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We screened a mouse thymus cDNA library with a nucleotide probe derived from the human
CD18 full-length cDNA sequence (1,2). Four unique clones were isolated; the longest was
characterized further, and the sequence is presented here. Clone 17.4 consisted of 2856 bp,
containing a 2313 bp open reading frame beginning with ATG at bp 82 and ending with TAG at
bp 2394. The murine nucleotide sequence shows 81% overall identity to the human CD18
sequence over the coding region. The only conserved sequence outside the coding region was a
62 bp sequence in the 3'-untranslated region (bp 2650-2711) which shows 87% identity to the
human sequence (bp 2652-2713) and contains the 8mer TTATTTAT which has been reported to
be a possible regulatory consensus sequence conserved in the 3'-untranslated region of human
and mouse inflammatory protein mRNAs (3). The open reading frame translates to a predicted
770 amino acid product (one residue longer than the human homologue) which is 82% identical to
the predicted human amino acid sequence. The predicted mouse protein shows 100%
conservation of the 56 cysteine residues in the mature human protein.

1 CGAGGCCCCT GGCAAGAAGT AGGCAAAGAC ATC GG

101 TGCTGCTTGC CCTAGCTGGA CTGTTCTTCC AGTACAAAGT

201 TGT AGA CT T GA TGT
301 GC AT TCC

401 ACAGGCTGCC GCATTCAATG 'CCG A AC

501 TGATGACCTC AACAACGTCA AGAAGCTGGG (TG GCT GTT

601 AAGACGGTGC TGCCTTTTGT A A CCCATTTGCC TTTCGGCACG
701 A C TCC. TTCAGACAGA GGTCGGCAAG CAACTGATTT T

801 GTT TCCACTTTGC TGGTGATGGC
901 AAACTGGGTG CCATCCTGAC CCCCAATGAT

1001 TGGCACACAA ACTTTCCGAG T TGAAAACGTA TGAGAAACTC ACGGAGATCA TCCCCAAGTC
1101 CTATAAACTC TCT

1201 cc TCCTTCTGCA GTA ACA
1301 ACCCGGTCAC CTTCCAGGTA AA CcT I'TTG TTC

1401 GTCTCTGTGG

1501 TCTGGCTACA TTGGGAAAAA GAGAGAAACT

1601 CAGGGCTTGG GGACTGCATC CA ACA

1701 CTGTGAGAGA TATAACAGCC AAGTCTGCGG TGGCTCAGAT CGGGGTTCCT GCAACTGTGG CAAATGTAGT TGCAAGCCCG GTTACGAGGG CTCGGCCTGC
1801 CA GGT A CAG GACGAAGGCT
1901 GAT CCTCTTGTGC CGAGTGCCTG AAGTTTGATA AGGGCCCTTT
2001 AC CcT A A ACTCGGAAGG CTGTTGGATA
2101 ACTTACACTT TGCAGCAGAA AAC

2201 TG CT TGA
2301 GAAGGAGAAA CTCAAGTCCC AATGGAACAA C A AACCCCAAGT TTGCTGAAAG CTAGAGCATG
2401 AGTTATCATA ATCAAGCAGA 'CC TCA CCi

2501 AAAAGCCTGC TCGGTTTCTT GTCTTCCGAC ATC T

2601 T AG T CAGTAAAGGT GGCCCCAACT TATTTATATT TAAACTTGTC
2701 AGAGTATAAA ACTCCTATTA TATTGTTAAC AMACTATAT ATT

2801 GCT AAAAAAAAAA  AAAAAAAAAA AAAAAA
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