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Bivalves constitute a dominant and divers group of marine animals in China, most of them are of
major commercial important species, and studies of their genetic diversity are necessary for the
sustainable exploitation and conservation of these bioresources. The objective of the present work
is to explore the feasibility of using the ribosomal RNA as a molecular marker for studying the
inerspecific and intraspecific genetic variations among bivalves. The 18S-ITS1 sequences of 11
individuals at differing taxonomic levels were determined. The sequence were found to exhibit a
high degree of length polymorphism among different species, ranging from 558 bp in C. farreri to 784
bp in O.rivularis, mainly resulting from the variation of ITS1, and the percent divergence ranging
from 10.7% to 61.7% The NJ (neighbor-joining) tree inferred from 18S fragment agrees with the
previous study based on morphologies and chemical analysis well. The sequence variation was found
to vary among 4 individuals of P. martensi (0.6% 1.9%), collected from 4 geographical sites, which
involved substitutions, transversion as well as insertions and deletions. All these results show
that ITS1 is highly divergent among different species of bivalves and could be used in
classification and distinguishing closely related species, and also could be used for molecular
systematic studies at relative species, subspecies and population levels.
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