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1.3 RAPD
10
, Taq  dNTP DNA PCR
PE GeneAmp PCR System PE9600 DNA
PCR 20 HL, 2 HL 10 , 50 ng, 1. 5
mmol* L' Mg",1.2U Taq , dNTP 1.0 mmol*L ', 3. 75 Umol* L'
:94 C3min_ [% Clmin 37.5C Imin_ 72 C I min 20 s]40 772 C8min 4
C 1.5% ,
0.5 TBE
1.4
DNA . /0 )
“17, “o” POPGENE1. 31( Tools for Popu-
lation Genetic Analysis ) (version 1.31) ,
Ne, H  Shannon I Gst;
Nei’s' (Unbiased Genetic Distance) , (UPGMA)
6
2 BREM
2.1
PCR , 1 DNA 6
, 112 28 ,
28 RAPD 1 28
, 4 , 1 2 S32 837 6 24
1 28 RAPD 6 DNA
(5~3) ( ) (5~3) ( )
1 S012 CCTTGACGCA 5(1) 15 S063 GGGGGICTTT 8(7)
2 S013 TTCCCCCGCT 4(3) 16 S064 CCGCATCTAC 6(4)
3 S016 TTTGCCCGGA 6(5) 17 S066 GAACGGACTC 4(1)
4 S020 GGACCCITAC 7(4) 18 S067 GI'CCCGACGA 7(6
5 SM25 AGGGGTCITG 4(1) 19 S070 TGTCT GGGTG 6(5
6 S032 TCGGCGATAG 8(6) 20 S072 TGI'CATCCCC 5(2)
7 S034 TCTGT GCTGG 4(0) 21 S076 CACACTCCAG 4(1)
8 S035 TTCCGAACCC 6(1) 2 S04 GGATGAGACC 7(2)
9 S036 AGCCAGCGAA 5(0) 23 S101 GGT'CGGAGAA 6(4)
10 S037 GACCGCITGT 9(6) 24 S142 GGI'GCGGGAA 9(3)
11 S052 CA CCGTATCC 6(1) 25 S299 TGAGGGTCCC (1)
12 S057 TTTCCCACGG 5(3) 26 S2083 TGGACTCGGT (2
13 S059 CITGGGGACIT 6(6) 27 S2084 CCCAAGCGAA 7(3)
14 S061 TTCGAGCCAG 5(2) 28 S2093 TCGGTGAGI'C 10(5)
173(85)
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7 M G FF #
1~ 4. 2~ 8. ;9~ 12.
13~ 16. 5 17~ 20 321~ 24.
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1~ 4. 32~ 8. ;9~ 12,
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2.2
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He  Shannon 1 2 Shannon
1 0.2114 0.3277, ;
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Shannon
Na He Hi Hs Gst
1. 7209 0.2114 0.327 7 02114 0.1722 0183
04499 03373 0.179 6 0.2%4 1 00322 0. 0235
2.3
2
(3, 0.940 5 0. 9% 2,
0. 005 8~ 0.061 3 s
0.035 0,
3 6 Nef s
0.971 0 0.947 8 0.9405 0.942 1 0.941 7
0.029 5 0.971 7 0.956 7 0.967 5 0.962 4
0.053 6 0.028 7 0.978 7 0.9825 0.983 7
0.061 3 0.04 3 0.021 6 0.994 2 0.960 5
0.059 6 0.033 0 0.017 6 0.005 8 0.976 2
0.060 0 0.038 4 0.016 4 0.0310 0.024 1
. AMOVA 6
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RAPD Analysis on Genetic Variation of Bambusa pervariabilis McClure

XING Xin-ting, FUMao-yi, FEI Xue-gian, JIANG Jing-min
( Research Irstitute of Subtropical Foresry, CAF, Fuyang 311400, Zhejiang, China)

Aberstract: Thirty clumps of six populations of Bambusa pervariabilis were analyzed by random amplified poly-
morphic DNA ( RAPD) markers to determine the genetic variations among and within the populations. A total of
173 loci including 85 polymorphic loci were amplified using 28 random primers, with an average of 6. 18 frag-
ments each primer. The length of fragments was between 200 bp and 2 000 bp. As analyzed by POPGENE ver
sion 1. 31, the data from sk populations had an average Nei’ s gene diversity of 0. 211 4, and Shannon” s genet-
ic diversity of 0. 327 7, coefficient of gene differentiation( Gst) of 0. 185 3, indicat ing that there was some dif-
ferentiation among the populations. The averaze gendic distance among populations was 0. 035 0, indicating
that there was close relative relations among populations. The six populations were clustered to three categories
by cluster analysis (UPGMA) based on Nei’ s unbiased genetic distance.
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