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In the present study, ¢cDNA library from Bombyx brain was constructed and a
total of 7392 expressed sequence tag (EST) clones were generated from the
two libraries; 2,784 from the non-normalized library and 4,608 from the
normalized library. A total of 6,590 of the EST clones were identified to share
significant sequence identity in GenBank, representing at least 3,977 different
Bombyx genes. The brain c¢cDNA library has been partially sequenced and
functionally annotated searching the nucleotide and protein databases in the
GenBank and other public sources using BLASTX. The average length of
sequences was 506nt. Most of the best matches originated from insects. They
are Drosophila melanogaster and Anopheles gambiae. Also, these genes are
categorized into 7 groups of biological process by Geneontology (GO). Groups
that expressed at high level are physiological process (82%), cellular process
(13%), regulation of biological process (3%), development, biological process
unknown, behavior, viral life cycle. Some of these may be useful candidates for
markers of the spinning stage of Bombyx brain.
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