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2 AFLP 32 ,
, AFRP
2.1 32 2 688 ,
AFLP MegaBA CE 1000 DNA 84 )
6 , 120
1
Tab.1 The code of AR P primer combinationsand the male, female and common markers
EcoRI Msel
AAC(A) CTA(5) 67 14 5 8
AAC(A) CTG(7) 79 11 9 2
AAC(A) CTT(8) 49 3 3 1
AAG(B) CAC(2) 64 11 5 3
AAG(B) CTT(8) 59 6 3 3
AAG(B) CAT(4) 76 10 5 3
AAC(A) CAG(3) 49 9 4 0
AAG(B) CTC(6) 73 10 4 4
ACG(E) CTG(7) 54 5 3
AGC(Q CAA(1) 80 3 0
AAC(A) CTC(6) 65 3 6 4
AAC(A) CAA (1) 82 10 7 1
ACT(F) CTA(5) 51 7 3 0
A GG(H) CTC(6) 53 7 3 3
AGC(Q CAT(4) 90 8 2 2
ACA(Q) CAC(2) 85 4 3 4
ACC(D) CAC(2) 71 4 5 5
ACC(D) CAG(3) 41 5 5 3
ACC(D) CAT(4) 58 8 3 3
ACG(E) CAA (1) 73 5 1 4
ACT(F) CAG(3) 80 5 7 1
ACA(C) CAG(3) 7 8 5 2
AGC(Q CTT(8) 57 7 3 3
AAG(B) CAA(1) 137 7 5 1
TAA(L) CTT(8) 98 4 4 9
TAA(L) CAA(1) 141 6 4 6
TAA(L) ACA (9) 112 10 4 6
TAC(K) ACT(0) 137 9 3 11
TTA(M) CTT(8) 102 8 2 4
TAC(K) CAT(4) 153 6 3
TAC(K) CAA (1) 121 6 9
TAA(L) CTG(7) 155 6 2 9
2 688 230 135 118
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Fig.1 The result of AFL P selective amplification product
: , 2, 3
Above two were parents, the following three were off pring. The fig. 2 and fig. 3 showed the same order of parents and off spring as the fig. 1
2.2.2 F1 1 B, 3 1
F1 , 1 1 483 , 140
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Fig.2 The result of AFL P selective amplification product
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Fg.3 The result of AFL P selective amplification product
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2.3 AFLP s 27.4%,25.9%
483 33.9% AFLP
230 135 118 ' (49
( 2 167 100 ’ ’
1 , 78 3 1
2 AFLP
Tab.2 Thetotal and disorted markersof ARLP
(%)
63 38 25 230 27.4
35 27 8 135 25.9
40 - - 118 33
12+
7 5=127.38 81
104 7 M=242 S=112.41
N=63 M=274
81 6- N= 40
1o Z
% 6 7 fhif
% xR %
E 4_ 7 %
.7 e, 7
0 T T T T T T T T T T T 7—
60 106 151 197 242 287 333 378 424 469 515
):TEQKE/bp 0 T T T T T T T T T T T
4 98 143 189 234 180 325 370 416 461 507 552
<E /b
Fig.4 The distributing of female distorted markers REREMP
s M N
5,6 6
S stand for standard deviation, M stand for mean and N stand Fig.6 The distributing of common distorted markers
for the number of distorted markers
81 3
S=116.78
7 M=267 , ,26% RFLP
6. N=35 thi
449 12 AFLP ,
5 7
X, 8.2%™ | 8.0 %4, 13.3 %,
X 41
jé 7 54. 0 %' ,
Z AFLP 28.6 %,
2 4
% %
48 93 139 184 230 275 320 366 411 457 502 ,
RERKE/bp ( )

5

Fg.5 The distributing of male distorted markers )
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Cenetic analysis of segregation distortion of AFL P markers in
an F. population of the Pacific abalone

LIU Xiarrde'? LI1U Xiao', ZHAN G Guo-fan'
(1. Institute of Oceanology , Chinese Academy of Sciences, Qingdao 266071 ,China;2. Graduate School , Chi-
nese Academy of Sciences, Beijing 100049 ,China)
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Abstract : Using AFL P markers, we analyzed the Fihybrid family of Pacific abalone including 86 individ-
uas, 32 AFL P primer combinations were selected from 120 AFL P primer combinations. Totaly 2688 AFL P
fragments were produced in the parents and the Fifamily. Among which, 483 were segregation fragments in-
cluding 230 female, 135 male and 118 common markers. Chi test showed that 167 femae and 100 male markers
were in agreement with the Mendelian 1 1 ratio (P=0.01) , and 78 markers were in agreement with the 3

1 ratio (P=0.01). The ratiosof segregation distortion were 27.4 %, 25.9 % and 33.9 %, respectively. Anal-
ysisof the high ratio of segragation distortion indicated that both female and male distorted markers were ho-
mozygote excess. We hypothesized that the segregation distortion may be associated with the incompatibility of
genes between the two population of abalonesin this study.



