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Tab. 1 Base composition and bias for the Cytochrane b gene of the two species of bagrid fishes in diffrent water systems. M, indicates
M. macreterus. P. indicates P. fulvidracw. Avg. indicates the average quantities of nucleotides
T C A G T1 G1 A1 G1 T2 G2 A2 G2 B3 G3 A3 73
Mys 3.5 264 28.8 13.4 27.2 3.7 B.5 256 430 237 21.1 121 243 3.7 4.7 24
M.wy 318 25.8 20.1 133 27.4 2.5 24.5 245 430 237 201 121 2.1 30.1 4.7 32
Avem 317 2.1 28.9 133 273 2B.6 240 25.1 430 237 2.1 121 247 30.9 4.7 28
Pys 2.6 320 27.6 137 251 2.4 2.2 25.3 420 248 20.1 132 129 4.9 3.6 26
P.s 2.6 320 27.6 138 248 2.9 2.7 2.6 420 245 203 132 129 46 0.8 26
Ave.f 2.6 2.0 27.6 13.8 249 2.6 2.0 25.5 420 247 202 132 1.9 47 3207 26
Avg. 2.1 2.0 28.3 135 261 25.1 2.5 25.3 425 242 206 127 188 3.8 4.7 27
1 , Cytb , DNA (19]
ATG 2.2 b
, 1137bp, 1137bp Mega ,
211 R 18. 6% 1 2
ATG C , 27. 6% ) exth
26.6% 13.8% 32.0% ,A+ T 54. 2% , ( ) ( )
28.9% 31.7% 13.3% 26.1% ,A+ T Tab.2  Numbers of transitions (lower triangle) and transversions for cy
60. 3%, , T C tochrome b gene sequences of two species of bagrid fishes in the present study
A28.3% T 29. 1% G 1 2 3 4
13.5% C29.0%, A+ T 57.5%, G+ C 1 M. maaopaus.ys 3 83 80
(42. 5%) , Gytb 2 M. macopterus .wy 15 82 79
, ATGC ,G 3 P. fubidraco. ys 12 12 3

( 13. 8% 13. 3%) 4 P. fubidraco. s 12 12 2
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Fig. 1 Aligned partial sequences of mitochondrial Cytb gene of two bagrid species in two different water systems. Hyphens and dots indicate gaps and mur
cleotide identity to carp (top row) , respectively. ys, wy and sr inthe last of specific nane indicate the specimens collected from Y angshuo of Guangxi province,
Wuyuan and Shangrao of Jiangxi province respectively. The referential carp Cyth gene sequence downloaded from GenBank
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Tab. 3 Ratios of transitions/transversions( upper triangle) and percent of se

quences differences (lover triangle) for cytocdhrome b gene sequences of two

’ 3, gecies of bagrid catfishes in the present study
’ 1 2 3 4

’ 1| M. macropterus .ys 5.000 1. 470 1.525
b 2

2 M. maaopterus .wy 0.016 1. 488 1.544
2

[20] 3 P. fubidraco.ys 0. 180 0. 179 0.667

2.3 / 4 P. fubidraco. st 0.178 0.177 0. 004
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MITOCHONDRIAL CYTOCHROME B GENE SEQUNCE VARIATIONS OF TWO
BAGRID FISHES IN CHANGJIANG RIVER AND ZHUJIANG RIVER

YANG Jirr Quan and LIU Huarr Zhang
( Institute o Hydrobiology , The Chinese Academy o Sciences , Wuhan  430072)

Abstract: MtDNA cytochrome b gene sequence variations of samples of two bagrid fishes from Changjiang and Zhujiang
Rivers were studied in the present paper. 1137 bp sequences were obtained through PCR amplifications. Sequence analy

sis was conducted using MEGA program with the sequence of the common carp downloaded from GenBank for comparison.

The results showed that there is a codon deletion in cytochrome b gene of the two bagrid species at the tenth nucleotide
position compared with that of the common carp, which could be a common character for all catfishes. The intraspecific
sequence divergences of Pelteobagrus fulvidraco and Mystus macropterus were 0. 4% and 1. 6% respectively, which were
in the range of freshwater fishes , but higher than those of anadromous fishes. The sequence differences between P. ful-
vidraco and M. macrterus were from 17. 6% to 18. 0%, which were much higher than the intraspecific variations. Ir
ferred from the molecular evolution rate, the divergent time of M. macgierus in Changjiang and Zhujiang rivers was
about 270 thousand years ago during middle and late Pleistocene , and that of P. fulvidraco was 70 thousand years ago in
the late Pleistocene. The reason that the two bagrid fishes in Changjiang and Zhujiang Rivers have different divergent
times might be that M. macropterus is warm freshrwater fishes, and they were limited to the south of Changjiang River in
China during the middle and late Pleistocene glacial period and differentiated in different water systems till now; while
P.fulvidraco is a widespread species and can adapt to different environments, thus exchanges among P. fulvidraco popur

lations might have occurred among different water systems during the Quaternary glacial period.
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