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ISSR Analysis of Genetic Diversity of Tinca tinca Cultured Population

GUAN Jian-yi et al (College of Life Sciences, Henan Normal University, Xinxiang, Henan 453007)

Abstract [ Objective] The study analyzed the genetic diversities level of Tinca tinca cultured population, which provided reference base for
the evaluation, protection and utilization of its germplasm resources. [ Method] The experiment was carried out by Inter-Simple Sequence Re-
peat (ISSR) of molecular marker technique. [ Result] 20 genome DNA were selected to PCR amplify from 77 ones, 18 ISSR primers can be
amplified the stable stripes including 115 stable DNA sites and the fragments ranging from 100 to 2 000 bp , which had 14 polymorphism loci
and the percentage of polymorphic loci was 12.17% . The genetic distance between individuals was from 0 to 0. 137 6, and the average genetic

distance was 0.032 9 0. 005 6. [ Conclusion] The results showed that the genetic diversity level of Tinca tinca was low.

Key words Tinca tinca;Genetic diversity ; ISSR
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CHEAH 1.5 min, 3k 38 MERF ;75 72 C A& IEf# 10 min, P~
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Yy, % 20 ST EyREA (g ZL R 40 DNA 3E4T PCR 33, 351
H 115 2%, i Bt K/ A 100 ~2 000 bp, Ko £ 25474 14
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Table 1 The sequence of primers elected , the annealing temperatures and amplification results
51y FRI(5'3") BJIREE /C BALEE 20T & AL/ %
Primers Sequences Amnnealing temperatures Total loci Polymorphic loci Ratios of polymorphic loci
ISSR4 (AC)8AG 52 7 1 14.29
ISSR-5 (AC)8TG 52 6 0 0
ISSR-9 (CTC)6 57 8 1 12.50
ISSR-13 (GGT)6 57 6 1 16.67
ISSR-24 (AC)8TC 52 7 1 14.29
ISSR-27 (TG)8CG 54 8 1 12.50
ISSR-32 (AG)8AC 52 6 1 16.67
ISSR-33 (AG)8AT 48 5 0 0
ISSR-34 (AG)8AA 48 4 0 0
ISSR45 (AC)8GC 54 7 2 28.57
ISSR-49 (TG)8AC 52 7 1 14.29
ISSR-53 (TG)8GC 54 5 0 0
ISSR-55 (TG)8GG 54 8 2 25.00
ISSR-57 (AG)8TG 52 6 1 16.67
ISSR-58 (AG)8GA 52 7 0 0
ISSR-60 (AG)8GG 54 7 1 14.29
ISSR-62 (AG)8CA 52 5 0 0
ISSR-74 (ACTG)4 48 6 1 16. 67
%X Total 115 14 12.17

et b L L i dhid A A

-'—_--—-—--

M ASFEARME, L ~20 HARR T a8k,

O — — - —
_—

- e e S e - -

Note: M. Marker( GeneRulerTM 100 bp DNA Ladder Plus) ; 1 —20:20 different individuals of Tinca tinca.
1 5|4 ISSR-13( L) 1 ISSR-55( ) A9334 Bl gk
Fig.1 The amplification patterns of primers ISSR-13 and ISSR-55
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Fig. 1 Electrophoretogram of 9 kinds of different tissues of Silurus lanzhouensis
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