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Table 1 Characterization of eight microsatellite markers and the observed number of alleles
S5 B DR B
G ) , , . SE KRB /C ~F
2R ‘R%F 5l FH(5'—>3") KEWHE/ bp Lk{mg' Observed
GenBank . , , . Annealing
Name . Primer sequence (5'—>3") Size range number
accession No. temperature
of alleles
F: TGTAAGTGTACAAAGAACTTTTCGC _
HW1 JQ686894 121~178 56.0 7
R:AGACAATGTAAAAGTTTGGTTCAGC
F: TTTCCTCCTCAGTCACAGCAGA _
HW2 JQ686897 156~217 56.0 6
R: TGGTTGCTTCAGATCAGTGCCA
F.:GAATAGCAAATGTCCTCGCCG _
HW3 JQ686898 181~225 56.0 8
R:GCGGAAAGCCATTCTTCAGGA
_ F:GTCTGGTTTCCTGGTCTTGCTT _ _
HW4 JQ804735 140~286 56.0 >
R:GCACCATTCGTTGCTGAGAC
F.GCTTGAGATGTACGAGAGAGAGA _
HW5 1Q804736 150~229 54.5 5
R:AGGATTAGAGGTGTTCAGCC
F:ATCAGCTCAACCCCTCTGCAT _
HWE6 JQ804737 130~178 56.0 4
R:GCATGGATGCCAGCGTGAG
F.GACTGACTGTGCCCTCTGTG
HW7 1Q804749 140~271 56.0 8
R:ATGTGCCAAGCCTCACCAAT
F:AGCTTGTCTGAATCTGAATCATCCT _
HW38 JQ804751 183~271 54.5 6

R: TGCTCTAATGTGGGCAAAAGTCA
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Table 2 The statistic information of 8 microsatellite markers loci in the five species of Siniperca
Wy ﬁ&i“ﬂz%?ﬁl -2 WL S B RECEIE Py ?ﬁ%?&ﬁ%ﬁﬁ
Species Effective numbers Mean value of ' Mean value of 4 A?ferage pf)lymorphlsm
of allele observed heterozygosity expected heterozygosity information content
SUWESR S, chuatsi 4,75 0.83 0.69 0.63
KRG S. kneri 3.00 0.85 0.59 0.49
BEWR S. scherzeri 4.13 0.70 0.62 0.55
WLHE S, undulata 3.00 0.66 0.52 0.45
W% S. obscura 3.00 0.71 0.53 0.45
®3 Nei'sEEEB(ETH)MEEHAUERE(GELA)
Table 3 Nei’s genetic distances (above diagonal) and genetic identities (below diagonal)

Yk Species SVERR S. chuatsi BEWE S, scherzeri WEW S, undulata 8% S. obscura KRB S. kneri
VSR S. chuatsi * X % % 0.583 4 0.359 3 0.613 6 0.623 9
BEWR S. scherzeri 0.538 9 * % % % 0.627 8 0.309 6 0.374 0
WEHR S, undulata 1.023 7 0.465 5 * %% % 0.326 7 0.498 7
8% S. obscura 0.488 3 1.172 4 1.118 7 LR 0.613 2
KRG S. kneri 0.471 8 0.983 4 0.695 7 0.489 1 ® XK X
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Fig.1  UPGMA cluster dendrogram of the five

species of Siniperca
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Analysis of genetic diversity and phylogenetic relationships of five
Siniperca species based on microsatellite markers

ZHAO Cheng LIANG Xu-fang TIAN Chang-xu YANG Min
DOU Ya-qi GUO Wen-jie SONG Yi

College of Fisheries , Huazhong Agricultural University/
Key Laboratory of Freshwater Animal Breeding ,Ministry of Agriculture/

Freshwater Collaborative Innovation Center of Hubei Province sWuhan 430070,China

Abstract By using eight microsatellite primer pairs,cross-species amplification and genetic diversity
analysis were carried out from a total of 147 individuals among five species of Siniperca, namely S.
chuatsi »S. kneri,S. scherzeri,S. undulata and S. obscura.The results showed that except for loci HWS
of S. undulate, eight microsatellite loci in the five species of Siniperca were highly polymorphic. The
numbers of alleles per locus ranged from 4 to 8,and the mean allele numbers was 6.13. The average effec-
tive number of alleles of the five species was 3.58,with the average observed and expected heterozygosity
being 0.75 and 0.59,respectively. The average polymorphism information content was 0.51.All these data
showed that the eight microsatellite markers had high sensibility,and could be used for species identifica-
tion and analysis in the sinipercine fishes.Using Nei’s genetic distance and genetic similarity coefficient,
the UPGMA clustering showed that the genetic relationship between S. chuatsi and S. kneri ,S. scherz-
eri and S. undulata were relatively closer,while genetic relationship between S. scherzeri and S. obscu-
ra was the furthest.

Key words Siniperca; microsatellite marker; polymorphism; genetic diversity; phylogenetic rela-

tionships
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