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The Analysis of ITS-1 Sequence of Coelomactra antiquata from
the Three Locations in China

LIN Xin', LIANG Jun-rong", GAO Ya-hui*, WANG Peng', DU Qi?, LI Zhen-hua*

(' 1. Xiamen University School of Life Sciences, Xiamen 361005, Fujian, China;
2. Fujian Fishery Research Institution, Xiamen 361012, Fujian, China)

Abstract: Coelomactra antiquata is an important economic seashell in China and the Coelomactra antiquata
from Changle, Fujian province is especially famous. It is the first time to report the ITS-1 sequence of
Coelomactra antiquata( Lamillibranchia, Bivalvia, Venerioda, Mactridae, Coelomactra) . The genetic diversity
of Coelomactra antiquata from three sea areas which locate at Jiangsu province, Changle, Fujian province,
Shenhu, Fujian province are analyzed based on the ITS-1 sequence as the gene maker. The genetic distance
of Coelomactra antiquata from Shenhu and Changle is relatively near;the genetic distance from Jiangsu and
Shenhu and from Jiangsu and Changle are relatively far. The Coelomactra antiquata from Changle with the
highest quality is different in morphology compared with which from other areas. Based on the Phylogenetic
and sequence analysis, the genetic diversity between the Coelomactra antiquata from Changle and other areas
is not distinct. And phylogenetic analysis of Coelomactra antiquata in Mactridae and Bivalvia are also
conducted.
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13 ITS1-1
Table 1 Base composition variation of ITS-1 sequence of Coelomactra antiquata from three different locations
T C A G
21.7 27.7 19.2 315
J 21.7 27.3 20.4 30.6
S 21.7 27.7 19.2 315
2 ITS1-1 3
Table 2 The genetic distance between the Coelomactra antiquata from three locations
C J S Mactra chinensis
C
] 0.036
S 0.008 0.038
Mactrachinensis 0.550 0.568 0.559
33
Table 3 Percentage of sequence identity and genetic distances between the from three different locations 1%
C J S
C 97.05 99.2
J 2.95 97.05
0.80 2.95

Notes: the right matrix shows the percentages of identity; the left matrix shows the genetic differences.
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Fig.1 The molecular phylogenetic tree of Coelomactra antiquata from three dlfferent locations based on ITS-1
sequences using NJ method
Bootstrap support was calculated using 1 000 replicates and Mactra chinensis has been designated as outgroup.
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Fig.2 The molecular phylogenetic tree of Coelomactra antiquata from three dlfferent locations based on ITS-1
sequences using ME method
Boatstran support was calculated, usinp 1, 009 replicates .and-Mactre chinensis has heen- designated. as outgroe.
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Fig.3 The molecular phylogenetic tree of Coelomactra antiquata from three dlfferent locations based on ITS-1
sequences using MP method
Bootstrap support was calculated using 1 000 replicates and Mactra chinensis has been designated as outgroup.
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Fig.4 The molecular phylogenetic tree of Coelomactra antiquata from three dlfferent locations based on ITS-1
sequences using UPGMA method
Bootstrap support was calculated using 1 000 replicates and Mactra chinensis has been designated as outgroup.
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Fig.5 The phylogenetlc tree of Coelomactra anthuata and seven seashell base on the ITS-1 sequence using NJ method
Bootstrap support was, calculated, using 1, 000 replicates.
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Table 4 The genetic distance between the Coelomactra antiquata and seven seashell speices
1 2 3 4 5 6 7 8
1.DQ885591 Mactra veneriformis
2.DQ885593 Mactra chinensis 0.154
3.Coelomactra antiquata 3.147 3.429
4.Fusconaia cerina DQ383441 10.273  10.522 11.945
5.Fusconaia flava DQ383442 10.273  10.522  11.945 0.000
6.Calyptogena kawamurai AB298748 12.095 11.918 11.852 17.427 17.427
7.Calyptogena solidissima AB252631 12,115 11937 11.871 17.427 17.427

8.Calyptogena nankaiensis AB208750 12.125 11946 11.767 17.901 17901 0.011 0.009
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