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Fig.1 The AFLP amplified results for two populations of P. nitidus by primer combinations of (E-AAC/M-CTA) and (E-AGG/M-CTG)
: E-AAC/M-CTA( ), E-AGG/M-CTG( ) M. ROX1000 Ladder marker; 1—15. ; 15—30.

F1 IMSIMASER N AFEFEBR DT ENE TR BRE SRR

Tab.1 Number of polymorphic loci and the percentage in two populations of P. nitidus by 9 primer pairs

(%)
E-AAC/M-CAC 139 124 89.21
E-AAC/M-CAT 115 93 80.87
E-AAC/M-CTA 135 125 92.59
E-AAC/M-CTC 128 112 87.50
E-ACA/M-CAC 119 97 81.51
E-ACC/M-CAA 152 141 92.76
E-ACC/M-CAG 142 125 88.03
E-AGG/M-CAC 146 126 86.30
E-AGG/M-CTG 167 148 88.62

1243 1091 87.77
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Fig.2 UPGMA dendrogram of 30 individuals of the P. nitidus
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ANALYSIS OF GENETIC DIVERSITY OF PELTEOBAGRUS NITIDUS IN WUQIANGXI
RESERVOIR OF DONGTING LAKE WATER SYSTEM BY AFLP MARKERS

LIU Liang-Guo, YANG Pin-Hong, WANG Wen-Bin, YANG Chun-Ying,
Z0U Wan-Sheng, LIU Fei, HAN Qing

(Collaborative Innovation Center of the Aquatic Efficient Health Production in Hunan province, Key Laboratory of Zoology in Hunan
Higher Education, College of Life and Environmental Science, Hunan University of Arts and Science, Changde 415000, China)

Abstract To understand the genetic effects of hydropower development of Wuqiangxi in Yuanshui river of Dongting
lake water system, which may have on Pelteobagrus nitidus populations, we analyzed genetic diversities of two
populations of Pelteobagrus nitidus in reservoir area of Wugqiangxi reservoir and the downstream of Yuanshui river using
AFLP markers. 9 selective primer pairs were used to analyze the two Pelteobagrus nitidus populations. A total of 1243 loci
were detected. Of the 1243 detected loci, 1091 loci displayed polymorphism, the percentages of polymorphic loci were
87.77%. Of the two populations in reservoir area and downstream of Yuanshui river, the percentages of polymorphic loci
were 85.41%, 83.25%, respectively, the observed number of alleles were 1.854+0.592, 1.803+0.622, respectively, the
effective number of alleles were 1.597+0.381, 1.574+0.377, respectively, the Nei’s diversity index were 0.220+0.211,
0.207+0.195, respectively, and the Shannon’s information index were 0.330+0.305, 0.302+0.338, respectively; The average
genetic distances within populations were 0.124+0.072 and 0.119+0.057, respectively, and which was 0.127+0.100 between
populations. There was no significant divergence with the genetic parameters between populations (P>0.05). Unweighted
pair-group methods with arithmetic means (UPGMA) cluster analysis showed that the dendrogram did not form two big
branches according to the two populations. The results indicated that there were abundant genetic diversities within
populations and the genetic structure variation of Pelteobagrus nitidus populations were not obvious in response to the dam
block of Wugiangxi reservoir.

Key words Wugiangxi reservoir; Pelteobagrus nitidus; genetic diversity, AFLP



