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Genetic variation of mt DNA-Cyt b gene in three populations of Plagiognathops microlepis
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Abstract. Genetic variations of three populations( Liangzi Lake population of 19, Longwo Lake population of 19 and Huaihe River
population of 18) of Plagiognathops microlepis were studied by sequence analysis of mitochondrial cytochrome b ( Cyt ) gene.
Gene fragments of 1149 bp were acquired by PCR and DNA sequencing techniques. There were 10 haplotypes, 116 nucleotide
variable sites and 10.09% of nucleotide polymorphic loci among three populations of Plagiognathops microlepis. As a base compo-
sition, the content of A +T(about 57% ) was obviously higher than that of C + G. Highest nucleotide diversity was observed in
Huaihe River population (5 haplotypes, 111 nucleotide variable sites and 0. 031223 of nucleotide diversity index), and lowest
nucleotide diversity was detected in Longwo Lake population(3 haplotypes, 2 nucleotide variable sites and 0. 000550 of nucleotide
diversity index). Genetic distances between populations of Liangzi Lake and Longwo Lake, between populations of Huaihe River
and Liangzi Lake, and between populations of Huaihe River and Longwo Lake were 0. 001530, 0. 084682 and 0. 084335, respec-
tively. There was a closer genetic relationship between populations of Liangzi Lake and Longwo Lake than that between populations
of Huaihe River and the other two. Genetic difference between populations of Liangzi Lake and Longwo Lake has not risen to sub-

species level, while genetic divergence between populations Huaihe River and Liangzi Lake and between populations Huaihe River
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and Longwo Lake may have arrived at subspecies level.
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Fig. 1 Amplified patterns of mitochondrial Cyt b gene from 3 populations of Plagiognathops microlepis
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B

B Ik AL Bt i

12 3 4 5 6 7 8 9 10 fi R fizs
T3 10 4 3 2 0 0 0 0 0 0 19 0.002124 7
Je g 12 0 0 0 4 3 0 0 0 0 19 0. 000550 2
W 0 0 0 0 3 0 3 3 7 2 18 0.031223 111
i 22 4 3 2 7 3 3 3 7 2 56 0.041293 116

2.3 SFREBIEXE

AT Cyt b 3EDRY 10 FOAGFEITT 45 R P2, — 3O AR 1 2 3 4 5.6, 55— by Bufis
7.8.9 10, 2K A% 5 1] 0 385 4 B 5 (10 039 — 10. 459% ) W1 53 328 T+ 5 4y 4035 250 i i £ B 5 ( 0. 09% —
0.61% ) , Fik SR AL R0 (85 — 89 ) IS (18 — 21) T 13 2 K 1Ay L3 70 1] 1) B 3 s 5 B



816

J. Lake Sci. (##4#+5),2011,23(5)

(0-5) O (0 —3) . IXLEPLH], FAERL 1.2 3 4.5 .6 Z )it fl 22 S/l BB A 7.8 9 10 2 [ 844 22 7

W A% AL 1.2.3.4.5.6 57.8.9.10 Z[EAHZERZ (£2).

2 BRI LR AR Cyt b I P B A% R [A] ) S8 R 2 (72N R ) FIRRE e S50 At (A L)

Tab. 2 Genetic distance (left-lower triangle) and numbers of base transition / base transversion

(right-upper triangle) of mitochondrial Cyt b gene among 10 haplotypes of Plagiognathops microlepis

A 1 2 3 4 5 6 7 8 9 10
1 172 3/1 1/1 0/1 0/1 86/19 87/18 87/18 88/18
2 0.0026 4/3 2/3 1/1 1/3 87/21 88/20 88/20 89,20
3 0.0035 . 0061 2/0 3/2 32 85/20 86/19 86/19 87/19
4 0.0017 0044 0.0017 1/2 172 85/20 86/19 86/19 87/19
5 0.0009 0017 0.0044  0.0026 0/2 86/20 87/19 87/19 88/19
6 0.0009 .0035  0.0044  0.0026  0.0017 86/20 87/19 87/19 88/19
7 0. 1004 .1034  0.1003  0.1003  0.1014  0.1014 1/1 1/1 4/1
8 0. 1006 1035 0.1004  0.1004 0.1016  0.1015  0.0017 2/0 2/0
9 0. 1006 .1035  0.1004  0.1004  0.1016  0.1015  0.0017  0.0017 5/0
10 0.1016 1045 0.1014  0.1014  0.1025  0.1025  0.0044  0.0044  0.0044
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