%20 B 2 W KR % R Vol.29, No.2
v yasy
2005 4 4 A JOURNAL OF FISHERIES OF CHINA Apr., 2005

MEHS 1000 - 0615(2005)02 — 0161 — 05

TR 128 AT 32 X B Sk & 15 15 45 44 B9 22 i
A3 32 30 R Y A

FRE, WirF, H@E9
CRIBK P KA R I VI 5 A AT R MR, 5 200000)

W A RAPD FAGE 4T T PG 38 (2 FIMGE S, MEA% 8 8 ) W Sk 5 32 B BE MG (S 25 W i B, 22
BEMRIS 222 23 BT ARLEQUIN *f RAPD EIEHE 72500 171 M dp, BR%E 7 ABHA(E) . 2R
2 4 R (S,) RER R B 2 FUBHE (G) I Z 018 MEUA KB/ IMEIR A F-(133) > $,(117) > G, (106) 137 &
SN ZHEME MR BNMER N E-(0.30) > $,(0.28) > G, (0.24) AREX T M HE4R, — UM £ & W R E A S a8
WS — B RC Y 3.3 5 F o £5. 3 BERMBFAN T £ E SN 83.10%, BEIRE T ET R
16.90% , FIEMEREL F,(0.169) 8 P <0.01, 862 F W B % L REFTHRM L, rasiEkag s mm g 4
TR R @R MR ZRER TS EAR RIS, W RIS A 17 7E R 1E AT S,
KRR L) BRGS0 LY 18 B 5 DNA; 5+ F 7 22 407

hE 5 EE 5917 SCRRARIRED . A

Effects on genetic structure from quick inbreeding and
estimation of inbreeding response in cultured
populations of Megalobrama amblycephala

LI Si-fa, YANG Huai-yu, ZOU Shu-ming
( Key Laboratory of Aquatic Genetic Resources and Aquacultural Eeology Certificated by the Mirstry
of Agniculture , Shanghat Fisheries Unwersity, Shanghat 200090, China)

Abstract: The changes of genetic structure by quick inbreeding ( full-sib breeding, gynogenesis) on blunt snout bream have been
analyzed by random amplified polymorphism DNA(RAPD). Using the population genetic analysis software ( ARLEQUIN), in 171
observed loci, the 7" selected population (F;), 4% generation of systematic full-sib inbred population (S,) and a 2™ systematic
gynogenesis population (G, ) of blunt snout bream, the rank of number of polymorphic site was F;(133) > S,(117) > G,(106),
and the rank of average gene diversity over loci in above three populations was F-(0.30), S;(0.28), and G,(0.24) . Based on these
two indicators, the effectiveness on the gene homogenization by one generation of gynogenesis was 3 and 6 times higher than that from
one generation of full-sib inbreeding respectively. By AMOVA analysis, the variance percentage was 83.10% from within population
and 16.90% from among population; Fixation index ( F,,) was 0.169 ( P <0.01), which indicates the difference among above three
populations is very significant. It is proved that inbreeding can cause a significant change in genotype of fish. Because of the existence
of environmental influence, the estimated value of inbreeding co-efficient is lower than that of theoretical inbreeding co-efficient.
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