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The whey acidic protein (WAP) is the major whey protein in
rodent and rabbit milk. Its cDNA sequence has been described
in the mouse (1), the rat (1), and the rabbit (2). The mouse and
rat gene sequences have already been published (3), as well as
part of the 5’ flanking region of the rabbit WAP gene (4). The
entire sequence of the rabbit WAP gene with 1821 bp of the 5'P
flanking region and 612 bp of the 3’OH flanking region is
described here.

Two rabbit genomic banks were screened and two overlapping
clones 11582 and 1594 were isolated and sequenced according
to Tabor (5). The sequence of the 5'P flanking region: 1800 bp
upstream from the initiation of transcription was established from
11582. The Kpnl-Xhol 2605 bp fragment was entirely sequenced
from clone 1594.

The rabbit WAP gene extends over 1.8 kb and is composed
of four exons (128, 125, 159 and 130 nucleotides respectively)
and three introns (512, 300 and 369 nucleotides). The first exon
encodes the 5'P untranslated region of the mRNA, and the 19
amino-acid signal peptide. The last exon includes 14 nucleotides
encoding amino-acids and 113 nucleotides of the 3'OH
untranslated region. Two differences exist between the cDNA
and the gene sequences. One at position 115 in the cDNA
sequence does not change the amino-acid sequence of the protein.
Another one at position 477 in the non coding part of the cDNA
sequence is a nucleotide missing in the gene sequence. These
differences could be explained by a natural polymorphism as
already observed in the mouse WAP.

The 5'P flanking region of the gene was sequenced from two
clones. The only difference occurred at position —260 with 11
G in 11582 instead of 15 in 594. Within this region, comparisons
with the rat gene (3) revealed two regions of homology located
between —15 to —130 and —400 to —480.
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