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The nucleotide sequence containing an entire genomic region and 5'
upstream region of 4. yamamai fibroin gene have been determined. The gene
consists of an initial exon encoding 14 amino acids, an intron(150 bp), and a
long second exon coding for 2641 amino acids. One interesting feature of the
deduced amino acid analysis of A. yamamai fibroin is that it is extremely rich
in three amino acids, alanine, glycine and serine, and these three amino acids
take up almost 80% of A. yamamai fibroin amino acid composition. Exon 2 of
this gene is composed of 80 repetitives with each pair composed of one
polyalanine motif [(A).1,, (PAM)] and one non-polyalanine motif (NPAM).
The amino acid sequence of NPAM shows a higher hydrophobic pattern than
PAM sequence, and thus, 4. yamamai fibroin shows the characteristic of the
regular repetition of a hydrophilic region and a hydrophobic region. Northern
blot analyses confirmed that fibroin gene is actively expressed in the posterior
silk gland of the final instar larvae of A. yamamai.
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