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Abstract The sequences of internal transcribed spacer 1 (ITS1) in the specie were analyzed using the methods of
PCR and DNA sequencing according to the 151 individuals of Siniperca kneri in three wild populations from
Tongren, Yanhe, Guanling. The length polymorphism was observed in three populations of Siniperca kneri, with
two types of 753 bp and 755 bp in the length. The mean contents of GC were significant higher than AT. 6
polymorphism loci and 6 haplotypes were dected in ITS1. The three populations of Siniperca kneri had low genetic
diversity respectively, the total haploidtype diversity was 0.622, suggesting the abundant genetic diversity in three
populations of Siniperca kneri. Four kinds of microsatellites were (GC),, (CT),, (CG),, (TCG), respectively found
in ITS1 sequences in the specie, the type of (GC), had highest frequency. Fst value and Nm value among the three
populations of Siniperca kneri suggested that between Tongren and Yanhe Population have weak genetic differen-
tiation, the Guanling population lacked of gene exchange to these two populations.
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1 TCTC.TCC CGCG.CCAT
CGCC . 151 6 (
1.1 3 ITS-1 2) 2 4 3 /
DYGF/DYGR 151 DNA 3 6
PCR 864 bp GenBank KU746898-KU746903, Hapl
( 1). 3 Hap2
. 185 5.8SrDNA . Haps
151 741~758 bp Hap3.Hap4.Hap6 o
ITS-1 741 bp.753 bp. SSRhunter1.3 ITS-1
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3~8 10
755 bp 753 bpo (111, 217, 339, 461).(151, 600).
3 ¢ (116, 322).(246).
39.5% G+C (72.8%) A+T (27.3%).
MEGA 5.0 3 1.2 3
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6 (2
4 ) CTCC.TCG 2 3 ITs-1
GC.CG Table 2 Variable sites of ITS-1 sequence in three populations of
) ( ) S. kneri and haploid type's distribution
Haplotypes Variable sites Haploid types
distribution
1 1 2 2 3 4 JID WYD BGD
1 6 1 6 7 0
51 4 7 3 1
Hapl G ¢C C T C G 23 30 2
Hap2 c T - - - - 1 72
Hap3 - - - - = C 1
1 3 ITS-1 PCR Hap4 - A6 !
Figure 1 The PCR amplification products of ITS-1 in three 5. 2P c- - - - -3 16
knerii populations Hap6 - - - C - - 2
1 3 ITS-1
Table 1 Nucleotide compositions of ITS-1 sequence in three populations of S. kneri
T®) C() A(%) G(%) G+C(%) A+T (%) ()
Population Sequence length and distribution (tail)
741bp 753bp 755bp 756bp 757bp 758 bp
JTD 17.9 39.5 9.3 333 72.8 27.2 9 17
WYD 17.9 39.5 9.3 33.4 72.9 27.2 6 26 1 2
BGD 18.0 39.5 9.3 332 72.7 273 1 87 1 1
18.0 39.5 9.3 333 72.8 273 1 102 43 1 2 2
Total
- JTD: ;s WYD: ; BGD: ;

Note: JTD: S. knerii in Tongren section of Jingjiang River; WYH: S. knerii in Yanhe section of Wujiang River; BGD: S. knerii in Gua-

nling section of Bei panjiang river; The same as follows
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Table 3 Genetic diversity of three S. kneri populations ( ,2014),
ITS-1 (GO),n
Population (CT),~ (CG), (TCG), 4 (GO),
S H Hd Pi K 5 ITS
JTD 1 2 0.212 0.00028 0.212 31
WYD 6 5 0.267 0.000 62 0.450 42
BGD 2 3 0.332 0.000 50  0.367 54 ’
6 6 0622 000144 106119 2.2 3
Total
4 3
Table 4 Genetic differentiation of three S. kneri populations
1 2
Population 1 Population 2 D Fst Gst Nm
JTD WYD 0.000 0.017 78 0.004 34 27.621 48
JTD BGD 0.002 0.826 13 0.440 89 0.105 23
WYD BGD 0.003 0.785 29 0.459 14 0.136 70
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3.2 PCR

(S. chuatsi) :AY452494)ITS-1
DYGF 5'-CGTAACAAGGTTTCCG
TAGG-3' DYGR 5'-GCAATTCACATTAGTTCTCG

Cc-3 o
PCR 20 pL DNA 2l
2xGC Rich PCR Master Mix ( )10 uL |
1 nL 20 uL. PCR
95C 5 min 95°C 455 61.4°C
30s 72°C 50s 34 2072°C
5min 4°C o
3.3 PCR
1.2% PCR
PCR o
34
Seqman
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5.0 N N
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