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Tab.1 List of AFLP primersand adaptersused in the experiment
sequence EcoRI Mspl
adapter EA,:5'-CTCGTAGACTGCGTACC-3’ MA,:5-GATCATGAGTCCTGCT-3'

preamplification primer

selective amplification primer

EA,:5'-AATTGGTACGCAGTCTAC-3'
E¢:5'-GACTGCGTACCAATTC-3'

E: 5'- Eg tACA-3"  E,: 5’- E;+tAGT-3'
E;: 5'- Eg +AAC-3"  E4: 5'- Eq+GTC-3'
E5: 5'- E(] +GCT-3'

MA,:5'-CGAGCAGGACTCAGAA-3'
M;:5'-ATCATGAGTCCTGCTCGGG-3'

M;: 5'- My+TGA-3’; My: 5°- My+TGT-3’
M3: 5'- M0+TAT-3’; M4: 5’- M0+TAC-3'
M5Z 5'- M0+TCA-3,; M(,Z 5’- M0+TCT-3'
M;y: 5'- Mp+TTC-3’; Mg: 5°- My+TTA-3'
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Tab.2 Genetic diversity indicesin three scallop populations
parameter Patinopecten yessoensis Chlamys farreri F,
PPL 0.7238 0.7905 0.8857
h 0.2897+0.1959 0.3291+0.1850 0.3828+0.1612
| 0.4239+0.2777 0.4771+0.2606 0.5488+0.2209
: PPL Nei’s (1973) s Shannon

Note: PPL is percentage of polymorphic loci; h is Nei’s (1973) gene diversity index; | is Shannon's information index( Lewontin, 1972).
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Tab. 3 Genetic similarity (above diagonal) and distance(below diagonal) between three scallop populations

group Patinopecten yessoensis Chlamys farreri F,
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Fig.1 UPGMA dendrogram among Chlamys farreri, Patinopecten , AFLP
yessoensis and their hybrids F| using POPGENE32
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Genetic variation of Chlamys farreri, Patinopecten yessoensis and their
hybrids

YU Tao'?, YANG Aiguo', ZHOU Liging' , WU Biao', LIU Zhihong

1. Key Laboratory for Sustainable Utilization of Marine Fisheries Resources, Yellow Sea Fisheries Research Institute, Chinese
Academy of Fishery Sciences, Qingdao 266071, China;
2. College of Fisheries and Life Science, Shanghai Ocean University, Shanghai 201306, China

Abstract: Amplified fragment length polymorphism (AFLP) technology was used to analyze the genetic variation
and genetic structure among three populations of Chlamys farreri(Q), Patinopecten yessoensis(d)and their off-
spring F,. In total, 315 loci were amplified with five primer pairs, and 311 of these loci were polymorphic, acco-
unting for 98.73%. Shannon genetic diversity indices were 0.477 1+£0.260 6, 0.423 94+0.277 7 and 0.548 8+0.220 9,
respectively for the female parent, the male parent and F;, while Nei’s gene diversities were 0.329 1+£0.185 0,
0.289 7+0.195 9 and 0.382 8+0.161 2, respectively. The genetic distance between C. farreri and P. yessoensis was
0.411 6, while it was 0.131 6 between F; and their female parents, and 0.278 0 between F, and their male parents.
The dendrograms showed that the three population gathered independently, which indicated that each population
was independent. AMOVA analysis indicated that 30.47% of variance was among populations and 69.53% vari-
ance was within populations, which suggested rich genetic diversity level within populations. In all, the expression
of heterosis has a correlation with the genetic variation.

Key words: Chlamys farreri; patinopecten yessoensis; F,; AFLP; population; genetic variation; heterosis
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