Transcriptome analysis on physiological roles in the mixed segment
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1. Introduction
Termites comprise a group of social insects usually classified as a part of the order Blattodea (i.e.

cockroaches) and are ecologically very important due to their ability of lignocellulose decomposition.
Termites are divided into two groups namely, lower termites and higher termites (i.e. the family Termitidae).
Nasutitermes takasagoensis is a wood-feeding higher termite. A remarkable feature of the gut in higher
termites is the presence of so-called “mixed segment” between the midgut and first proctodeal segment
(P1). The mixed segment consists of the mesenteric and proctodeal epithelial tissues. Although some
physiological characteristics of the mixed segment have recently been clarified, yet the function has not
been fully elucidated. Here, we carried out 454 pyrosequencing to profile the transcriptome of the mixed
segment and compared with those of the midgut and P1 to understand the function of the mixed segment.

1.1 Digestive system in N.takasagoensis 1.2 Previous findings Axial profiles of pH along the gut of N.

Model proposed by Bignell and corniger, measured at the gut center.
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4.2 Comparative analysis
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We propose that V-ATPase genes play an important role in the mixed segment.
Further, it may be responsible for an ion transport and catabolism
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