PALAR e p 4R 2015, 30(4) . 116~120
Journal of Northwest Forestry University

doi:10. 3969/j. issn. 1001-7461. 2015. 04. 19

EWANEEFHEME DNA psbA-trnH FH 2T RHR

ZHE.KEW. L% L

ELRELLEH O OF L KEHS

CGHRY, 5 VT 810016)

W EREFAEARAREEHLLFET DR, RAKXRE CTABZERREZZLZET L
DNA, B A5 FANFHRAIN A ERRARREHLLRFEFHRESHE, 2REAW. FER
Rl ERB B LR ET psbA-trnH B3 T h 11 A £ R 5 BA TR 5, EAKZH R
S HM(h=0.684 1), 428 2 5MHAKF(h)H 0.464 3~0.892 9, M HF B ZEMAKTF (P A
0.005 90~0. 023 33, E#FHmE,ILEH G, A 0.042, KB AI N, 4 0.014 98,

KB : 2R R JET 5 vF 2K DNA psbA-trnH; #4457

FE 45 %KE5:5663.9 XHkFRRES A

XEHS:1001-7461(2015)04-0116-05

Genetic Differentiation Study of Chloroplast DNA psbA-trnH in Ribes meyeri from Qinghai
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Abstract : Samples of Ribes meyeri from different geographic populations were collected from different areas

in Qinghai. The total DNA was extracted from the leaves by modified CTAB method. Genetic differentia-

tion of chloroplast DNA trnl.-F was analyzed by using molecular technology. The results showed that the

samples researched could be divided into eleven genotypes, and 38 variable sites existed. High level genetic

diversity existed (h=0. 684 1), and haplotype diversity level was from 0. 464 3 to 0. 892 9; nucleotide di-

versity level ranged from 0. 005 90 to 0. 023 33; genetic differentiation (G,) was 0. 042; gene flow (N,,)

was 0.014 98.
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Table 1 The sample information of R. meyeri
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Fig. 1 DNA extraction results of parts of R. meyeri
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Fig. 2 DNA amplification results of R. meyeri
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Table 2 Variable sites within the aligned sequences
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Network of haplotype and relationship
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Table 3 Distribution of haplotype and indexes of genetic diversity
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