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, 1.3 SRAP
, SRAP SRAP Li (2001) ( 2),
1.4 SRAP-PCR
PCR Taq dANTP
, PCR 25ul ,
1 2.5ul 10><Taq DNA , 2ul MgCl,
11 (25mmol/L), Tyl ANTP (2.5mmol/L),
() 0.5ul, 1.5U  Tag DNA , Eppendorf Mas-
(Meretrix meretrix) , 2005 3 — tercycler PCR 94
2007 4 (GX) ds) Smin; 5 94 45s, 35 45s,
(LN) 72 Imin): 35 (94 Imin, 55
1 Imin, 72 Imin): 72 7min
, , 86 15
s DNA 2% ,E.B
1.2 DNA , 6.5%
0.1g , R , R
1.5ml , 450ul STE 1.6
(150mmol/L NaCl, 50mmol/L Tris, 1mmol/L s
EDTA), 12.5u1  10% SDS, 10ul K (20mg/ml) , 1, 0,
, 55 s , R s PopGene32
, 12000r/min 30min, (Version 1.31) , SPSS13.0
70% 2, 30ul , 0.8% marker s
DNA SPSS
x| XRARMEFRIREKIR
Tab.l The populations of M. meretrix and the codes
(kg)
GX 100 30 2006 3
IS 150 30 2005 4
LN 100 30 2007 4
&2 SRAPSI#IF3
Tab.2 Sequence of SRAP primers
(=39 (5'—3")
mel TGAGTCCAAACCGGATA eml GACTGCGTACGAATTAAT
me2 TGAGTCCAAACCGGAGC em2 GACTGCGTACGAATTTGC
me3 TGAGTCCAAACCGGAAT em3 GACTGCGTACGAATTGAC
me4 TGAGTCCAAACCGGACC em4 GACTGCGTACGAATTTGA
me5 TGAGTCCAAACCGGAAG ems5 GACTGCGTACGAATTAAC
me6 TGAGTCCAAACCGGTAA em6 GACTGCGTACGAATTGCA
me7 TGAGTCCAAACCGGTCC em7 GACTGCGTACGAATTCAA
me8 TGAGTCCAAACCGGTGC em8 GACTGCGTACGAATTCTG
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’ Fig.1 Result of PCR-amplification from primer combinations of mel-em5 in three
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A M: pUC19 DNA/Mspl; 1—7: GX ; 8—14:1]S ; 15—21: LN
(Jaccard, 1908): p=1 q,
2
) 2.1 3
" 3) (Nei, 1972): Sj; = Nj; / [Nij + N; + 64 15
ij
> Slj s Nij | ’ 3
j NN i j 8§—21 s 1,
14.9 R
Sij 106 ( 3), ,
0SS i i SRAP

R3 R 3BT EMALAN. ZHMAH

Tab.3 The number of amplified loci and the percentage of polymorphic loci in three M. meretrix populations

GX JS LN

mel-em3 8 6 9 4 8 4 10 6
mel-em5 10 8 8 5 9 5 13 9
me2-em2 11 7 10 6 10 6 12 8
me2-em3 14 11 13 8 13 7 15 11
me2-em6 12 7 11 6 12 6 14 8
me3-eml 21 15 20 13 18 10 21 16
me3-em5 14 9 12 6 13 6 15 11
me3-em6 17 9 16 7 16 6 18 11
me4-em2 15 9 14 9 14 8 15 10
me4-em6 13 9 12 7 12 6 14 11
me4-em8 16 12 15 10 13 8 17 13
me5-em4 18 13 16 10 16 9 18 14
me5-em8§ 12 9 11 7 13 6 14 11
me7-em2 8 6 9 4 8 3 9 7
me8-em6 15 11 16 9 14 8 18 13

204 141 192 111 189 98 223 159

69.12% 57.81% 51.85% 71.30%
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Tab.4 Genetic similarity and gene diversity in each M. meretrix
population >
Shannon-wiener 11 >

GX 0.2532 0.3649 (2005)  SRAP

JS 0.2162 0.3127 5

LN 0.1836 0.2714 Riaz  (2001)
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2.3 3 Ferriol (2003,
(2004) ) 2004) 69 )
15% ,0  100% 8 AFLP
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49 28 13 , GX SCAR : (2008)
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Fig.2 Distributions of amplified loci in different frequency intervals of three M. >
meretrix populations (2006)" ITS 4

1) ,2006.
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SRAP ANALYSIS ON GERMPLASM OF WILD MERETRIX MERETRIX
OFF CHINESE COASTS

ZHANG Zhi-Wei', CHEN Ai-Hua', YAO Guo-Xing', WU Jian-Ping',
WU Yang-Ping', XU Guang-Ping', CHENG Han-Liang’
(1. Jiangsu Institute of Marine Fishery, Nantong, 226007; 2. College of Marine Science, Huaihai Institute of Technology,
Lianyungang, 222005)

Abstract Genetic variation of three wild stocks of Meretrix meretrix was analyzed using sequence-related amplified
polymorphism (SRAP) markers. Samples were collected in Guangxi (GX), Jiangsu (JS), and Liaoning (LN) provinces and
kept in Hard Clam National Breeding Plant in China. Fifteen primer pairs produced 159 polymorphic loci in average of
10.6 loci per primer pair. The percentage of polymorphic loci was 71.30%, suggesting a rich genetic diversity among the
wild resources. The percentage of polymorphic loci in Populations GX, JS, and LN was 69.12%, 57.81%, and 51.85%; the
average heterozygosis of population was 0.253, 0.216, 0.184; and the Shannon-Wiener index was 0.365, 0.313, 0.271, re-
spectively. The results indicate that Population GX had the highest genetic diversity among three populations, and a large
amount of low frequency alleles indicated by noticeable increase in the number of rare loci and decrease in the number of
homozygous recessive loci; therefore, the population is potential for genetic improvement of breed.

Key words Meretrix meretrix, Germplasm, SRAP



