysis, germplasm resources evaluation, and the identification of genuine medicine, substitute, counterfeit species,

multi-source one,
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