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Tab.l Biology data of four shell color lines and control group
SL(mm) 68.99"+3.77 75.47°+4.28 70.12°+5.12 68.19+3.48 64.12°£2.68
SW(mm) 27.91%+1.44 29.17°£1.95 28.06™+1.79 26.77°+1.71 23.05°¢1.87
SH(mm) 66.91°+4.42 71.39°+4.34 67.99*+4.29 63.48°+4.01 58.219+3.20
HL(mm) 61.45°+3.81 67.25°+4.76 62.43°+4.11 60.64°+4.04 57.97°£3.95
BW(g) 41.58+4.12 46.76'+5.73 43.73"+8.66 39.22°46.50 31.69'+2.92
TW(g) 14.96%+5.66 15.36+2.84 15.98°+3.94 13.60°+3.00 9.76°+£1.40
SWT(g) 27.48%+2 .81 31.29°+3.48 28.05+5.79 25.51°%+4.10 21.90°1.92
(P<0.05)
#2 WMIERSSIMFIIFRAGRE
Tab.2 Primer sequence and annealing temperature of microsatellite DNA
_ar . MgCl,
(bp) (5'=3" () (mmol/ul)
F: CCATACCCACCCACCATC
M2 164 R: TATCAAAGTCGGGAGGCA 32 13
F: CCAAGAAAGTCGATCTACCA
M3 147 R: ACAATCCTGACAAGCATAAA >0 1.3
F: GGACCAGACGTGTTGGTCATT
MI0 169 R: TGATTCCTTCTCCCTTTCTC 52 15
F: TAATAAGTACTGTGGATAGGC
MI2 140 R: CTCCATTGTTATGTCTTTATC >0 1.3
F: TGCAGTCATTTGTTCGTG
MI13 241 R: TTGCTTTGTCTCCTATGCTATT 32 1.3
F: TGCAAAGGTCCGTGTCATTC
MI38 349 R: AGCAAAGAGCACAGGACAAAC 52 15
F: AGTTGACATAACCAGGGTG
M213 242 R: CCATACAAACAGACAGCAT 32 13
F: TTAGACCCAATGAAAATCTG
M287 226 R: TTGAAGTTGAACATAGCCAC 3 15
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Tab.3 Genetic diversity in the four color lines of P. martensii
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Tab.4 The results of F-statistics and gene flow for all loci of
four color lines of P. martensii 39
Fi Fit Fst Nm
M2 0.3467 0.3887 0.0643 3.6366
M3 0.0701 0.0927 0.0242 10.0624
M10 0.2872 0.3141 0.0376 6.3948 ’
M12 0.5133 0.5648 0.1057 2.1142
M113 0.5356 0.5501 0.0312 7.7646 ) >
M138 0.7952 0.8023 0.0347 6.9470 5
M213 0.5210 0.5323 0.0236 10.3254 ( ,
M287 0.6730 0.6832 0.0311 7.7860 2009) , )
0.4608 0.4848 0.0445 5.3618 ,
( , 1993) ,
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Tab.5 Genetic identity and genetic distances among four color
lines of P. martensii (Yu et al, 2007; ,2010)
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Fig.1 Cluster analysis of four color lines of P. martensii
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GROWTH AND GENETIC DIVERSITY FOR FOUR SHELL COLOR LINES (Fs) OF THE
PEARL OYSTER PINCTADA MARTENSII

ZHU Xiao-Wen, LIU Zhi-Gang, WANG Hui, WU Si-Rong
(Fisheries College of Guangdong Ocean University, Zhanjiang, 524025)

Abstract Survival rate and growth traits were measured among four shell color lines and control group of the pearl
oyster Pinctada martensii. Growth traits contained shell length, shell height, shell width, hinge line, body weight, tissue
weight and shell weight. The result showed that significant variation existed in these groups. Genetic diversity of four shell
color lines of P. martensii was analyzed using microsatellite DNA. 30 pairs of primers were designed for this research. The
result shown that there were 8 polymorphic loci and the proportion of polymorphic loci was 26.67%. Total 42 alleles were
observed at the 8 loci from 120 individuals, with an average of 5.25 alleles per locus. Average expected and observed het-
erozygosities were 0.6850, 0.6831, 0.6730, 0.6622 and 0.3750, 0.2708, 0.4667, 0.3208 for the four lines, respectively,
which showed that high level genetic diversity and breeding potential existed in the four lines. Average polymorphism in-
formation contents were 0.6190, 0.6182, 0.6130, 0.6025, 0.6131, and D values of heterozygote deviation were —0.4526,
—0.6036, —0.3065, —0.5156 for the four populations, respectively. Genetic differentiation and genetic distance analysis
showed that white shell color line and red shell color line were genetically close while black shell color line and white shell
color line were distant.
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