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Evolution and ecology of cellulolytic enzyme genes in termite gut

WEFRRCR OB (Fn30) « RMPERE R v 7 U OWLENICIL, BRI o R AL ) B B

R L. 2R RARE DR EIT> TS, Lo L, AEFAEEDIIRENHEL W Z & ENDF
PrasWEE T, ZoMAITIEFITZ L, £ 2T, FRAELYEED O RKESRCE D 5 R RIS
TG L TIIT 21T o 72, b ORRN L, ALY TR D 2 KE SRR BEL T O%
BLEZHIE LT, DR AREDREIT>T0D EHEES D,

MR R OB E (33) : The relationship between termites and microbial community in
their gut is a well-known example of symbiosis, which aids efficient digestion of
recalcitrant lignocellulose. Because the symbiotic protists are extremely difficult to
cultivate, our knowledge about their physiology and functions are poor. In this study,
single cell approach was applied for the symbiotic protist to investigate the process for
lignocellulose degradation. These results suggests that the GHF gene was selectively
expressed from many homologous genes in the genome, it probably attributed to the
efficient degradation of lignocellulose by the gut protists.
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