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Sequence analysis of psbA-trnH gene in chloroplast of Polygonum multiflorum
from different producing areas
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Abstract: Objective The molecular identification method of Polygonum multiflorum from different producing areas was explored by using
the sequencing of intergenic region of chloroplast genes psbA-trnH. Methods A total of 116 samples of P. multiflorum were collected from
15 populations in seven provinces and autonomous regions. The total DNA was extracted and the sequences of psbA-trnH were amplified by
PCR. The purified PCR products were sequenced and analyzed by MEGA 6.06 software. Results The genetic distances among the
populations of P.multiflorum are 0.001—0.187. In the maximum likelihood phylogenetic tree, 15 populations of P. multiflorum were clustered
into two blanches. Conclusion The genetic variation of P. multiflorum is significant and the psbA-tmH sequences of P. multiflorum can be
used as germplasm source for molecular identification between Deqing regarded as geo-authentic habitat and other producing areas.
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Table 1 Source of samples of P. multiflorum

SRS RAEH Felmdis 4REE)  FHEN)
1 JARERERE 1~13 111°5531" 23°18'43"
2 JUEREERSE 1420 112°14'46 " 23°11'59”
30 THREMASEE  21~33 110°44'02" 21°50'45"
4 TTREMNREE  34~43 111°59'48" 22°31725"
5 WHIBUHPGMIX  44~50 120°05'51" 30°14'33"
6 T FAREFHVEJREE  51~58 113°23'35" 32023'55"
7 RMYLEMHEE  59~63 107°57'53" 26°33'38"
8  HMEILIVEITIE 64~67 108°12'19" 26°2228"
9 ZEONEKHSZ  68~76 116°09'47" 31°07'40"
10 VLHMEZIX  77~78 118°49'40" 32°03'22"
11 TR TIIEX 79~84 108°12727" 22°49'54"
12 JPEANES 85~90 106°1048" 24°1524"
13 WL REWMA 2 91~100120°5921" 29°07722"
14 WAL FHLERFEX 101~111122°16'30" 30°01'03"
15 BiINAR/KEEREEE 112~116105°55'36" 28°32128"

2 AE

2.1 EE4HS DNA BYIREL
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FEF4 DNA 280 &E (b AR an) 25
. DNA.
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2.0 pL #4 DNA, 2 pumol/L 5[4 F 0.25 pL, 2

umol/L 5% R 0.25 pL, Taq 0.125 pL, 10XPCR
Buffer 2.5 pL, 2.5 mmol/L ANTP Mixture 2 uL,
ddHO fn & 25 pL . 5l % 5 % N psbA :
5"-GTTATGCATGAACGTAATGCTC-3" ; tmH :
5’-CGCGCATGGTGGATTCACAATCC-3.
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BERE 116 M % psbA-trnH 741 K T
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A 136 bp, HFHEKER 37.26%, LR E
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Table 2 Genetic distances among 15 populations of P. multiflorum
JExiid 1 2 3 4 5 6 7 8 9 10 11 12 13 14
2 0.005
3 0.005 0.001
4 0.005 0.002 0.002
5 0171 0.174 0.175 0.172
6 0.089 0.091 0.091 0.089 0.141
7 0.044 0.043 0.043 0.042 0.146 0.088
8 0.025 0.022 0.022 0.022 0.165 0.088 0.023
9 0.032 0.033 0.033 0.031 0.163 0.076 0.041 0.028
10 0.094 0.096 0.096 0.093 0.140 0.092 0.092 0.090 0.071
11 0.025 0.021 0.021 0.021 0.167 0.090 0.023 0.003 0.030 0.092
12 0.025 0.021 0.021 0.023 0.168 0.090 0.024 0.003 0.031 0.093 0.001
13 0.085 0.088 0.088 0.086 0.101 0.090 0.076 0.080 0.074 0.090 0.081 0.082
14 0.150 0.153 0.153 0.150 0.068 0.129 0.130 0.144 0.141 0.134 0.146 0.147 0.094
15 0.044 0.041 0.041 0.042 0.187 0.107 0.044 0.024 0.050 0.112 0.023 0.023 0.103 0.166
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Fig. 1 Maximum likelihood phylogenetic tree of 15 populations of P multiflorum based on psbA-trnH sequence analysis
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