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Tab. 1 Sources of Portunus trituberculatus sampled in this study
population sampling site time number
Zhoushan (ZS) Zhoushan coastal sea 2005 59
Haizhou Bay (HZ) Lianyungang Haizhou Bay 2005 61
Huichang coastal sea (HC) Qingdao Huichang coastal sea 2008 24
Laizhou Bay (LZ) Changyi Xiaying Hubor 2005 60

Yalujiang (YL)

Yalujiang estuary 2005 50




*2 8MWMIESIVIBIFHE

Tab. 2 Characteristics of 8 pairs of microsatellite primers

GenBank
(5-3) I'c P PIC
locus primer sequence (5'-3") Ta core repeats . GenBank
alleleno.  allele size range Ho He 4CCession no.
PTR3za  ACAACGCCAACAATAGCA 63.0 (CT)ss...(GT)so 10 359 442 07910 0817 08667 08503  GQ466030

R:CACCGCA CTTTACAGCAC

F:AGAGGAGTG ACTGGAGGGTA
PTR45 R TAAGGCT AAGGAGAGGATGA 63.0 (AC)ss...(CA) 9 250 317 03845 0807  0.8000 0.8401 GQ466032

F:AAGACAAAGC GACAAGCC

PTRO3 L e rCinsCs 56.0 (TG)s...(TC)ss 7 250 321 06510 0784 08333  0.8243  GQ466039
PTR95 g:%iTCTC%CACCTTTTTGCTATCATTACTéTCTATCT 58.7 ((?%A)SETCCT%;G 7 312 359 05880 0782 08333 08237  GQ466041
PTR98a EﬁggggAAEAGGA%Ag%AA%TAG 56.0 (CTA”(“T'((:?JA)“' - 8 169 204 00362 0738 06667 07785  GQ466042
PTRI0S [ OOACTCTTC GTECTOSST 615 (GT)as...(TGTs 4 258 283 06925 0449 05667 05435  GUIT7LTL
pTR112 ~ AGGACCAGT GCCAACCAA 615 (GT)ss..(CT)s 6 308 375 02211 0739 07333 07853  GUI77179

R:TTCACGCAG CCCATCTTC

F:ATCGTCATCG CCGAATAA
PTR145 R:GAGTGAGGA AGCCCAACC 56.0 (ATC)7...(TC)2s 8 310 388 0.2832 0.799 0.8000 0.8362 GU177204

®3 SMIRHERSHMESY

Tab. 3 Numbers of alleles(N,), effeetive alleles, polymorphism information content, observed heterozygosity(H,), expected heterozygosity (H.) of eight SSR loci

locus A Ne Ho He PIC
PTR33a 11 6.6930 0.7583 0.7940 0.7486
PTR45 8 5.9333 0.7750 0.7786 0.7260
PTR93 9 4.6922 0.7217 0.7706 0.7147
PTR95 6 3.5424 0.6000 0.6270 0.5554
PTR98a 10 6.2136 0.6917 0.8000 0.7536
PTR103b 6 2.9058 0.5865 0.6085 0.5394
PTR112 12 7.7901 0.8000 0.8417 0.8003
PTR145 10 5.9714 0.7250 0.7865 0.7354

average 9 5.4677 0.7073 0.7508 0.6967
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Fig. 1 Amplication result of locus PTR33a
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Tab. 4 Numbers of alleles, effeetive alleles, polymorphism information content, observed heterozygosity, expected heterozy-
gosity of the five populations

population A N, H, H. PIC
YL 6.0000 4.0130 0.7448 0.7552 0.6994
Lz 5.7500 4.3344 0.7135 0.7704 0.7138
HC 5.8750 4.2344 0.7604 0.7588 0.7050
HZ 6.3750 43174 0.6481 0.7415 0.6904

Z8S 5.8750 3.8650 0.6696 0.7283 0.6748
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Tab.5 Chi-square test (P)for Hardy-Weinberg equilibrium

locus YL LZ HC HZ A
PTR33a 0.8093 0.1904 0.5536 0.1190 0.1412
PTR45 0.4260 0.9830 0.2934 0.2195 0.2229
PTR93 0.6755 0.1341 0.5208 0.0932 0.0797
PTR95 0.3775 0.1815 0.9180 0.3674 0.1163
PTR98a 0.0557 0.1371 0.5277 0.0145* 0.0359*
PTR103b 0.3870 0.1623 0.5933 0.4450 0.0004**
PTR112 0.3644 0.3664 0.4284 0.0159* 0.2668
PTR145 0.5306 0.0045%** 0.0446* 0.1036 0.2801

(S5¥77 P <0.05;°**”” P <0.01.

Note:*<*77 P <(0.05;“***> P <.
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Tab. 6 Pairwise Fs (below diagonal) and among popula-
tions of swimming crab

population YL Lz HC HZ ZS
YL o
LZ 0.0666** —_—
HC 0.0625**  0.0610%*  ——
HZ 0.1042**  0.0871** 0.0548** ——
ZS 0.0764**  0.1083** 0.0550** 0.0810** ——

ek P <0.01.

Note:““**””means P < 0.01.
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Tab. 7 Inter-population genetic identification(upper triangle)
and genetic distances(lower triangle) between 5 populations of

swimming crab

population YL LZ HC HZ ZS

—_— 0.7195 0.7438 0.6109 0.7171
YL

LZ 0.3292 —_— 0.7366  0.6551 0.5958
HC 0.2959 0.3056 —— 0.7826  0.7732
HZ 0.4929 0.4229 0.2451 —— 0.7077

A 0.3326 0.5179 0.2572 0.3457 ——

HC

4’—{ HZ

1 ZS
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Fig. 2 Cluster dengrodogram among five populations of
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Genetic diversity among five wild populations of Portunus
trituberculatus

LI Xiaoping, LIU Ping, LI Jian, GAO Baoquan
Yellow Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Qingdao 266071, China.

Abstract: We evaluated genetic diversity and differentiation among five wild populations of the swimming crab
(Portunus trituberculatus) using eight polymorphic microsatellite loci. We collected crabs from Zhoushan (ZS),
Haizhou Bay (HZ), Huichang (HC), Laizhou Bay (LZ), and the mouth of the Yalu River (YL). We isolated 72
alleles from eight loci among the five populations. The number of alleles ranged from 6 to 12 and the average
number of alleles (A) and effective numbers of alleles (N.) were 9.0 and 5.467 7, respectively. The mean PIC value
for the eight microsatellite loci was 0.696 7. The expected heterozygosity (H.) of each population was as follows:
LZ (0.770 4), HC (0.758 8), YL (0.755 2), HZ (0.741 5), and ZS (0.728 3). The observed heterozygosity (H,) was
between 0.648 1 and 0.760 4. Six loci deviated significantly or very significantly from Hardy-Weinberg equilib-
rium. The genetic distances among populations ranged from 0.245 1 to 0.517 9. The UPGMA tree suggested that
there were two different groups: one being composed of YL and LZ, and the other of HC, HZ and ZS. The F
values ranged from 0.054 8 to 0.108 3, suggesting that the degree of differentiation was moderate among the five
wild populations (0.05<F<0.15).
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