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Delimiting species in marine zooplankton using a molecular appriach
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Species complexes with multiple genetic clades are frequently observed using

mitochondrial DNA (mtDNAg markers in marine zooplankton. However, reproductive isolation among
clades is not fully understood because of low sequence variations in common nuclear markers. In this
study, 1 obtained genome-wide single nucleotide polymorphisms (SNPs) for delimiting species in
marine zooplankton with multiple mtDNA clades. For marine copepod Pleuromamma abdominalis with
sympatric mtDNA clades, SNPs were obtained by two approaches of MIG-seq and RAD-seq. Both approaches
clearly revealed mtDNA clades with reproductive isolations, supporting high cryptic diversity in P.
abdominalis. Although both MIG-seq and RAD-seq are useful for delimiting species, MIG-seq uses
PCR-based approaches, which can be effective even for small zooplankton with low DNA amounts. Thus,
MIG-seq can lead to appropriate measurements of species diversity in the ocean for small zooplankton
in the ocean.
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