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Molecular Identification of Paris polyphylla var.
yunnanensis using psbA-trnH DNA Barcoding

LIU Tao' ,ZHAO Ying-liang’, YANG Ying’ , WANG Ling' ,LI Ma' , WANG Xin-lin>,ZHOU Bo’, YANG Sheng-chao' "

"Yunnan Agriculture University ;* China Tobacco Yunnan Indusirial Co. Ltd ,Kunming 650201 , China

Abstract: To explore a new method of identifying Paris polyphylla var. yunnanensis ,the genomic DNA from P. polyphylla
was extracted and the chloroplast psbA-trnH sequence was amplified by PCR. After spliced by CodonCode Aligne,the in-
traspecific and interspecific genetic distance (K2P) and neighbor-joining (NJ) tree were built by MEGAS. 0 software.
The result showed that the chloroplast psbA-trnH fragments found in intraspecific variation was small and the average
K2P genetic distance was 0. 007, while interspecific was 0. 025. The maximum interspecific genetic distance of P.
polyphylla was significantly less than the minimum K2P of intraspecific. The DNA barcoding comparison and NJ tree
showed that psbA-trnH sequences can be used to distinguish P. polyphylla. The method was stable , accurate and will pro-

vide new technical means for clinical medication safety.
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SIS HGE . ARS8 H] DNA Barcoding £ A X
FEJE N IHE AT TR E . W E 2GRS A PR
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Table 1~ Origins of P. polyphylla samples used in this study

N -~ w4 s NCBI [ |- 5514
No. Resouce Latin name Chinese name NCBI accession No.
1 A E T Xuanwei city P. polyphylla TR
2 ZRI4 BT EL Mojiang city P. polyphylla VTR
3 LAV 5 Xichang city P. polyphylia B
4 ZRIEAIILHT Lijiang city P. polyphylla —
3 ZRAYRIE B Midu city P. polyphylla PR
6 =AM Luquan city P. polyphylla P
7 A R EL Zhenyuan city P. polyphylla VTR
8 ZHIE TR Yuxi city P. polyphylla VTR
9 A EETT Puer city P. polyphylla AR
10 ZEATIR B Qiaojia city P. polyphylla O
1 Z APk B Lushui city P. polyphylla B
12 ZHEHETTE Weixi city P. polyphylla VTR
13 A e 8 Longli city P. polyphylia b
14 A KNEE Yongsheng city P. polyphylla O
15 AT Funing city P. polyphylla PE
16 = M8 BB Zhenxiong city P. polyphylia B
17 Z A 611 & Jianchuan city P. polyphylla VT
18 ZHIA 2 Huili city P. polyphylla R
19 Zi 4 K3 E Yongshan city P. polyphylla VIR
20 = M8 il K B Diging city P. polyphylla B
21 ZRIE K F-E Yongping city P. polyphylla VIR
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22 Zi %8 1 BB Shiping city P. polyphylla SR
2 Z R P B Zhongdian city P. polyphylla P

24 =M A IniEE Lincang city P. polyphylia b

25 1548 46 LI Wuzhishan city P. dunniana TERE A DQ404259
26 =M &)1 £ Jianchuang city P. daliensis pNLER DQ404260
27 A BIEH Mengla city P. vietnamensis oA D404246
28 S BB Weishan city P. mairei BT DOI04247
29 ZFA P Xichou city P. cronquistii i DO404255
30 HPCHTRIJIX Nanchong district — P. delavayi var. delavayi P D444
31 Z MR ITE: Fugong cily P. thibeitca var. apetala LT R DO404250
32 IFE 4 FAl B Sangzhi city P. fargessi RIS DQ404251
3 Z I BRI E: Pingbian city P. delavayi var. petiolata g DQ404254
34 A TIZE Qlaojia city P. marmomata ENF RS DO404256
35 Z A E R Yiliang city P. axialis AR DQ404244
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Table 2 The informative sites statistics of psbA-trnH fragment in

this experiment

BRI THE R SRR T e E R
Sample resource P. polyphylla Other Paris
17 55 site (14) CTGA AGAC
15 site (19) e A
{37 5 site (77) C T
3 5 site (138) C T
o745 site (792) G T C
745 site (1110-1113) GGCG TCGA
75 site (1116) G T
{7 5, site (1119-1120) cC TA TG 5 GA
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B 1 EF psbA-trnH FE5¥IZE R NJ &
Fig. 1 NJ tree based on psbA-trnH sequences
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DRIl PRI 24 % 4, ARIFSE R T DNA ZIE RS BOR R
T R ) AR AT M RE RS . AR R
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