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Abstract: Constructing genetic linkage map is an essential tool to acknowledge genome in aquaculture species. This

paper has reviewed the current status of genetic linkage map research,including mapping population, mapping meth-

od and molecular markers used to construct linkage map. Linkage map has great potential in marker assisted selection

(MAYS) ., gene locating and cloning, and comparative genome mapping. Genetic linkage map with high density and

wide coverage of genome will allow cloning the genes which contribute to economically important traits. The ultimate

aim of the constructing linkage map is the development of fast-growing, disease-resistant strains of the major aqua-

culture species.
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170 ARidE AL F 28 A& BUEE 11,2000 4F Naruse 44
P 2D e O B R B S AR A (iR B E
O E

FERF 2, Moore! " 45 Fl F 2RI R & 246 A~ A MM
AFLP ARic Mg 7 B A 44 A BUBE R B A& X AR (Penaeus
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BRI 4> FARIC . X TR R, QTL By & 2 7 2 £ 8 A &
TRRIC AY 0 Hr i e T IR A A A v o 0 Rk DY R AT 4
Fhrida . N BeEE H A9 2L 5 50 Froid iy 3% SR B S
Py ek B O A S N AR G B Y P brek DA s e
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AL Hoh QTL ZE 47 (9 RS B F QTL 2 80Al 1 i ) 5 44 2
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TE (1 S o T G % T 35t 4% % B IR 3 g A A K b i e B
PRR B AR MAS W 7R 52 Bk i R 5 BEAE T
5.2 EREME=E

AR R RN 2 — R R, FRm
Wae e [R] J7y vok J MR J  R1 g 7  o#f B HCAR  1 #  TR )
G PR3 B F B A AR SR . AN cDNA SCJ% 8 3 K 41 30
PECH B 3 . T B AL B R R YY) (map-based gene clo-
ning #f positional cloning) W 7] A1) i 35t % [l 1% 1 4y 34 181 335 75
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NIL BSA 1 F 5 3 K21 41 P28 3 B0 X AG ik D9 3k A7 A
ML, RS S B ER RS EY WS Firics . HUE R
PR 077 8 R R B R IR A SC P I Ml e R R Xl i 4 3L )
i, 8 3 Y 0 4K 25 25 (chromosome walking) 3% 4 18 i H 19 %
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% H 00 5L PR Y 5 [ L P A 3 A% AR AL TE 92 H I R R g DR
B8 4 7K 7 R 43 F B 10 1 R vt A% 1 33 A0 ] 3 0
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5.3 WREEAEHR

H % 35 [ 4H 1E Bl (comparative genome mapping) , 3= 2
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Wy BRAE AL, L sk S bR 0 78 A () 9 i vl 89 40 A e oo 48 78
AR T B L i e PR B I HE A G 1 A ] AR 814 DA T
it 356 AT £ 485 ) R T R AR HE AT 43 B . L ARV R Yy T 3
2 YA ) DNA ¥ 51 00 H 2 4 8% )07 51 i (R <¢ . B AT
FMFFEAE BE D T e R gl M B TR . AE
R i T S R S ) 2 R 3 L 2 e B MIHC ik Y 51
RS A L1 Ohtsuka % BL7E BE 5 f 745 5 % A\
RAEE 4 AL X, 53 At hox 3 R K B BF 5T R
B, FCEL PR 7E 35 BRI B I £ b 47 1 e 4 0 o] — X3, E 2
HeB 7 R 6], 4> 9 & Fafrd-Bf/C2-Msx4 F1 Bf/C2-Fgfrd-
Msxd , 78 T W56 e B 5 10 26 o 2k T s HEDS 7, g —
AT X LB A B T TR S i B R A . R
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SR B AR e Ix S8 AL P L Gl gy 1 AR AT B R &5 AR AL
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