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*1 ETARE H2A EEXZERFIMIEEES
Tab.1

Genetic distances based on H2A gene region nucleotide sequence of Coelomactra antiquata

Gen 5 Gen 1 Gen 4 Gen 3 Gen 2 Gen 6 Gen 7 Gen 8
Gen5
Gen 1 0.005
Gen 4 * 0.002 0.003
Gen 3 0.003 0.005 0.002
Gen 2 0.003 0.002 0.002 0.003
Gen 6 0.044 0.044 0.044 0.046 0.043
Gen 7 0.044 0.046 0.046 0.048 0.044 0.007
Gen 8 0.043 0.043 0.043 0.044 0.041 0.002 0.005
Gen 9 0.043 0.043 0.043 0.044 0.041 0.003 0.007 0.002
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Comparative studies of the histone H2A gene and nad6-nadl
fragment sequences in three populations of Coelomactra an-
tiquata

ZHU Ming, SHEN Xin, ZHU Xiao-lin, TU Hai-miao, YANG Jie, MENG Xue-ping
(College of Marine Science of Huaihai Institute of Technology, Co-Innovation Center of Jiangsu Marine
Bio-industry Technology, Lianyungang 222005, China)
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Abstract: The H2A ORF and its two wings untranslated region of Coelomactra antiquata planktonic larvae were
obtained by splicing EST sequences. Histone PCR primers (Can-H2AF and Can-H2AR) were designed in two wing
sequences of the ORF. H2A fragments (including coding and uncoding regions) were amplified and sequenced. The
DNA regions between nad6 and nadl gene were amplified, and the nucleotide sequence divergence of H2A gene
and nad6~nadl fragment was analyzed. We obtained 23 DNA fragments of H2A gene, and the size of the fragments
is 606 bp (RZ, BH populations) or 616 bp (ZZ population). Nine kinds of genotypes (Gen) were detected from
three populations of C. antiquata. The AT content (51.51%) of H2A gene in ZZ population is higher than that
(50.58%) of RZ and BH populations. H2A gene sequence alignment analysis of nine genotypes showed that there
are 616 comparison sites, and the parsimony informative sites accounted for 4.05%. There are 23 variable sites
shared by Zhangzhou population, 27 variable sites shared by Beihai and Rizhao populations. The average genetic
distance between mixed population and ZZ population was 0.044. It is 0.003 within mixed populations and 0.004
within ZZ population. The genetic distance ratio between intergroup and intrapopulation is 11~14.7; AMOVA
analysis showed that there was significant genetic differentiation (F'st = 0.937, P<0.01) between Zhangzhou groups
and mixed groups (RZ and BH). The cumula 2-parmeter distance ratio interpopulation (Rizhao and Zhangzhou) to
intrapopulation based on nad6-nadl is 50~66, it also suggested high level genetic differentiation in Zhangzhou

population of C. antiquata.
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