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Tab.1 The sequence of primers elected and amplification reaults
(5'—3') (%)
Primer Sequence Total loci Polymorphic loci Ratios of polymorphic loci
ISR-32 (AG)gAC 8 5 62. 50
ISR-33 (AG) AT 10 8 80. 00
ISR-34 (AG) gAA 9 6 66. 67
ISR-57 (AG) TG 10 6 60. 00
ISR-58 (AG)gGA 11 8 72.73
ISR59 (AG)gGC 10 7 70.00
ISR-62 (AG) gCA 10 7 70.00
ISR-63 (AG)gCT 11 10 90.91
ISR-65 (AG)gCC 9 6 66. 67
ISR-75 (AGTG) 4 8 6 75. 00
Total 96 69 71.88
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Fig 1 The amplification pattemsof primer ISSR-32 and ISSR-57 in three populations
M: M arker, 1—9: Danjiangkou Resenoir individuals 10—18: Qinglong lake individuals 19—27:

Suya lake individuals
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Tab. 2 Reaults of genetic diversity of three populations
F
Populations Danjiangkou Resenoir Qinglong L ake Suyal ake F-test
) 91 88 87
Total loci
62 57 55
Polymorphic loci

68.13 64.77 63.22 F =0.386 <Fg.05(2,27) =3-35

Ratios of polymomphic loci (%)

Genetic distance
Nei

Nei's gene diversity
Shannon

Shannon's information_index

0. 1885 +0. 0717 0. 1724 +0. 0531 0.1711 £0. 0588

0. 1509 +0. 1132 0. 1397 +0. 1109 0.1385 0. 1142

0. 2575 +0. 1855 0. 2403 +0. 1846 0. 2372 +0. 1890

F =0.892 <Fg 052,43y =3-02
F=0.327 < Fo.05(2, 263) =3.04

F =0.311 < Fg 52,269 =3- 04

.3 (p>0.05)
Nei Shannon 3
y > > 3 ( 3) ’ 1
: ( 2
( ) ( )
Tab. 3 Genetic similarity (above diagonal) and genetic distance (below diagonal) anong three populations
Populations Danjiangkou Resenoir Qinglong L ake Suyal ake
B ) 0.8538 0. 8669
Danjiangkou Resenoir
0. 1581 0. 8742
Qinglong L ake
0. 1429 0.1344
Suyal ake
2.3
. 3
Nei UPGVA
( 2 3.1
1 1 ] ] ]
I 1 1 1 1 ,
0.200 0.150 0.100 0.050 0.000
HEWM
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7 WS
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—— LK ’
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2 UPGVIA

Fig. 2 UPGVIA dendrogram of the three populations of
Squaliobarbus curriculus
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GENETIC D IVERSITY OF THREE GEOGRAPHICAL PFOPULATIONSOF SQUAL IOBARBUS
CURRICULUS REVEAL ED BY ISSR ANALY SIS

YANG Tai-You', GUAN Jian-Yi and CHEN Hong-Xi"
(1. College of L ife Sciences Henan N omal U niversity, Xinxiang 453007,
2. Deparment of L ife Science and Technology, Xinxiang M edical U niversity, Xinxiang 453003)

Abstract: To asess the genetic diversity of the wild Squaliobarbus curriculus, Inter-Simple Sequence Repeat ( ISRR) mo-
lecular marker was gpplied from Danjiangkou Resenoir, Qinglong L ake and Suya L ake Under predetemined optimal reac-
tion conditions, 10 ISR primerswere slected fran 77 ones A tal of 96 reproducible DNA fragnentswere anplified by
the 10 ISR primers fram all the 90 individuals, in which 69 fragnentswere polymorphic, and the percentage of polymor-
phic loci was 71 88%. The percentages of polymormphic loci of three wild populations were 68 13%, 64. 77% and
63. 22% , repectively The genetic distanceswere 0. 1885, 0. 1724 and 0. 1711, repectively The Nei's gene diversity was
0. 1509, 0. 1397 and 0. 1385, regectively. Shannon’s infomation indiceswere 0. 2575, 0. 2403 and 0. 2372, reectively,
which have no significant differences among the three populations(p > 0. 05). The genetic distances of inter-population
were 0. 1581, 0. 1429 and 0. 1344, repectively. The farthest genetic distance occurred between Danjiangkou Resenoir and
Qinglong L ake populations, and the nearest betveen Qinglong Lake and Suya L ake Unweighted pair-group method with
arithmetic averages (UPGVIA) cluster analysis based on Nei's genetic distances shawed that Qinglong L ake and Suyal ake
population assambled t one group firstly, and then did Danjiangkou Resenoir population The reaults indicated that the
percentages of polymorphic loci, the genetic distances, the Nei's gene diversity and Shannon’s information indices of three
populations of Squaliobarbus curriculus were higher. The inter-population genetic distances were lowv, and lowver than the
intra-population genetic distances It showved that the three populations have high genetic diversity, but geogrgphical genetic
differentiation was not obvious among inter-population The results als provided basic information for the protection and
utilization of natural reurce of Squaliobarbus curriculus
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