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The nucleotide sequence of a DNA fragment (0—11.2%) from
avian adenovirus serotype FAV-1 (CELO; chicken embryo lethal
orphan virus, strain Phelps) genome has been determined. The
leftmost 63 nucleotides of the sequence represent an inverted
terminal repeat which coincides with the repeat sequence
published previously [1]. A region of the sequence positioned
at 3777 to 4216 including the VA-RNA gene is exactly identical
to the CELO DNA sequence reported in [2]. Open reading frames
of E1A and E1B transforming regions characteristic of analogous
(left terminal 0—11%) fragments in mammalian adenovirus
genomes were not identified in the CELO genome fragment

sequenced, at least in the same polarity. According to our data
the 0—11.2% fragment fails to transform primary cells unlike
the 0—18% fragment which has transforming activity. Thus the
location of the transforming region in CELO DNA may be shifted
rightwards from the genome leftmost part.
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1 GATGATGTAT AATAACCTCA MAAACTAACG CAGTCATAAC CGGCCATAAC CGCAGCETBT CGCTATACGC AAAATAGTTT TATGACGCAT AATAAAACCA
101 CACCCATAAA TATGAATGAT ATCATAMATT AGTTTATTGA TTTATTTGTT TTCTAACCAA TACGAATACS AATCTTGACA GGAACAGACA MATAGCTTCT
201 GG6TATCACA GTAGGCTGAC GTCACTCGET CTCCATTTAA ATACACGCAG TCTCCGCCTC CCCGAATTTC ATACCTGTAT GCAMATTMC AGETTACTTC
301 CGBGTTTTCA CTCCCGGTTC MACTTCCGCA TACGTCACAT CCCGGATGTS ACGTATAACA TGACTCACCA TGGTACGTAA TCATCGTACE ATGCATCCAC
401 CCAATCAGCT CCGTCCTTCG ACTTCCTGST TACGCCCAGC CAGTTAGTTC CTGTTCCGCA TTGGCGCAGA AGGAACTCCT GTAAAGBETC TCCETTAATT
301 TTTGTATTTT TCGGGGAATT AGGAGTTTCC TGGAATTTAA CTTTTTACCT TTTCCTCTIC GGAACGCGGA ACTGCTAGCT CCGCCTCTTE CTETCTACAA
601 MATTTTICGE CTTCACTCCA ATTGGACTCT GACTCCGAAA AGTAGTAGCA CTTGCTTTGA AATCCGATCC AGTCTCGCEG GCATACTACS TCAAACTCCE
701 GAAG6CBETC GCAACCTATC GG6GGCAGCA TTATGETGAG TGACCTTTT TTTAGACATE CCTTTTCTTA CGTCACAATA CTTACGCCCA ATGATTECTA
801 T6GTGATGET GGCEETTATE ACACAGCATA TTATGCAAAT GACTGGAATC CAGATCCACC TATGGGAGEE CTCCTTTMG ATBATTCTTT TTTTGTTTCT
901 TCTG6T6CGT TCCGETATTC CGTCTTCTAT ACTGACGTCA CAGAATGTTC CGAGAAGCTT TTCTAATTGE TCGGTTATTC TCTGCCGCAC TTCAGGEETA

1001 TTTGCATATA GETAAATGAA CAATATGCAA AGCACTCCTA AGATTATAAT GCCCGCAATE TATCCTGTAT ATGCGCACTC CGCTCCTATA AATAATTACA
1101 GAGETTTCTT MATGTGTTCA GTTATATICT ATATAATGTC TATAGAGGSC GCTACTTACT CTCTGATGGT TCGGCGETGT CCATACTTAT TGCACTE6AG
1201 TITTTTGAGA CTTGATTG6A TGCCGTACAT GAATACATTA CCCCTAAAGE TCCAACGAGC ATGCTCTGAT TTTCGTACCC GACTATGATT G6GTCEETAT
1301 AATTCCAATG CCAGGAGACA TTGCCGTAGG AACCGECCGS TAGATGGCAG GATATATTGE TGAAAGTTTT CCCGTTGATT TGCATASTGS TTCCCTTGAC
1401 TICAGGGCGT GGAATCGGET CTGGATAATT AATGCTCTAT TAGATAGGTG ATATTAATGC ATATTGTAAA TATGTATATA ATGACATACC TTGAACAATC
1501 ACTTTGAAGT TGTCCGT6TG TTCCGTGCCA TCATTTTCTT CCTGGTG6AG TGAGTAGETT CCECTGTCCT COTAGCTEGC ATTATGAATE GTTMGTTAT
1601 GTTTG6TG66 GTTAAACTCE GATCGATTTT GGAAACCETT ATCGGGAAAT TTGATTTCTA ATTGGTTAGT GGATGACATT TCGSCTATCA CAATTTTTAG
1701 ATTTCCAAAC CGCCATTCAA ATTTGTATTG CCCTTTCTGT TTAGCCCCCA CACCCAATTC TATACTGCCC CCTTTCGEAG CGTATAGAGT AGGATGSTCC
1801 GCAGCGAGEE TGACCCCCAC CAACAGAACT ACTGTGAGAA GTASCATTGT TCCGGTGT6E GTATCTGTCT AATTTTCCAT TCCCTATATA TACCTGTETE
1901 ANTGAGGAAG CACCTGAGAA AAGTTTCCAT GACGCACACT GCTTTATTGT TTTATATCAT TTCGGAATTT CCCCGCCCGT TTACATTGAG CTGACGTAGS
2001 CAACACAAGA CCGCAATTAC CGCGATAAGC ARACAGCTAC AAATGGCAAT TGTTCTAGAA ATAGTTTTAT GGATATCCAG GTSTGCTACE ATTGGTGEAT
2101 TCTCBGAGAC TGTAAAGTTT ATGGTGAGEE TTAGGTTTGT TTGCTGATCA ATGACGCATT GGAAAATCCC GGCATCTGTT ATCAGCACAG GETGGAGAST
2201 GAGGGTGTTE TTTCCGEGAT CAAAGTCCAT GTTTGCAGTA TAGGCCGSTC CTTTGTTTAT TETTCTGTTG GACAATGCCC AGCTGATAAT GASTTTCG6T
2301 TCCGCATTCT CCAGCCGCAC CCATCGTGTA TAATTACCET GTTCAAATAC CTGTCCTTGT AAGGTAAAAG TATTTCCAGC CCAAGTETAG GCETGSTETA
2401 TCGATTGTCC CAGCGETTGT ACAGTTATCA GATAG6TGGC GTTGTGTCCC GTTTCGGAGA TCACAGTGTA CAGGTTAGTT CCCECATTCT TCTVG6TE6T



