Br5iikE REPORTS

L8 R AR R i M AN SR B R By RAPD 43 4

'EH%EQXﬂ%ﬂ]"‘,%%{ﬂ(’é )5

CTR R A frPhes 54 TR B WL T3 315210

WE . RAMMLY E % &% DNA #H K, 3546 85 (Lateolabrax japonicus) E Rk 3 5 Ja 3o bk Fo 55 R 5 A B AR 649 11
ST T AR . 100 A 10 bp AL Hr b ff ikt 25 ANRALT| 45, EAABR P LT T 326 A1
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2.2 RAPD ¥4 X
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P HURBE R S 161 A, 28NN 65 M. 28
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S409
M22212019181716 1514131211109 8 76 5 4 32 1 M

K1 S409 g4 2R
Fig.1 The PCR result of primer S409
1~9 g HURAA 10~22 g HirEA A (B 2 /)
1~9 stands for susceptibility individuals, 10~ 22 stands for resist-

ance individuals(the same as fig. 2)

S9
M22212019181716151413121110 9 8 7 6 5 4 3 2 1M

- EEEEEE .- -

B2 S9 PR
Fig. 2 The PCR result of primer S9
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HR 4 28 S H 5 P BEAR I a5t 15 2 PR (3R 2D,
RO R 9 S st A AR RUE S 0. 819 2~0. 951 7,°F
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0.123 7,7 4~ B /& i Shannon £ ¥ P $5 50 £ #
B AURRE AR g 18,790 5 A 0. 111 9, Fi Mk BEK A
19.424 8 1 0. 114 9, Shannon £ ¥ 38 B & BEIK
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Gt g R BoR BRI L BUR B R 2 8 M2
PR ELBD S11-6 (514 S11 P84 B %5 6 A7k,
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S9-2,, K AFE T 22 A AL ASFE UM HE A b i B R L 3R
3. TEIX 8 MRE R Z /AL 4 AL A (S52-1, 84~
1.S414-6,S9-2) 7€ BB (R rh 230 B0, R R
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R1 ERBEGETYVEBERFEZRHBENGINFIRET EHR

Tab.1 The sequence of the primers generated different-amplifications in two Lateolabrax japonicus populations and their PCR results
BRI BUPERE 1A
Gk 319 ¥ 41
P A7 1 B EZ YA 1AL A EZ YA 5
S11 GTAGACCCGT 5 3 6 4
S15 GGAGGGTGTT 7 3 8 4
S4 GGACTGGAGT 5 2 5 3
S414 AGGGTCGTTC 6 2 6 3
S416 GTAACCAGCC 5 2 6 3
S52 CACCGTATCC 6 1 7 3
S9 TGGGGGACTC 4 1 4 2
At 38 14 39 22
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Tab.2 The genetic diversity indexes of the infected population and the resistance population

LN LML R ) 9L AR AL WAL A Shannon £ £ P {E
SR 40. 37 0.883 1 0.116 9 0.111 9
EiR e =2 IN 44. 24 0.876 3 0.123 7 0.114 9

®3 HNUBEEBRESAANME
Tab.3 Frequencies in the special polymorphic loci in the re-

sistance population

0 ()

S52-1 69. 2 S15-5 38.5
S4-1 61.5 S11-6 30. 8
S414-6 61.5 S416-6 23.1
S9-2 46. 8 S52-5 23.1
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A Y RAPD #Ric. o 2841 %75 il RAPD
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(0 BF AR BEAR EAT T 400, 4R T A B AR B R P R
BRI 3 AN A5 T FE BT BE A v B 45T % Ry 5 90 ~
45 %, R BE R 2 5 B MR A S AL bR id . Fer-
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mykiss) 4 T PE G595 Bk B A RN BORRE IR 1Y BF Y R
Wy 7E 9 > ZAEAL S BUPERFIRTE 6 AL B
A BE v AU R 55 4 3 AN WA R . Xk R
IR X T B S ok U, O O R AT PR b 5 B A 5 A
Fric A, iRe S Z A me R A X, Wl &
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TR WO R T WA
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Tab.4 The comparison in genetic variation indexes of some kinds of fish
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a2k 18 1% AH AL 3 WA 5 A S R 3 ) D Z 7% ik
a8 (Cy prinus carpio var. specularis) (f&[H) 0. 827 0.173 wiE [22]
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Je ¥ WAk (U D 0.824 0.176 5L [26]
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e 09 U U 0.883 1 0.116 9 s .
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Genetic diversity analysis based on RAPD for resistance and sus-
ceptibility stocks of Lateolabrax japonicus to the skin ulcer
disease
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Abstract: The genetic diversity of resistance and susceptibility stocks of Lateolabrax japonicus to the skin
ulcer disease was studied by using randomly amplified polymorphic DNA (RAPD) method. Twenty-five
random primers, which were screened from one hundred ones, were used for the analysis of nuclear DNA
polymorphism of cultured L. japonicus in Xiangshan Bay. A total of 326 RAPD bands (loci) were detected
in the two stocks. In the resistance stock, the proportion of polymorphic loci was 44. 24%. The mean ge-
netic variation index and Shannon Weaveis value of phenotypic diversity were 0. 123 7 and 0. 114 9, respec-
tively. They were 3.87%, 5.82% and 2. 68% higher than that of the suscepbility stock respectively. It was
suggested that the genetic diversity of resistance stock was more abundant than that of suscepbility popula-
tion. Seven of twenty-five primers generated different amplification patterns between the two stocks. In the
resistance stock, six primers, S11, S15, S4, S414, S416 and S9, amplify 1 polymorphic locus more than
the suscepbility stock respectively, and primer S52 amplify 2 polymorphic loci more than the suscepbility
stock. In the above 8 polymorphic loci, S15-5, S11-6, S416-6 and S52-5 bands only existed in the resistance
stock, which suggested genetic differences between two stocks. However, the relationship between these

polymorphic loci and the disease resistance needs to be further investigated.
(KL tm# T H)
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