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Tab.1 Sampling location information of six S. paramamosain populations

21°35'57.21"—21°31'31.18"
21°49'33.51"—21°41'07.76"
21°44'07.33"—21°31'10.38"
21°38'43.85"—21°35'07.20"
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19°52'19.24"—19°40'35.28"
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109°32'53.48 "—109°32'53.50"
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Tab.2 Sequence variation of haplotypes and their distribution in the six S. paramamosain populations
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Tab.3 Haplotype diversity (h) and nucleotide diversity () of the six S. paramamosain populations and selective neutrality test

Tajima's D Fu's F
0.6023+0.1242 0.001568+0.001313 —1.55897 (P=0.03500) ~2.98580 (P=0.00300)
0.6433+0.1078 0.002053+0.001581 —1.22929 (P=0.11100) —2.12729 (P=0.04500)
0.8421+0.0772 0.003228+0.002201 ~1.68691 (P=0.03200) ~7.10173 (P=0.00000)
0.4561+0.1317 0.001167+0.001081 ~1.37975 (P=0.07200) ~1.17712 (P=0.08800)
0.5882+0.1348 0.001544+0.001306 ~1.37718 (P=0.07400) -3.23793 (P=0.00100)
0.6082+0.1272 0.001527+0.001290 —1.38098 (P=0.07400) -4.57618 (P=0.00000)
0.6259+0.0517 0.001851+0.001402 —1.94160 (P=0.00300) -21.36178 (P=0.00000)

F4 BT K2-PEAAMANTERIEN( )FOBE {8 ( )i 1% BB B LA R 1 22 36 B (km, )

Tab.4 Genetic distances within (diagonal elements) and among (below diagonal) the six S. paramamosain populations based on K2-P
model and the corresponding geographic distances (km, above diagonal)

0.0010 38.83 140.79 88.63 220.77 306.54
0.0014 0.0018 101.60 53.28 204.32 344.13
0.0006 0.0011 0.0002 53.53 156.80 434.87
0.0011 0.0015 0.0008 0.0013 165.20 383.77
0.0011 0.0014 0.0007 0.0012 0.0012 422.49
0.0012 0.0016 0.0009 0.0014 0.0013 0.0015
R5 MR FERKEEERDUREE(Gs )FAEE B (N, )

Tab.5 Genetic diversity (G, below diagonal) and gene flow (Nm, above diagonal) for pairwise populations of S. paramamosain

— 10.80 8.56 12.20 9.73 9.86
0.02262 — 10.30 9.60 7.89 6.40
0.02838 0.02370 — 9.30 6.76 11.97
0.02008 0.02538 0.02619 — 7.16 12.00
0.02504 0.03071 0.03567 0.03372 — 5.48
0.02473 0.03759 0.02046 0.02041 0.04362 —
F6 MUNEE6 MEAE AMOVA 1R 2.6
Tab.6  Analysis of molecular Yariance (AMOVA) for the six S. 3 Tajima's D
paramamosain populations
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Tab.7 Fix indice (Fs, below diagonal) and their corresponding P values (above diagonal) for pairwise

)

populations of S. paramamosain
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POPULATION GENETIC STRUCTURE AND EXPANSION ANALYSIS OF GREEN MUD
CRAB (SCYLLA PARAMAMOSAIN) FROM BEIBU GULF

SONG Zhong-Kui', LI Meng-Yun"? NIE Zhen-Ping',

ZHAO Peng', SU Qiong'
(1. Guangxi Key Laboratory for Marine Biotechnology, Guangxi Institute of Oceanology, Beihai, 536000;

2. College of Biology and Technology, Hunan Agricultural University, Changsha, 410128;
3. Pharmacy and Life Science, South China University, Hengyang, 421001)

SUN Feng-Yu'?,

Abstract Mitochondrial 16S rRNA gene fragment was employed to analyze population genetic structure and expan-
sion history of green mud crab (Scylla paramamosain) from Beibu gulf. The 16S rRNA gene fragments ranged from 521 to
523bp in length and 21 haplotypes were defined in six geographic stocks of green mud crab. Total haplotype diversity (h)
and nucleotide diversity (m) were 0.6259 and 0.001851, respectively. No correlation was detected between genetic dis-
tances and geographic distances. Genetic differentiation coefficients (Gg) of pairwise populations extended from 0.02008
to 0.04362, while gene flows (Ny) from 5.48 to 12.20. An analysis of molecular variance (AMOVA) showed that variance
within populations accounted for 0.1%, while among populations accounted for 99.9%. The absolute values of fixation
indices in the scope of 0.00026—0.02977 suggested no genetic differentiation for pairwise populations. Neighbour-joining
tree and median-joining network generated from haplotype data set displayed no apparent lineage clades association with
sampling locations. Neutral test and mismatch-distribution analysis disclosed that the populations of green mud crab from
Beibu gulf had ever experienced population expansion, whose expansion time was roughly estimated at the late Pleistocene
(0.04698—0.01879MY ago or 0.04520—0.01808MY ago).

Key words Beibu gulf, Scylla paramamosain, Genetic structure,

Population expansion, 16S rRNA gene



