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Abstract: Xenocypris davidi is one of the main fish species that are proliferated and released into the natural waters

of Zhejiang province. To understand the impact of artificial
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FEER A X7 (1985-) . 5 WAL BEI A, LW 5e 4 | I Tot ting and releasing strategies for X. davidi, the mitochondri-
FBEFEIT I K A B 5B R (E-mail) liushili1212 al DNA cytochrome b (Cyt b) gene was used to study the

@ 126.com genetic diversity of four cultured populations. The results

BIEE 2 K, (E-mail) lifeibest1022@ 163.com showed that 157 variation sites were detected in the 1 140

breeding on the genetic diversity of X. davidi and provide

basic data for formulation and implementation of prolifera-
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bp sequence that encoded the Cyt b gene, and 21 haplotypes were defined. Among them, the haplotype numbers in Changx-

ing, Shuangpu, Balidian and Liling populations were 10, 11, 7 and 2, respectively. The haplotype diversity ranged from
0.226 to 0. 794, and the nucleotide diversity ranged from 0.006 14 to 0.023 86. The Liling population had low genetic di-

versity, while the other three cultured populations were characterized by genetic diversity with large haplotype number and

nucleotide diversity. The genetic distances among four cultured populations of X. davidi ranged from 0.018 74 to 0.092 74,

and the genetic differentiation index was 0.808 63 (P<0.01), among which the genetic differentiation degrees between

Changxing and Balidian populations were low, and the genetic differentiation degrees between Shuangpu and Liling popula-

tions were high. Moreover, genetic differentiation mainly occurred between populations. The study results can provide refer-

ence for resource protection and artificial proliferation and releasing of X. davidi at molecular level.
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SRR/ LK B R A SR AL, RO AL
I B A R A AR AR ) LAV BB 20 S 10 ST
A RGBT B IR BRI (A 5\ HLJ 2 B 57
SERE VR BT B4R L, 55 A 3 Bl s B O AR A
FAERY TR R AR SR A AR OOA 2 SRR EL, H
SRR (R 2) .

x1 EHREHE4ANFEBE Oy b BEFFIHEEHERK
Table 1 Nucleotide composition of Cyt b gene sequence in four cul-

tured populations of Xenocypris davidi

TSR (%)

N

A G T C A+T  C+G
% 29.1 14.4 28.0 28.5 57.1 429
WL 29.2 14.7 28.0 28.1 572 42.8
PAN:iNRE 29.1 14.5 28.0 28.4 571 429
fiz 29.6 14.7 27.1 28.6 56.7  43.3
-1 29.3 14.6 27.8 28.4 57.0  43.0

FR2 AN EBEREFERE O b EAF I EEESHER
Table 2 Distribution of haplotypes in Cyt b sequences in four cul-

tured populations of Xenocypris davidi
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2.2 HEHH Cyt b ERBELEWSHT

{# F DnaSP ( version 5.0) A4 1155 25 2 £ 4 4>
TR BRI 1 Z RS 80, 25 0 (R 3) TR 4 4
R 1 BAA% Y (0.226 ~ 0. 794 ) FIAZ R (0.006 14 ~
0.023 86) M Z PR PEREE B A B B o1k, 8 B A
HA 2 AR AR ZREME () R TR 2R
PECa) 28 ALK 0.226,0.006 14 5 U EER (1) 545
BB R L, A 114D N JERR 7 &, &
0.023 86,
®3 HEH 4 FEEE O b BEFFIRBESHEESH

Table 3  Genetic diversity parameters of Cyt b gene sequences in

four cultured populations of Xenocypris davidi

i PRE R s S
(h) (m)

K 32 89 10 0.788  0.009 91

RUCE:] 32 89 11 0.794  0.010 05

NHLE 32 88 7 0.744  0.023 86

(173 32 31 2 0.226  0.006 14

Sk 128 157 21 0.899  0.052 38

R T05 2250 (AMOVA ) % 4 A~ 2
FEFIRER Cyr b SR P9 0 35 1% 22 520045 o0 i, 45
RERI, B2 6 % B AR (8] Y Fse 2490.808 63 (P<
0.01) , 4 80. 86% I ist % A8 5>k F #FAA ], A4 iy
LA ok HRHA N (19. 14%)
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Table 4 Genetic distance (below diagonal line) and genetic differ-

entiation index ( above diagonal line) among four cultured

populations of Xenocypris davidi

R K% XL J\HLE i1
K¢ - 0.843 06 0.040 18 0.904 64
XL 0.068 08 - 0.699 62 0.905 01
JNHLE 0.018 74 0.060 46 - 0.822 67
453 0.091 12 0.092 74 0.091 69 -

S
4 L AEE
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E1 ETEREHECy b BERHENDERSER
Fig.1 Neighbour-joining dendrogram based on Cyt b haplotype
of Xenocypris davidi
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Fig.2 Median-joining network for haplotypes of Cyt b gene in four cultured populations of Xenocypris davidi
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