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Fig. 1 Sampling location in the Yellow Sea and East China Sea
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Tab. 1 Collected sites and CTD parameters
pY) 23 3 GE  KEm REAA (O REHRE EEAR (T R Eh
El 121°01°00" 125° 04'87" 37.8 20.36 31.77 20.38 31.77
E2 123° 06'00" 34°30'00" 71.8 20.12 3151 953 32.85
E3 124° 00'00" 32° 30'00" 41.2 21.61 2.45 21.64 32.43
E4 122° 30'00" 31° 00'00" 22.3 21.83 27.98 22.82 29.09
E7 125° 04'87" 29° 24'84" 87.0 23.20 33.46 19.65 34.51
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Fig.2 Diagram of isozyme electrophoresis
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BB L aa, bbEEM N E, S5 E25%, Tab.2 The allele frequencies of all polymorphic loci
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;iﬁzab i%fgg;;ﬁm 19.05% F120.00%. a 0.8438 09130 07750
’ b 0.156 2 0.087 0 02250
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2 BRI N AL . ] y _ ’
B UEA B AL 5 B B BT AR 4 A KL BB E3 WAL 0,656 3 0421 1
Me-2 ff & P<0.01 #F, 35 Hardy-Weinberg #t{& ¥ : ' .
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EER (£3). c 0.031 3 0.157 8
E: n HBEAY; - RRGBDSHESR
F3 EERUMN CHIEERE (P<00SHEREE)
Tab.3 Contingency X? analysis with significance level (P) at polymorphic loct on Euchaeta concinna
x? P
= 375)" ¥ivd
E3 E7 E2 E3 E7
Mdh 0.719 0 0.144 0 0.189 3 0.50~0.95 0.50~0.95 0.50~0.95
Me-1 34205 3.646 6 0.113 2 0.05~0.10 0.05~0.10 0.50~0.75
Sdh 2.621 4 0.183 2 0.10~0.50 0.50~0.95
Me-2 0,722 4 28.908 2 0.283 7 0.25~0.50 <0.01 0.50~0.75
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S LIRS genetic identity of Euchaeta concinna
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Tab.4 H,H,,dand D values at polymorphic loci of Euchaeta concinna
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Me-1 03125 0.1739 05000 0.2636 0.1589 03487 0.1855 -0.0944 04339
Me-2 0.0667 0.176 5 0.2222 05557 04983 04753 -0.8790 -0.6458 -0.5325
Sdh  0.187 5 05238 04706 06204 -0.6016 0.1557

-04427 -0.0736 -0.2793
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Population genetic structure of Euchaeta concinna (Copepoda)
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Abstract:

Using vertical acrylamide gel electrophoresis, 4 polymorphic loci encoded by 3 allozymés of Euchaeta

concinna collected from the Yellow Sea and the East China Sea were analyzed. The genetic structure and genetic differentia-
tion revealed that the genetypes and phenotypes of MDH were significantly different and that average génetic distance (D)
and genetic identity (/) was 0.076 8, 0.925 9 among stations E2, E3 and E7 respectively. The extent of differentiation
between E3 and E7 is greater than that of E2 and E7, suggesting hereditary differentiation between E.concinna populations

in the Yellow and East China seas.
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