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Metagenomic analysis of phages in the termite gut and potential for application
in pest control
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Termites feed exclusively on dead plant matter. They play important roles in
the global carbon cycle, although they are also destructive pests of wooden buildings. Their
ability to digest lignocellulose is mostly attributable to the symbiotic gut microorganisms. In this
study, a bacteriophage community that infects the symbiotic gut bacteria was comprehensively
analyzed, and specific bacterial hosts of some phages were successfully identified.
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