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TACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTAGGAACTTCACTTAGTCTAATTATTCGTGCTGAATTAGGAC
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Fig. 1 Multiple sequence alignment of COI gene fragments of tea-green (G) and purple (P) crab samples
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Fig. 2 Multiple sequence alignment of 16S rRNA gene fragments of tea-green (G) and purple (P) crab samples

/2010 / 34 / 11



HRRE REORTS

F 1 FTF 165 rRNA ERF L3S 2 a0 F 2Rl 15 MBS LF M E K GenBank B3RS
Tab. 1 Classification of 15 species of Portunidae and the GenBank accession numbers for 16S rRNA analysis

(bp)
Portunus P. anceps DQ388054 516
P. bahamensis DQ388065 518
P. binoculus DQ388062 520
P. depressifrons DQ388064 518
P. floridanus DQ388058 517
P. gibbesii DQ388057 519
P. ordwayi DQ388066 520
P. rufiremus DQ388063 520
P. sayi DQ388053 522
P. sebae DQ388067 520
P. spinicarpus DQ388061 516
P. spinimanus DQ388056 519
P. ventralis DQ388060 520
P. vossi DQ388055 519
Callinectes C. sapidus CSU75267 486
DNA 16S rRNA 16 depressifrons P. spinimanus  P. vossi 16S
DNAMAN rRNA , 100%
2 15 16S rRNA
16 16S rRNA ,
(sequence identity) 88.06%, 81.7%~91.7%, s (P.
(sequence homology) 76.2%~100% P. sayi) , 91.7%;  P. rufiremus
anceps  P. rufiremus 16S rRNA ,  81.7%; (C. sapidus)
, 76.2%; P. bahamensis P. , 87.7%
2 16 DNA 16S rRNA
Tab. 2 Comparison of sequence homology (%) among 16S rRNA genes from 16 species of Portunidae
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
P. anceps ok
P. bahamensis 83.8 ¥**
P. binoculus 80.1 88.8 ***
P. depressifrons 83.8 100.0 88.8 ***
P. floridanus 85.4 84.1 827 84.1 k**
P. gibbesii 81.0 88.7 92.8 88.7 82.4 *¥*
P. ordwayi 84.0 93.8 89.2 93.8 84.4 90.1 *x*
P. rufiremus 76.2 843 87.1 843 78.6 86.9 851 Hk**
P. sayi 82.4 839 833 839 823 832 829 803 ¥**
P. sebae 82.0 93.0 87.8 93.0 82.7 87.8 934 84.5 8l.6 ***
P. spinicarpus 79.8 88.7 99.2 88.7 82.8 922 89.3 87.0 83.3 87.7 ***
P. spinimanus 80.4 88.2 919 882 82.0 954 89.6 859 834 86.8 91.7 ***
P. trituberculatus  83.4 86.2 849 86.2 82.5 85.1 863 81.7 91.7 853 849 844 #***
P. ventralis 854 85.0 834 850 86.0 829 855 80.2 81.6 83.7 83.7 83.7 83.8 ***
P. vossi 80.4 88.2 919 882 82.0 954 89.6 859 834 86.8 91.7 100.0 84.4 83.7 ***
C. sapidus 84.1 843 82.1 84.3 82.8 823 835 79.1 864 81.8 814 80.8 87.7 81.7 80.8 ***
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Abstract: The blue swimming crabs, an important commercial species, with different body-colors were dis-
covered along the coast of East China in recent years. Both purple and tea-green crabs have similar, even the
same physical characteristics except for the carapace color. In order to identify the relationships between them,
we amplified and compared two conserved mitochondrial gene fragments of color-different crabs through
DNA sequencing analyses. The sequence alignment analysis of color-different crabs presented 99.87% and
99.88% nucleotide sequence identity for the COI and 16S rRNA genes, respectively, indicating that there was
no species or subspecies differentiation between them. Based on the alignment of nucleotide sequences, a
phylogenetic tree of 16S rRNA genes from 16 species of Portunidae was constructed. It may serve as a basis
for the taxonomy of portunid crabs.
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