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Tab.1 AFLP primer sequences 43 , E-AAC/M-CTT
R 49.30%; E-AAC/M-CAT
ECOR I 5-CTCGTAGACTGCGTACC-3' , 62.03% ( 2) 8
5" AATTGGTACGCAGTCTAC-3' 4 - 479
Mse I 5-GACGTGAGTCCTGAG-3' ( ) 452 ( ) 467 (
5-TACTCAGGACTCAT-3' ) 438 ( ),
£ 225(45.18%) 199(39.96%) 189(37.95%)
EcoR I 5'-GACTGCGTACCAATTC-3’
Mse I 5"-GATGAGTCCTGAGTAA-3’ 188(37.75%),
4
E-AAC/M-CAC 5"-GACTGCGTACCAATTCAAC-3' 1 E-AGA/M-CAT 4
5'-GATGAGTCCTGAGTAACAC-3’
E-AAC/M-CTT 5'-GACTGCGTACCAATTCAAC-3' 292
5'-GATGAGTCCTGAGTAACTT-3' 3 ,
E-AAC/M-CTC 5-GACTGCGTACCAATTCAAC-3' 45.18%  39.96%,
5"-GATGAGTCCTGAGTAACTC-3'
E-AAC/M-CAT 5'-GACTGCGTACCAATTCAAC-3' — IS M WY 2z
5'-GATGAGTCCTGAGTAACAT-3' FC I TR o e iR et
E-AGA/M-CAT 5'-GACTGCGTACCAATTCAGA-3' 11441
5'-GATGAGTCCTGAGTAACAT-3'
E-AGG/M-CTC 5-GACTGCGTACCAATTCAGG-3'
5-GATGAGTCCTGAGTAACTC-3'
E-AGG/M-CAT 5'-GACTGCGTACCAATTCAGG-3'
5'-GATGAGTCCTGAGTAACAT-3'
E-AGG/M-CTG 5-GACTGCGTACCAATTCAGG-3'
5"-GATGAGTCCTGAGTAACTG-3'
1, ’ 0, 1 E-AGA/M-CAT AFLP
Fig.1 AFLP band patterns generated by primer combinations of
DNA 1 0 ,

E-AGA/M-CAT
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Tab.2 Numbers of band and percentage of polymorphic loci amplified by different primer sets of C. semilaevis populations

(%)
(%) TS JS HY zZ
E-AAC/M-CAC 63 33 (52.38) 27 (44.26) 24 (39.34) 23 (36.51) 24 (38.10)
E-AAC/M-CTT 71 36 (49.30) 29 (42.03) 24 (38.82) 22 (32.83) 21 (35.00)
E-AGG/M-CTG 57 33 (57.89) 31 (56.36) 24 (50.00) 25 (51.02) 22 (47.83)
E-AGA/M-CAT 90 54 (60.0) 46 (51.69) 47 (53.41) 42 (47.19) 48 (54.55)
E-AGG/M-CTC 49 27 (55.10) 20 (43.48) 12 (31.58) 12 (31.58) 14 (34.15)
E-AGG/M-CAT 43 23 (53.48) 15 (36.59) 12 (34.29) 10 (28.81) 14 (37.84)
E-AAC/M-CTC 46 24 (52.17) 20 (44.45) 14 (35.00) 12 (31.58) 11 (30.56)
E-AAC/M-CAT 79 49 (62.03) 37 (50.68) 42 (56.00) 39 (52.70) 34 (50.75)
: TS ,JS , HY ,ZZ
®3 FBEHEAOBIKMRED HFILER
Tab.3 Genetic diversity of the four populations of C. semilaevis
P(%) H I Ne
225 45.18 0.1159 0.1817 1.1884
199 39.96 0.1059 0.1663 1.1704
189 37.95 0.1046 0.1629 1.1696
188 37.75 0.1015 0.1587 1.1635
200.25 40.21 0.1070 0.1674 1.1729
Nei 0.1159  0.1059, Shannon 1%—9% ( 2
0.1817 0.1663,
1.1884 1.1704;
37.95% 1001 ——BUBLERE
37.75%, Nei 0.1046 80} o AMERBELEGE
0.1015, Shannon 0.1629  0.1587, & 60} +UJ}R§EE?‘%PEE¥{$
1.1696  1.1635 Sl o RRENTREE
2 )
0 10 201 )
s 100% O Hots 03 5056 7078 80299
) EMERMEBOL/%
’ 2
> Fig.2 Distributions of amplified loci in different frequency

intervals of the four C. semilaevis populations
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Tab.4 Genetic distance of the four populations of C. semilaevis

0.0665 —
0.0648 0.0664 —
0.0820 0.0779 0.0778 —
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Tab.5 Genetic diversity in different fish populations revealed by the AFLP method
P(%) H
40.53—45.14 0.102—0.124 , 2009
64—58.4 — , 2001
57.14 — , 2004
46.18 0.1093—0.1225 , 2004
16.6 — , 2007
84.43 —_— , 2007
51.70 0.0996—0.1022 , 2006
46.89 — , 2005
44.5—49.8 0.0646—0.0979 , 2007

39.96—45.18 0.1059—0.1159
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COMPARISON OF GENETIC DIVERSITY OF WILD AND CULTIVATED
POPULATIONS OF CYNOGLOSSUS SEMILAEVIS

LI Zhong-Bao, LEI Guang-Gao, CHANG Jian-Bo, ZHAO Bin-Li,
CHEN Jin, ZHANG Gui-Ling, WANG Zhan-Lin
(Fishery College, Jimei University, Xiamen, 361021; Institute of Aquaculture Biotechnology, Jimei University, Xiamen, 361021)

Abstract Genetic diversity of wild and cultivated populations (4 populations) of Cynoglossus semilaevis were ana-
lyzed using the AFLP method. A total of 498 loci were detected from 120 individuals using eight AFLP primer combina-
tions. The results from AFLP technique showed that there was a loss of the genetic diversity in cultivated populations of C.
semilaevis compared to wild populations. The percentages of polymorphic loci, the Nei’s gene diversity, Shannon’s infor-
mation index and the mean effective number of alleles per locus in two wild populations were 39.96%—45.18%,
0.1059—0.1159, 0.1663—0.1817 and 1.1704—1.1884, respectively; in contrast, those of the two cultivated populations
were 37.75%—37.95%, 0.1015—0.1046, 0.1587—0.1629 and 1.1635—1.1696, respectively. Genetic distance among the 4
populations varied from 0.0648—0.0820 with a mean of 0.0725.
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