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Tab.1 Specimens, the nucleotide percentage composition and length of 16S rRNA sequences

T C A G
(bp)
( Uhio douglasia) 27.0 16.3 36.7 20 1 319
( Cuneqsis pisciculus) 252 19.5 34.6 208 318
( Lanceolaria grayana) 27.0 17.6 36.7 18 8 319
(Arenaia lanceolata) 26 6 17.9 36. 1 19 4 319
( Schistodesmus lanpreyarus ) 281 16.6 35.6 197 20
( Lopidodesma languilata ) 26 3 17.9 36.7 192 08
(Acuticosta ovata ) 26 6 17.9 36.7 18 8 319
( Anodonta woaliana woaliana) 26 4 18.6 36.5 18 6 318
( Grissariaplicata) 253 0.6 32.8 213 20
( Lamprotula leai ) 222 2.2 34.7 209 320
( Ptychorhyndhus ptisteri) 243 0.5 36.3 189 317
( Solenaia ol éivora) 239 19.7 36.7 197 305
( Hyripsis aimingii) 208 2.0 35.3 208 317
25 4 19.1 35.8 197 316. 8
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Tab.2 Pairwise distance matrix ( below diagonal, transition+ transversion ratios; above diagonal, transition/ transversion)
1 2 3 4 5 6 7 8 9 10 11 12 13 14
1 083 0.81 1.000 098 0.83 089 085 087 0.87 0.889 0.835 078 0.853
2 0 442 3250 2.375 1.889 1.250 1.000 2600 1400 1.933 0.867 0.923 0.923 1.500
3 0432 003 2.625 1.818 1.800 1.000 2600 1353 1.87 0.967 0.929 1.000 1.550
4 0452 0085 0.1 2.714 1.400 1.071 4333 1615 2. 727 1.071 1.080 1.208 1. 684
5 0479 0085 O0.101 0.084 1.9 1.615 5400 2083 2.80 1.231 1.042 1.429 1.529
6 0439 0085 0.088 0.075 0.104 0.867 1667 1250 2.077 0.893 0.857 1.250 2.063
7 0439 004 0107 0.091 0.110 0.08 1636 1667 1.87 0.710 0.963 0.920 1.579
8 0460 Q113 0. 113 0.101 0.104 0.101 0.091 2364 3.44 1.000 1.042 1.364 1. 444
9 0457 0114 0126 0.107 0121 0.114 0.126 0 117 4.800 1.111 1.500 1.476 3.364
10 044 0138 0.135 0.129 0.123 0.126 0.135 0126 0 M1 1.143 1.750 1.18 2.500
11 0452 0177 0.186 0.182 0.189 0.167 0.167 0177 0180 0. 189 1.211  1.0%5  0.870
12 048 0159 0.171 0.165 0.161 0.165 0.168 Q156 Q159 0. 174 0.132 1.056  0.909
13 0481 Q165 0.158 0.174 0.168 0.1499 0.158 0172 0172 0.158 0.144 0.12 2. 154
14 0463 0158 O0.161 0.161 0.141 0.15 015 0139 0152 0.155 0.136 0.133 0.135
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Fig. 1 Molealar phylogenetic tree. The numbers represent the percentage of 1000 hootstrap replications (only above 50% showed)
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PHYLOGENY OF THE UNIONIDAE BASED ON PARTIAL
MITOCHONDRIAL 16S rRNA SEQUENCES

HUANG YarrYan *2, OUYANG Shan!, WU Xiao Ping] and LIU HuarrZhang2
(1. Deartment f Biolazy, Nanchang University, Nanchang ~ 330047; 2. Instiute ¢ Hydrobiology , The Chinese Academy o Sdences, Wuhan 430072)

Abstract: This study presents the mitochondrial 16S TRNA partial sequences representing 13 genera of Chinese freshwater mus-
sdlnionidae. Alignments were conducted with the help of Clustal2X. After alignment, there were 305) 320 sites. Sequence
variations were analyzed with Mega 2. 0 software, one hundred and eight sites were variable, anong which there were seventy2sev2
en phylogenetically informative sites. / Pairwise distancesO were camputed among the 13 genera with Myulus edulis designated as
outgroup. Only one molecular phylogenetic tree was obtained using Neighbor&2Joining method of Mega 2. 0. The bootstrap analy2
ses (1000 replications) were performed to test the wnfidence of nodes. According to our results, Unionidae recorded from China
group to three clades: a basal Hyrigpsis + Solenaia + Lamprotula + Pitychorhynchus clade, an Acuticosta + Uhio + Ar2
conaia + Cunesis + Lanceolaria + Schistodesmus + Arconaia calde and an Anodonta + Crigaria clade. Therefore, Chi2
nese unionids should be divided into three subfamilies: Ambleminae(Hyrigpsis + Solenaia + Lamprotula + Ptycharhynchus) ,
Anodontinae( Anodonta + Crisgaria) and Unioninae (Acuticosta + Unio + Arconaia + Cuneqsis + Lanceolaria + Schis2
todesmus + Arconaia) , which also demonstrates the existence of Ambleminae in China. Thereinto, the analysis of mitochondrial
16S rRNA indicates that Solenaia and Lepidadesna, which were placed Anodontinae before, should be moved to the subfamily
Ambleminae and Unioninae respedively. To more accurately reflect the phylogeny, Hyrigpsis, Lamprotula and Ptychahynchus
should be moved to the subfamily Ambleminae.

Key words: Unionidae; Mitochondrial DNA; 16S rRNA; Phylogeny



