A Molecular Phylogeny of the Heterochonchia
(Mollusca: Bivalvia)
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Fig. 1. Phylogenetic relationships among 24 bivalves. 19 Heteroconchia
(HC), 4 Pteriomophia (PT) and 1 Paleoheterodonta (PH) based on
aligned 1435 bp of the 285 rRNA gene.
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