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Animals DNA Kit) DNA DNA 1% 1
EB R 260 nm PCR 25 uL, DNA
280 nm , DNA , 2 uL, 10xPCR buffer 2.5 uL, dNTP 2uL(2.5 umol/L),
20 ng/uL.  DNA (10 umol/L) 1 uL, MgCl,(25 mmol/L)
1.2 WHMIEE3| Y ﬁ% % % PCR *}'iﬂé’ 1.5~2.0 uL, Tag DNA ( )1U, ddH,0
[22-23] BioRad PTC-200 PCR
60 ( ) ; PCR 94 °C 5 min,
PCR 94 °C 30 s, 58.5~61 'C 30,72 C 2 min, 35 ,
17 6 72 °C 10 min
*1 6HNERKEBNEEHIESINFT
Tab. 1 Microsatellite primer sequences for the six polymorphic loci of Pinctada fucata
(5-3) (C)
F: TGGCCCAGTTGTATTTTGTG
HNUPMO01 (AC)s R: GCTAGGTCCCCGTCAATTA 59
F: CGGAAAGAGAAGCGAAAGAG
HNUPMO004 (AG)s R: CGCTTAGCAATGACAGGTTG 60
F: CGGCAAGTTCATCGCATAGTTC
HNUPMO68 (AAT)s R: TCCACCAGAAGAGAAACCAAC 61
F: CCGAAATGCACTGTAACTGG
HNUPMI125 (AAACG), R: GGTTCGTTTCGTTTCGATTTG >8.5
F: CCGAAATGCACTGTAACTGG
HNUPM129 (TACTGA), R: GGTTCGTTTCGTTTCGATTTG 60.5
HNUPM146 (ATGA) 150 ( TGAA)s F: GCAGCGTCGTTGTGTTGAG 61

R: GTTTTCATTGTTTTCATAAAATTTGTC

1.3 ¥ ¥ =Hhan

PCR 2 L 10%
180 V 4~5 h,
0.5xTBE 0.1%
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1.4 HEHt 554

(4), Popgenel.32

(Ne) (Ho)

Hardy-Weinberg Shannon
(D)

2 ZREM

21 WMIEAEZABRRRARZELEMN

AT
6

36

1

Fig. la

The PCR results of SSR primer amplified in some

individuals of family
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R2 6N SSRUREINIRHKFNRAPHRITLDE
Tab. 2 Statistics of 6 microsatellite loci among nine families of Pinctada fucata

loci
HNUMP001 HNUMP004 HNUMP0O68 HNUMP125 HNUMP129 HNUMP146
A 2 2 4 3 3 3 2.833
N, 1.573 1.411 3.451 2.801 2.396 2.359 2.332
F2 H. 0.3644 0.2914 0.7103 0.6430 0.5827 0.5762 0.5280
H, 0.4792 0.3542 0.7292 0.7083 0.6042 0.3333 0.5347
1 0.5506 0.4669 1.3131 1.0647 0.9703 0.9681 0.8890
HWE 0.0334 0.1497 0.1725 0.7131 0.0697 0.0000
A 2 4 4 4 3 3 3.333
N, 1.822 1.731 3.514 2.994 1.928 2.969 2.493
F3 H, 0.4512 0.4225 0.7155 0.6660 0.4816 0.6632 0.5667
H, 0.6875 0.5208 0.5625 0.5833 0.4375 0.3958 0.5313
I 0.6435 0.8064 1.3167 1.1334 0.7897 1.0934 0.9639
HWE 0.0003 0.4606 0.0003 0.3641 0.7911 0.0002
A 2 3 4 3 3 3 3
N, 1.254 1.440 3.324 2.452 1.694 2.425 2.098
F4 H, 0.2029 0.3058 0.6992 0.5922 0.4099 0.5877 0.4663
H, 0.2292 0.3542 0.6458 0.5208 0.3333 0.5000 0.4306
1 0.3560 0.5819 1.2750 0.9922 0.6809 0.9673 0.8089
HWE 0.3948 0.5570 0.0296 0.3001 0.1886 0.5509
A 2 4 4 3 3 4 3.333
N, 1.156 2.108 3.418 2.298 2.460 2.922 2.394
F5 H. 0.1352 0.5258 0.7075 0.5649 0.5935 0.6578 0.5308
H, 0.1458 0.7083 0.6458 0.4792 0.4375 0.5833 0.5000
1 0.2611 0.8259 1.2848 0.9037 0.9682 1.1209 0.8941
HWE 0.6156 0.1007 0.1127 0.2311 0.0340 0.0143
A 2 4 4 3 3 3 3.167
N, 1.600 2.293 3.569 2.907 2.637 2.787 2.632
F6 H, 0.3750 0.5640 0.7198 0.6560 0.6209 0.6413 0.5962
H, 0.5000 0.5833 0.7292 0.8750 0.4375 0.6875 0.6354
1 0.5623 0.9672 1.3192 1.0819 1.0262 1.0615 1.0030
HWE 0.0242 0.4979 0.3333 0.0027 0.0027 0.6395
A 2 4 4 3 3 4 3.333
N, 1.358 1.590 3.282 2.547 2.567 3.180 2421
F7 H, 0.2637 0.3711 0.6953 0.6074 0.6105 0.6855 0.5389
H, 0.3125 0.3333 0.8750 0.5000 0.5625 0.6458 0.5382
1 0.4334 0.7489 1.2512 1.0069 1.0034 1.2023 0.9410
HWE 0.2171 0.0003 0.0034 0.3786 0.2452 0.0000
A 2 4 4 3 3 3 3.167
N, 1.132 1.184 2.352 2.316 2.202 2.992 2.030
F9 H. 0.1172 0.1556 0.5749 0.5684 0.5460 0.6658 0.4380
H, 0.1250 0.1667 0.5625 0.5208 0.7500 0.4792 0.4340
1 0.2338 0.3481 1.0224 0.9493 0.8722 1.0973 0.7539
HWE 0.6748 0.9992 0.0701 0.4681 0.0003 0.0242
A 2 3 4 4 3 3 3.167
N, 1.132 1.158 3.569 2.978 2.080 2.738 2.276
F11 H, 0.1172 0.1365 0.7198 0.6643 0.5193 0.6348 0.4653
H, 0.1250 0.1458 0.7917 1.0000 0.3125 0.5833 0.4931
1 0.2338 0.2910 1.3273 1.1310 0.7791 1.0533 0.8026
HWE 0.6748 0.9687 0.0386 0.0000 0.0000 0.1120
A 2 4 4 4 3 3 3.333
N, 1.384 1.839 3.496 3.053 1.854 2.413 2.340
F12 H, 0.2917 0.5000 0.7917 0.7500 0.4583 0.6250 0.5279
H, 0.2778 0.4564 0.7140 0.6725 0.4607 0.5857 0.5694
1 0.4506 0.8998 1.3189 1.1828 0.7532 0.9774 0.9304
HWE 0.7807 0.2123 0.5967 0.1359 0.2197 0.6727
A, s Ne, s Hy, ;s He, ; I, Shannon ; HWE, Hardy-Weinberg
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(H) 0.4380~0.5962, Shannon

(d<0)

() 0.7539~1.003; F6 H, , 0.5962, F9 22 FEMBEESLILE
. 0.438; Fo6 I (1.003), F9 9
(0.7539) ’
. F 0.0375~0.2733 0.0749 4
Hardy-Weinberg Pa , 6 ST ’
,F4 1 ,F2 F5 F9 Fr 0.05, . For 5]
2 F3 F6 F7 FIl 3 (F51=0~0.05) Ne
(P<0.05) Hardy-Weinberg 9 ¢ 3
(d) —0.1573~0.1496 9 4 F7F9 (0.0202),
(F3 F4 F5 F7) (d>0), (0.9800); F11  F12 (0.2776),
(F2 F6 F9 Fll  Fl2) (0.7576)
%3 INERHEBNKABAIEEGESRABMEIELY
Tab.3 Genetic distances and similarity index among nine families of Pinctada fucata
F2 F3 F4 F5 Fo6 F7 F9 F11 F12
F2 HkAk 0.9652 0.9565 0.8721 0.8897 0.9420 0.9138 0.9592 0.7725
F3 0.0354 ko 0.9605 0.8913 0.9047 0.9653 0.9402 0.9433 0.8176
F4 0.0444 0.0403 Hkkx 0.9013 0.8625 0.9630 0.9611 0.9588 0.8037
F5 0.1368 0.1151 0.1039 Hkkk 0.9517 0.9234 0.9047 0.8954 0.9186
F6 0.1169 0.1001 0.1480 0.0495 HkAk 0.8861 0.8508 0.8605 0.9544
F7 0.0597 0.0353 0.0377 0.0797 0.1209 Hokak 0.9800 0.9715 0.8074
F9 0.0901 0.0616 0.0397 0.1001 0.1616 0.0202 Hkkk 0.9717 0.7784
F11 0.0416 0.0584 0.0421 0.1105 0.1503 0.0289 0.0287 kA 0.7576
F12 0.2581 0.2013 0.2185 0.0849 0.0467 0.2140 0.2505 0.2776 Hkkk
MEGA 3.0, NJ N
, 3 itk
F7  F9 : FIl F4 30 BRFKENEARSHMAKPRELZ
F2 F3 : F6 FI2 F5 M
) 9
83 2 0.4306~0.6354, 0.4380~0.5964, 6
F3
65 ’7 [26] [12-13,27-28]
F4
LE1 Y e 0.15~0.56 0.38~0.75, ,
70 — F9 9 ’
9 , 5
kil (F2 F6 F9 Fll Fl2) ,
F5 5
52 ,
F6
46 F4 , , Ne
0.02 F12 N, ,
2 9 NJ (13] SRAP
Fig.2 NI tree of nine families of Pinctada fucata s
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Abstract: To further study the breeding strategy for Pinctada fucata, genetic structures of 9 families was investi-
gated by using 6 microsatellite loci. 6 pairs of amplified and polymorphic primers are screened out from 60 pairs.,
and 17 alleles were discovered among 6 microsatellite loci. The number of alleles on each loci is 2 to 4 and the av-
erage is about 2.833. The effective allele number ranged from 2.030 to 2.632. The mean observed value and mean
expected value of heterozygosis were 0.4306 to 0.6354 and 0.4380 to 0.5962, respectively. Genetic differentiation
coefficient (Fsr) reached 0.0749, demonstrating these 9 families had a moderately differentiation. 9 fimilies were
divided into two clusters after clustering analysis by using NJ method. According to the calculation, the genetic
distance between F7 and F9 was the nearest, the furthest one was between F11 and F12. It is suggested that F11
should be given prior consideration so as to gain stable genetic family by using selfing and to gain heterosis by hy-
bridizing with F12.
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