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Tab.1 Primer number and sequences
(C)
2679-2 TGTTAATGTTTCAAGGATGATTC CTCTCTCTCTCTTGCACACAC 56
2692 AGCACATTAGGGGAAATTAGT AACCACTCATAAATGTCATGC 49
2712 CTTTGCCTGCATAATAAATGT CCATCATCTATTGGTCTTCAA 49
3012-2 AGCATGTAGCTGACAGGATAA AAGGAATAATCAAAGGTCTGG 51
3039 TCCGAACTATGAGGTCACTTA TACCCGTGCTTTTACATTTAC 50
3048-1 AACGTGTATGCAGCTATCACT GATGTTTAAGATTTTGCCTGA 51
3146 GTAGATTGCAATTGACAGAGG TATTTGCTTTCATCAACACCT 50
3564 CATAGGTACAACTGCAGGATT AGGCACTGAAAAACGATACTT 50
3672 CAAACCCTGAATGTATGGTAA CTCTGATGCACACAAGACATA 50
3791 CAAGTTATCAATTTAGGCCTTC TGGAATGTGTGTTTCACTATG 51
3831 ACTGACAACAGAAAACAGACAG GTTCTGATGATGTGCCAGTAT 59
3873 AAAGTATTCCAGTCTGGTTCTG TGTTTAATTCTTGTGATGGGTA 51
PCR 15 uL, 100 ng DNA,
1xPCR , 0.4UTaKaRa Taq DNA , 2.5 2 %%
mmol/L MgCl,, 0.25 mmol/L dNTP , 2.1 ZJHZHH
0.7 pmol/L PCR :94°C 5 min,
30 , :94°C 30 S, 49~56C B 12 :
308,72C 458 PCR 6% 169630 , 3.6 ;F3
» 30 bp DNA ladder (Takara) 152~388 , 271 ;F4 115475
Marker > ) 273 ; F5 1.57~517 , 2.58
14 BAEH 5 12 (Ho)
(Observed num- (He) 0.4195~0.4725,
ber of allele, No), Popgene 32(1.32) , 0.5700~0.6323,
(Effective number of allele, Ne), 48 i
. 32 - (P<0.05),
Shannon (Shannon genetic ranged
. . . ) 66.67%  Shannon
index, Rs), (Wright's fixation index, Fis),
. 1.06~1.22 0.1119~0.8209
(Observed heterozygosity, Ho),
(Expected heterozygosity, He) - 22 @S
(Hardy-Weinberg equilibrium, HWE) PIC Calc 4 Fst
0.6(http://www.bbioo.com/download/58-247-1.html) 0.0347~0.4549, 0.1930,
(Polymorphism information content, ( 0.15~0.25 ); Nm
PIC) 0.2996~6.9617, 2.3367;
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Tab.2 Genetic variability analysis of 4 blood clam 7.granosa populations
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FO N=31 F3 N=60 F4 N=61 F5 N=60
3039 (Ne) 1.79 2.04 2.16 2.16
Shannon (Rs) 0.72 0.82 0.87 0.89
(Ho) 0.2258 0.322 0.3279 0.3167
(He) 0.44238 0.5102 0.5374 0.5306
(Fis) 0.4900 0.3688 0.3898 0.4095
(PIC) 0.3693 0.4220 0.4521 0.4440
P 0.0075%* 0.0031* 0.0024* 0.0172%*
3048-1 Ne 1.69 1.57 1.95 1.57
Rs 0.75 0.72 0.79 0.67
Ho 0.1935 0.1250 0.3279 0.3000
He 0.4095 0.3630 0.4880 0.3628
Fis 0.5273 0.6557 0.3282 0.1730
PIC 0.3652 0.3387 0.3974 0.3336
P 0.0046* 0.0000* 0.0263* 0.0202*
3831 Ne 1.70 2.80 1.15 1.89
Rs 0.60 1.24 0.25 0.95
Ho 0.0385 0.8644 0.0000 0.4286
He 0.4105 0.6428 0.1271 0.4700
Fis 0.9063 -0.3448 1.0000 0.0882
PIC 0.3263 0.5916 0.1119 0.4372
P 0.0000* 0.0000* 0.0000%* 0.0000*
3873 Ne 2.58 2.92 2.59 2.62
Rs 1.14 1.19 1.08 1.21
Ho 0.5667 0.5085 0.5082 0.6833
He 0.6128 0.6574 0.6138 0.6179
Fis 0.0752 0.2266 0.1721 -0.1059
PIC 0.5466 0.5967 0.5403 0.5767
P 0.7856 0.0170* 0.2094 0.1675
3146 Ne 4.39 3.52 3.75 2.55
Rs 1.66 1.34 1.66 1.17
Ho 0.6000 0.5952 0.5333 0.4500
He 0.7722 0.7160 0.7331 0.6078
Fis 0.2230 0.1686 0.2725 0.2596
PIC 0.7413 0.6623 0.7069 0.5519
P 0.0017* 0.4706 0.0021* 0.0002*
2679-2 Ne 3.11 3.88 4.04 3.19
Rs 1.20 1.45 1.47 1.25
Ho 0.2069 0.3036 0.1167 0.1923
He 0.6784 0.742 0.7526 0.6868
Fis 0.6950 0.5909 0.8450 0.7200
PIC 0.6134 0.6992 0.7109 0.6314
P 0.0000* 0.0000* 0.0000* 0.0000*
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FO N=31 F3 N=60 F4 N=61 F5 N=60
3564 Ne 3.18 2.91 2.75 1.94
Rs 1.2 1.08 1.18 0.73
Ho 0.8387 0.7500 0.7213 0.1379
He 0.6852 0.6562 0.636 0.4834
Fis —-0.2240 —0.1429 —0.1342 0.7146
PIC 0.6197 0.5815 0.5795 0.3820
P 0.2391 0.2091 0.2328 0.0000*
3672 Ne 2.40 2.53 2.31 2.42
Rs 1.12 1.07 1.25 1.11
Ho 0.4516 0.3750 0.5246 0.3833
He 0.5827 0.6044 0.5679 0.5861
Fis 0.2250 0.3796 0.0762 0.3460
PIC 0.5373 0.5314 0.5403 0.5392
P 0.0020* 0.0000* 0.7660 0.0049*
3791 Ne 6.30 3.74 4.75 5.17
Rs 1.89 1.44 1.67 1.75
Ho 0.7931 0.6667 0.8197 0.7833
He 0.8413 0.7325 0.7896 0.8065
Fis 0.0572 0.0899 —0.0381 0.0288
PIC 0.8209 0.6891 0.7606 0.7788
P 0.5508 0.4268 0.2324 0.0009%*
3012-2 Ne 3.10 1.52 1.57 2.23
Rs 1.49 0.67 0.76 0.92
Ho 0.4138 0.1538 0.3111 0.50
He 0.6772 0.3423 0.3620 0.5513
Fis 0.3889 0.5505 0.1405 0.0930
PIC 0.6459 0.3156 0.3423 0.4799
P 0.0003* 0.0000* 0.0032* 0.1548
2712 Ne 4.09 2.65 3.58 3.57
Rs 1.49 1.03 1.33 1.33
Ho 0.7419 0.4737 0.4815 0.6500
He 0.7555 0.6231 0.7203 0.7201
Fis 0.0179 0.2398 0.3316 0.0974
PIC 0.7147 0.5440 0.6703 0.6704
P 0.0804 0.0245%* 0.0001* 0.2748
2692 Ne 3.56 2.40 2.21 1.71
Rs 1.43 0.98 0.92 0.75
Ho 0.6000 0.4464 0.3621 0.5167
He 0.7194 0.5831 0.5477 0.4165
Fis 0.1660 0.2343 0.3389 —-0.2404
PIC 0.6692 0.5153 0.4811 0.3792
P 0.1324 0.0030* 0.0009* 0.0717
Ne 3.16 2.71 2.73 2.58
Rs 1.22 1.09 1.10 1.06
Ho 0.4725 0.4654 0.4195 0.4452
He 0.6323 0.5978 0.5730 0.5700
Fis 0.2957 0.2514 0.3102 0.2153
PIC 0.5808 0.5406 0.5251 0.5170
P 0.1504 0.0962 0.1230 0.0594

- 1 *¥P<0.05
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Tab.3 Gene differentiation and gene flow of 4 blood clam 7.granosa populations
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Fis Fit Fst Nm
3039 422 0.4116 0.5020 0.1536 1.3777
3048-1 416 0.4170 0.5886 0.2944 0.5993
3831 370 0.1932 0.5602 0.4549 0.2996
3873 420 0.0940 0.2543 0.1769 1.1634
3146 384 0.2299 0.3402 0.1432 1.4961
2679-2 394 0.7135 0.7234 0.0347 6.9617
3564 420 0.0052 0.0792 0.0744 3.1111
3672 416 0.2591 0.4542 0.2634 0.6993
3791 414 0.0338 0.0719 0.0394 6.0925
3012-2 372 0.2866 0.5605 0.3839 0.4011
2712 404 0.1674 0.2064 0.0468 5.0926
2692 408 0.1507 0.3638 0.2509 0.7462
Mean 403 0.2468 0.4264 0.1930 2.3367
=0.25(1-Fs1)/Fst
Fis 0.0052~0.7135, 0.2468, , ,
[15]
3 Wik ; ’
s 12 PIC :F3 F4 F5
0.5406 0.5251 0.5170; PIC
0.5808 ,
[18] ’ ’ ’ ’
’ 3.2 RMBRZHE ST
(Fst)
3.1 REMBRG AR S ML -4 12
Fst 0.0347~0.4549, 0.1930
19.3% R 80.7%
PIC>0.5 ,  0.25<PIC<0.5 R
, PIC<0.25 (19] Wright!?!! , Nm 1,
48 ,
(0.1119), 16 , 31 , 12 8
Nm 1,
[20] [22] )
, PIC 0.46~0.50 Fst 0.0500~0.1657,
i ) [16] F3
, Fst 0.0031~
0.1478, (23]
Shannon (Rs) 3 Fst 0.0130~0.1805,
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Analysis of genetic variability in selective bred populations of
Tegillarca granosa by microsatellites
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Abstract: In this paper, microsatellites DNA technique was used to examine the genetic variability of selective bred
blood clam (Tegillarca granosa) populations. The results indicated that among the 12 microsatellites, the number of
alleles per loci was 2 to 9. The range of the average observed heterozygosities (Ho) of these populations was
0.4195~0.4749, and the range of the average expected heterozygosities (Ho) of these populations was
0.5700~0.6323. Among the 48 population-locus cases, 47 cases were deviated from Hardy-Weinberg equilibrium
(P<0.05). The shannon genetic variability index ranged from 1.0608 to 1.2242. The Fst value was from 0.0347 to
0.4549 with a mean value of 0.1930. The gene flow value (Nm) ranged from 0.2996 to 6.9617 with a mean value of
2.3367. The Fis value ranged from 0.0052 to 0.7135 with a mean value of 0.2468. The statistic analysis demon-
strated that the genetic variability of populations is still in high level after a successive selective breeding, but this

process has certain effect on genetic variability and differentiation of the populations.
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