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Ecophysiology of gut bacteria of leaf beetles Gastrophysa atrocyanea
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We conducted 16S rRNA gene analysis and metagenomic analysis of green dock leaf
beetles Gastrophysa atrocyanea and Gastrophysa viridula. Different uncultured groups of
Enterobacteriaceae, including genera Rahnella, Pantoea, and Serratia dominated the gut microbiota of each
beetle, which reflects the location of correction sites. The metagenomic library contained a gene homolog
of oxalate decarboxylase, which may be involved in degradation of oxalate, a major recalcitrant compound
in Rumex Obtusifolius that the beetles fed on. The homolog showed the highest identity to those from
genomes of Enterobacteriaceae species, which suggests its origin from the gut members dominating the
Gastrophysa beetles.
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