FERiR 4 REPORIS
—NEELREATBHERNEX/NEERTRE RAPD 247

E]}_&Cl

AN A

(¢ FEBERBETRE & 266071)

C EBHEREITR AR LAt 100035)

¢ RIEW KO KE 116011)

(*Haskin Shellfish Research Lab Rutgers University Port Norris NJ 08349 USA)

RER'T O RBES HIE

RE MAVA B R FF A Sk 42 & 80 (Flaliotis discus hannai Ino) A 3% KB AT B R % 76 P 43 A B4
#HF 1R P H>AEB KB, P ME) (M) F 3AFEHKE 20 M, B4 RAPD 547, A
11BN HRE TR &LV 38 d 1535 DNA A&, £ P ERASEHAHHA 110
B, BAMB BRALHIA 72.37% ARBIIEH B F X A TFPGA St A7 it 5, B R &M,
(DSMEME#EAEBERE, HEBIWEAESMELK; (2) THARNZHSLAKR
7.64%, KREANFRAMATE LAELE -G ER, N THARTERRA L GEL;3)
LHFEHAEANE T FFUXSTR, T84 BLME, M 45 5 3 M4 304 0.2063, 0.2358
#00.2363, A Bl THA LA MR GO E, ARB TP ARSNE,

X@ig
PEISES Q17.59

RAPD, %% 50 £ 1 ( Haliotis discus hannai Ino), H{BFE B, B 15 40L £ %L
XEIRIRE A XELHE  1000-3096(2003)05-0027-04

4 Sr 4 # (Haliotis discus hannai Ino) BREE®%
SFRENEEMAEY, ATHEFMESH B RE
FOmEW 2 AT A8 3R AFR, 3 10 3%, A
THBEERBE, HERAEKRKNKRFRM LR L,
St H S FE B Y a8 15 (L Bk Z IR ABR 5 A SR A
T TS B S B RI% 1% 70 1 RAPD IR R, U
B SR L B B R AR R — KR
1 #RE5F%

1.1 ##

SEIG BT R S SR RE AT 2001 B 12 AR E KR
EHKERE, & 1998 £F D H B A AR5
WA FITER ERFE A TBEMN T 1R EA
TREPIREARAFREERSE 3 TIE. R
TR (BD 5 METEE (ME) /D8R
(M), W& FREM 4 BB A& 10 DMK,

1.2 7

1.2.1 ZF4 DNA 25

K/ EE 208, SN EEUEFILE 100
mg, YIRS ETHkFS, A 1000 oL FREE N

Marine Sciences/Vol.27,No. 5/2003

W, PR S B 600 b BT 1S mL LB, A
YE N 10 mg/ ml. ) RNABE 5.0 oL, IRSEFIA 50
2L 10% SDS 5REN 10mg/ ml. FEBBEK 10 41,
55 T4k 4 h 5 ASERA T ERmEMK, BH5
CE B (25:24: 1), MERAN  RAE
(24 : 1) &R 1K, | FHRRY RHEBIIE DNA &
B 70% ZBEVERITIE, HARTHRE, 0100 LLTE &
fRIFT 4 TR,

1.2.2 HENLE

SRR 1 RN MEE DEEYIEA
Al ML R EBEFFIWE 1 iR,

7 ARG AR 4 4 B 1648465, S164-5221,

* EF 863 1+ X1 H 2001AA6201070 SFIE R A H F EH
4 39825121 5 ¥EHf,
B—EFH MY, HAET 1978 F, LB RAE, R R A E
AR AR, Email:sunbo@ms. qdio. ac. cn
* % JEIAAE# :gfzhang@ms. qdio. ac. cn

WoRS B #8:2002-10:08, &8 8 #7:2003-0220



Rk & RELQALS

S1768405,  S1768473,  $472:8405,  S4728476, X R Y MRS BIBHE MY,
S164-5469, 1.2.4.3 ZBHMEEGHEPY ZXMUAER
= iy 3 Lr > 1
%1 RRNLE 4R R E/Iz %&M&%ﬁ?@:ﬁ*?é’]i%d’ahzK,Lﬁﬁ
Tab.1 The sequences of RAPD primers B it\.% P'—;(f/; ) X;OO% o H e AESMEE
B Al —3) | st RIG—3) s n RPTMELRAD B, .
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Tab.2 The biological parameters of the three size-classes

—ANEEMEWEREZHE L= 125", A
RGN R BN EE, o HIEOLEE SR E, 7
RE—PRAPD AW EHE R h=1-¢ -7 =
2q, KB 0 A BB AT H SR ERMAN SR
H=(1/n)22P 9o

1.2.4.5 BEEBEESMERAE G G IR
BRI IR 5 B A S HEN L. o=
(Hr-Hs)/Hr, ¥, Hr BRI BEEHEE Ho=
1-Jr, Jo HEHERBE B, Jr=1-1/n23 22,
x B MRS MEFAEE AL SR R T
E oo ANLEEH. Hs ATHBERNZENE Ho=
SH/S, BN S A REE B REPER FI9E,

2 #R

2.1 3NTFHREANRGEAYF LK
AR FRERAE EMESEOE 2, ARPH
WA 3 FREN MM ERBE,

FRlk _ _ FHESH
5o (em) FHE (cm) £RFE(g) RERER(g)
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Tab.3 Cemparison of the polymorphic loci of the three size-

classes
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Tab.4 Genetic similarity among the three size-classes

TR SM ME
SM
ME 0.969 9
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Tab.5 Nei’s genetic distance among the three size-classes
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Abstract

Three size classes (big, medium and small) of abalone Haliotis discus hannai Ino were sampled from a cultured
population at the Dalian Institute of Fisheries in December 2001. The abalones sampled were 3 years old, and 20 abalones
were selected from each size class for genetic analysis using randomly amplified polymorphic DNA (RAPD). Eleven primers
and seven primer pairs were selected, and 153 loci were analyzed. For the whole population, the number of polymorphic
loci was 110 and the percentage of polymorphic loci was 72.37% . Analysis with the TFPGA program showed: (1) the
genetic distance between the small and big size-classes was the largest, while the distance between the small and middle
size-classes was the smallest; (2) the relative genetic differentiation (Gsr) was 7.64% , suggesting that these genetic dif-
ferences among the three size-classes and selective breeding would be useful; (3) there were abundant genetic variations
with in each size-class, and the heterogosity of the small size-class was 0. 236 3, the medium class was 0. 235 8 and the big
was 0.206 3. Because of its relatively lower heterogosity, the big size-class may respond well to selection on large body

size.
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