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Abstract: Anplified fragment length polymorphism ( AFLP) wes used to analyze the genetic diversity of 2 diferent popula
tions of Qiongzhuea tumidnoda. Ten primer pairs with higher polynorphic were selected from EcoRI MMl priners, Total of
680 loci of the Qiongzhuea tumidnoda genonme were examined for nolecular vanation and 662 loci were polymorphic
(97.20%) . PopGen32 data processing software gave out that the rate of polyrmorphism were 89. 86% and 91. 95% ; the
number of alleles were 1. 898 6 and 1. 919 5; the effective number of alleles were 1. 5850 and 1. 568 3; the average genet-
ic identiies within 6 populations wes 0. 332 1; the average genetic identities within the 2 populations wes 0. 394 9; Shan-
non information index was 0. 575 4. The genetic differentiation coefficient anmong the 2 populations wes 0. 148 8. The gene
flow among the 2 populations wes 2. 861 0. The average genetic identity wes 0. 821 9 and the average genetic distance was
0.196 1. The 2 popuations were divided according to the UPGMA cluster aralysis.
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, DNA
, , PVP
, , 1.5 mL , 0.6 mL 65
AFLP DNA , CTAB (0.1 mol- L ' Tris, 0. 05 mol-
L 'EDTA, 1.5 nol- L " NaCl, 2% CTAB), 65
30 min, :
o (24 1) S
AFLP 4 10000 rr min 10 min,
, Loh '™ AFLP , 1.5 mL ; 5
( Bambusa Schreb. ) ’ , 2 h : 4 10000
( Dendrocalamus Nees) ( Gigantochloa Kurz) r-mn® 10 min, , ’ 75%
( Thyrsostachys Ganmble) 15 2 100 yL 1 x TE
ARLP AFLP : 1/2 11 , 2 ~ 3 min,
; Marulanda. " 2~ 3 min ,8 000 ~ 10 000 r- min
AFLP ( Guadua 5~ 10 min, | /8 000 ~ 10 000 r
ang ustifolia Stkiata) : min” 5 min: |
( Guadua Kunth) , ’ | % 2
| o AFLD 1xTE , -20
; DNA ,
° 35 0.8% DNA
, AFLP 0.403
35 1.3 AFLP .
1.3.1 AFLP
AFLD ’ , : 600 ng DNA, 10U
EcoR 1, 10U Mse I, 2 pL 10 x T4 DNA
| , ddH, O 20pL 37 3h65 10 min
' , 10 L ,
10 pL ;1 pL 10 x T4 DNA
1 .20 pmol- L™ Mse | EcoR | 1.25
11 uL,3U T4-DNA 0.5 pL, ddH,O 10
uL PCR 16 10 h
| 1.3.2 5 uL, EOO
MOO(20 U- pL ") 0.6 pL, 10 x PCR buffer 2
[4] 103°47' E, uL,2.5 mmol- L " dNTPs2 pL,5U Tag 0.2 pL,
28°21' N, 105°16' E, 27°55' N, ddH.O 20 pL PCR 194
119°56' E, 30°05' N, 50 m 2 min, 94 50 s, 55 50 s, 72
, 1 300 ~ 1 500 mm, 60s, 30 ;10
28.7 3.6 1.3.3
16.1 230 AFLP to-edo-
79% : :
32 , ,
DNA DNA 3
1.2 DNA uL 15 ,20 U- pL ' EcoR |
Doyle ctaB  ” Mse | 0.6 pL, 10 x PCR buffer 2 L,
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2.5mmol- L dNTPs2 puL,5U Tag 0.2 pL, s, 20 , 10 PCR
ddH, O 20 pL ABI-2720  PCR
PCR 194 30s,65~56 ( EcoR |

0.7 ) 30s,72 60s, 13 ; , Mee | T4 DNA Ligase

94 30 s,56 30s,72 60 Promega 1
1

EcoR Mse

adaptor E1 5 -CTCGTAGACTGCGTACC-3’ adaptor M1 5 -GACGATGAGTCCTGAG-3’

adaptor E2 3’ -CTGACGCATGGTTAA-5 adaptor M2 3’ -TACTCAGGACTCAT-5’

E-AAC 5 -GACTGCGTACCAATTCAAC-3’ M-CAA 5 -GATGAGTCCTGAGTAACAA-3’
E-ACA 5 -GACTGCGTACCAATTCACA-3’ M-CAC 5 -GATGAGTCCTGAGTAACAC-3’
E-ACG 5 -GACTGCGTACCAATTCACG-3’ M-CAG 5 -GATGAGTCCTGAGTAACAG-3’
E-CTA 5 -GACTGCGTACCAATTCCTA-3’ M-CAT 5 -GATGAGTCCTGAGTAACAT-3’
M-GCG 5 -GATGAGTCCTGAGTAAGCG-3’
1.3.4 6% ; E-AAC/M-CAC
( 0.4 mm) 1xTBE , 100% ( 1)
JY-ECP3000, >
JY-CX2B , ( AP) /%
30 min E-ACA/M-CAT 52 56 92.86
L 90 W 2 h E-ACA/M-CAA 87 88 98.86
14 E-AAC/M-CAT 61 62 98.39
‘1. 0" E-ACG/M-CAC 54 55 98.18
E-ACA/M-CAC 63 66 95.45
’ DNA ’ E-ACA/M-CAG 51 53 96.23
‘17, ‘0, E-ACG/M-CAT 66 67 98.51
POPGENE32 Version 1. 32 '™ E-ACG/M-CAG 80 83 96.39
( AP) E-AAC/M-CAC 80 80 100. 00
(P) Nei s (H) Shannon E-ACG/M-CAA 68 70 97.14
( ) 66. 2 68 97.20
(D ( Gst) (Nm) Nei’ s
(D) (n Nei’ s M1 32
, NTSYS-pc 2.1 UPGMA
[ 14]
2
2.1 AFLP
10 (
2) 2 ,
100 ~~ 800bp 680 DNA ,
662
66.2 , 97.20% 10
[12]
90% ,

E-ACA/M-CAA
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2.2 Shannon 0.4922 0.494 3
Nei s Shan- Shannon
non Shannon
3 , 10 ;
, Neis
0.3337 0.3318
3
( AP) (P) /% na ne H [
32 612 89.86 1.898 6 1.585 0 0.333 7 0.492 2
32 625 91.95 1.9195 1.568 3 0.331 8 0.494 3
32 618.5 90.91 1.909 1 1.576 7 0.332 7 0.493 2
64 662 97.20 1.9720 1.704 5 0.394 9 0.574 5
‘na = ;e = [ Kimura and Crow ( 1964) ]; H = Nei s .1 = Shannon's
2.3 :
(HY) 0.39409, (Gst) 0.157
(Dst) 0.062 2, 2, Nm= (1- Gst) AGst,
(Hs) 0.3327, (Nm) 2.900 9
4
Hit( His( Dst( ) Gst( ) Nm( )
0.394 9 0.3327 0.062 2 0.157 1 2.9009
0.013 2 0.014 4
2.4
e ,10  AFLP
POP- 662
GEN32 Nei s (D) 0.19 1 66.2
(1) 0.8219,Neis 90%
, 97.20%,
! ) * 10 AFLP 35
e , 872
95. 87% ; o 10 AFLP
Nei s : UPGMA 26 733 :
2 87.45% ,
3 41 47
, AFLP
; 0.57
, 97. 20%
; 90. 91% ; Nei s
(Hs)  Shannon :
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