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Tab.1 Characteristics of 24 pairs of microsatellite primers for S. schlegeli

*1

24 3 FC T i T2 51145 1E

GenBank

(5—=3"

T.( ) (bp)
F: FAM-ATTCTCATTCTACCCCATCCCATT
HI6-10 KT260126 (CA)is 60 150
R: CTGGCTGAGCTAACACGCATT
F:HEX-TCGAGTGATGCGATATATGGTACG
HJ6-18 KT260127 (TA) 16 50 130
R: GACATGGAAACTGCAACTTGACTG
F:HEX-TTGCAGACAGAATAAAATTCACGG
HI6-19 KT260128 (GT)1o 60 144
R: TGGCTTTACAACCATATCACTCCC
F: FAM-GACGAGCTTCTTCCCATCAGG
HI6-23 KT260129 (TGC)1o 60 140
R: TGACCACACCATCACTAGAAGAGC
F:HEX-ACTGAGCAACACAAGATGAAGACG
HI6-30 KT260130 (AC)s 60 159
R: AGTGTGTGTGTGTGTGTGTGTGTG
F: HEX-CCGGTCTCTTTTTCCTTCTGTCTT
HJI6-31 KT260131 (CA), 60 122
R: CTGTTCTGATGTAATGCGCTATGG
F: HEX-TGAGGCAAAGCATTACAAAATCTG
HI6-32 KT260132 (TG)s 60 139
R: ATGTTTTGGTGTCATTTACAGGCA
F: FAM-CACAACTGCTGCCAATATTCATGT
HJ6-56 KT260133 (TC), 60 158
R: CCAAACCCCATTACACACATACAG
F: FAM-AGTAATCTGACTGTCTGCGCTGC
HI6-57 KT260134 (TG)s 60 143
R: AAGGATACCACAAAGCATGGTCAC
F: HEX-TTTTTGTGTGCCTAATCTGAACCA
HI6-70 KT260135 (TAT), 60 140
R: AAGGTGTTTCATGTGCATTTTGTG
F: HEX-CCTCACAACTTTCACCACCTCTCT
HI6-80 KT260136 (TC)is 60 122
R: TGCAGTAAATCCATTGTCGAAGAA
F: FAM-ACACACGTTCTTACAGAAGGACCC
HI7-2 KT260137 (AC)s 60 144
R: CAATGGCATAATTTGGTGTTGAAA
F: HEX-AATCCTCTGATTACCTAGCCAGCA
HI7-20 KT260138 (TG)13 62 127
R: TACAGCGTTTGGTGTCTCTGAACT
F:HEX-AGTTAGCTGGGAAGGAAAAGCACT
HJI7-22 KT260139 (TG)14 62 109
R: ACCTTACTGCACCTGTTCTCTTGG
F: HEX-GCAATCGAATTACCGTCCATTTTA
HI7-38 KT260140 (GGC), 60 134
R: CAGCTCCACTGAACAGGACTAAGG
F: HEX-CTCCTCCTACTCCAGGGTCAAAGT
HI7-44 KT260142 (GA)s 60 117
R: CGCTGAACTCTAAGCAACCTCATT
F: FAM-GCTGTGTGGCTCCTCTAACCTG
HI7-45 KT260143 (AAT), 60 160
R: TACTGATGGCAGAACTGCTTCTTG
F: HEX-TAGGCCTATGTGGCTCAAGGTA
HI7-46 KT260144 (GCA)s 60 117
R: TCAATTTTAAGGACATGCATCACA
F: FAM-AGCTTACCTGTACCTGAGTGTCGG
HJ7-59 KT260145 (GT)1o 60 141
R: CCGGCAGAGTAAAACAGACAAACT
F: FAM-ATATGTGTGAAGCTGCTGCATGTC
HI7-60 KT260146 (TG)1s 60 128
R: TCAGGCAAATCAACACTAGTCAGC
F: FAM-AATCATGATGTTTCCGATCGTCTT
HJ7-66 KT260147 (CA)s 62 155
R: CACAGTACTCTACGCTCTACGGCA
F:FAM-CCAGAATTGCTGTGGAAGAAAAGT
HI7-67 KT260148 (TAA) 62 143
R: CCTCTCCTTCCTTTTCCTCATCTT
F: FAM-ATCTGGTCGCAGATACAGGACAGT
HI7-68 KT260149 (TCTA), 60 158
R: TTTCTAGTGACACATATTTCTGCCCTT
F: FAM-TTTCCAGGCAGGTAGGTAGTTAGG
HI7-100 KT260150 (AGGT), 60 160

R: GGTGACAAAGTTGAACATGTGAGG
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Tab.2  Genetic diversity parameters of 24 microsatellite primers for wild and cultured populations of S. schlegeli

Hardy-Weinberg

(Vo) (Ne) (H,) (H.) (PIC) U (P)
HI6-10 YS 8 4.9560 0.6667 0.8095 0.7674 1.7197 0.0606
YZ 6 4.2702 0.7778 0.7766 0.7356 1.6143 0.1503
YS 13 7.4057 0.6389 0.8772 0.8508 2.1971 0.0005*
Hi6-18 YZ 9 2.3060 0.6111 0.5743 0.5451 1.3082 0.4332
YS 18 7.7373 0.9167 0.8830 0.8606 2.4290 0.9564
Hie-19 YZ 14 5.7093 0.9444 0.8365 0.8053 2.0718 0.0004*
YS 16 9.3237 0.8056 0.9053 0.8835 2.4311 0.2287
H16-23 YZ 13 9.2903 0.9722 0.9049 0.8825 2.3464 0.0010%*
YS 2 1.9985 0.9722 0.5067 0.3748 0.6928 0.0000*
H16-30 YZ 2 1.1484 0.1389 0.1311 0.1208 0.2522 1.0000
YS 4 1.8215 0.0278 0.4574 0.4033 0.8312 0.0000*
HI6-31 YZ 2 1.0571 0.0556 0.0548 0.0526 0.1269 1.0000
YS 2 1.3846 0.3333 0.2817 0.2392 0.4506 0.5612
H16-32 YZ 2 1.2129 0.1944 0.1780 0.1601 0.3189 1.0000
YS 6 3.5217 0.7222 0.7261 0.6660 1.4054 0.3286
HI6-36 YZ 3 2.3845 0.6389 0.5888 0.5149 0.2522 0.3852
YS 2 1.8215 0.2500 0.2218 0.1948 0.3768 1.0000
HI6-37 YZ 4 1.1520 0.1111 0.1338 0.1282 0.3182 0.0156
YS 6 2.2618 0.4722 0.5657 0.5169 1.1335 0.1777
H16-70 YZ 9 4.0725 0.8056 0.7653 0.7267 1.7138 0.0342
11680 YS 19 11.5200 0.8333 0.7422 0.9074 2.6757 0.0000*
YZ 14 8.6400 0.9722 0.8967 0.8735 2.3333 0.0538
YS 8 3.7295 0.8333 0.7422 0.7009 1.6088 0.3581
Hi72 YZ 8 2.8452 0.6667 0.6577 0.6208 1.4309 0.1337
HI7-20 YS 12 8.0000 0.8056 0.8873 0.8634 2.2610 0.1482
YZ 11 5.3665 0.8056 0.8251 0.7918 1.9447 0.0028
HI7-22 YS 9 4.5474 0.7500 0.7911 0.9496 1.7204 0.1473
YZ 10 6.0988 0.8333 0.8478 0.8180 2.0174 0.0154
HI7-38 YS 4 1.3340 0.2778 0.2539 0.2384 0.5340 1.0000
YZ 3 1.2186 0.1389 0.1819 0.1702 0.3771 0.2570
HI7-44 YS 5 2.0506 0.5556 0.5196 0.4592 0.9634 0.2546
YZ 4 2.7429 0.7500 0.6444 0.5730 1.1370 0.0338
H17.45 YS 5 2.0250 0.4722 0.5133 0.4254 0.8766 0.8105
YZ 6 2.7284 0.6667 0.6424 0.5805 1.2092 0.1868
HI7-46 YS 2 1.3846 0.2222 0.2817 0.2392 0.4506 0.2280
YZ 2 1.2800 0.1944 0.2218 0.1948 0.3768 0.4337
H)7-59 YS 12 5.0625 0.7222 0.8138 0.7839 1.9645 0.4337
YZ 9 4.5000 0.8056 0.7887 0.7463 1.7247 0.0106
HI7-60 YS 21 15.3373 0.8056 0.9480 0.9310 2.8524 0.0306
YZ 14 7.0820 0.8333 0.8709 0.8459 2.2601 0.0000*
HI7-66 YS 8 2.0523 0.4167 0.5200 0.4900 1.1574 0.0362
YZ 5 2.0653 0.6111 0.5231 0.4797 1.0275 0.9435
HI7-67 YS 9 3.3402 0.5556 0.7105 0.6743 1.5974 0.0893
YZ 7 2.2958 0.5000 0.5724 0.5284 1.1802 0.0114
HI7-68 YS 10 5.3030 0.9429 0.8232 0.7929 1.9398 0.9049
YZ 7 5.5267 0.8889 0.8306 0.7955 1.8070 0.0049
HI7-100 YS 3 1.7851 0.5000 0.4460 0.3988 0.7834 1.0000
YZ 3 2.2797 0.8611 0.5692 0.4847 0.9293 0.0000*
YS 8.5000 4.5484 0.6041 0.6421 0.6088 1.4605
YZ 6.9583 3.6365 0.6157 0.5840 0.5490 1.2834
* Hardy-Weinberg ; YS YZ

s
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ISOLATION OF MICROSATELLITE MARKERS FOR BLACK ROCKFISH SEBASTES
SCHLEGELI AND GENETIC DIVERSITY OF WILD AND CULTURED POPULATIONS

HAN Cheng-Hui""?, MA Hai-Tao*?, JIANG Hai-Bin?, LIU Yang"? ~HAN Hui-Zong’>, WANG Fei’

(1. College of Fisheries and Life Science, Shanghai Ocean University, Shanghai 201306, China; 2. Shandong Provincial Key Laboratory
of Restoration for Marine Ecology, Shandong Marine Resource and Environment Research Institute, Yantai 264006, China; 3. South
China Sea Institute of Oceanology, Chinese Academy of Sciences, Guangzhou 510301, China)

Abstract We designed 200 pairs of microsatellite primers after a simple genome sequencing of Sebastes schlegeli, of
which 190 pairs displayed objective band, and we examined 24 polymorphic microsatellite markers in Rongcheng wild
population. The allele number of these markers ranged 2—21 per locus, the observed and expected heterozygosity values
ranged 0.0417—0.9167 and 0.0278—0.9722, and the polymorphism information contention ranged 0.1948 to 0.9496.
Results revealed 20 microsatellite markers in middle or high polymorphism. Comparison between Rongcheng wild
population and Yantai cultured population with these markers shows: the mean allele number and the effective allele
number were 8.5000, 6.9583, and 4.5484, 3.6365, respectively; the values of average expected heterozygosity were 0.6421
and 0.5840; the mean PIC were 0.6088 and 0.5490; the mean value of Shannon-Weiner index were 1.4605 and 1.2834;
however, the difference is not statistically significant. High-genetic diversity was maintained in both wild and hatchery
populations, but polymorphism of cultured population was lower than the wild, indicating a large number of broodstocks
avoided the decreasing of genetic diversity in artificial breeding, but directional breeding affected the genetic diversity of
breeding populations. Four loci significantly deviated from Hardy-Weinberg equilibrium after Bonferroni correction in
each population. These markers will be useful for genetic linkage map construction and molecular marker-assisted
selection for S. schlegeli.

Key words Sebastes schlegeli; microsatellite; wild population; cultured population; genetic diversity



