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We previously described (1,2) two H3.3 replacement variant
chicken histone genes, H3.3A and H3.3B, which code for identical
polypeptides but which otherwise differ extensively. Two cDNA
clones have been isolated from a chicken liver Xgtll CDNA library
which together contain a nearly complete H3.3B cDNA. The cDNA
sequence confirms the splice sites previously determined (2), but
indicates that the putative poly(A) site estimated from the
AATAAA near 1493 was incorrect. In fact, polyadenylation occurs
at 1732, downstream from an ATTAAA sequence giving a 3' untrans-
lated region (UTR) of 569 nucleotides (nt). A human H3.3 cDNA
(similar to H3.3A) was shown (3) to have a 3' UTR of 520 nt and
terminate shortly after two ATTAAA blocks, despite an upstream
AATAAA sequence. It appears that the chicken H3.3A poly(A) site
may also have been misplaced (4) and this gene should also code
for a 3' UTR of 520 nt and use an ATTAAA signal sequence. These
results support the proposal (4) that an unusual 3' RNA
processing mechanism of functional significance is used for H3.3
genes since the approximate length (>500 nt) of the 3' UTR and
the use of the ATTAAA signal sequence have been conserved over
the several hundred million years that the H3.3A and H3.3B
sequences have been separated.

11 GGTAG3TGCG TTCUl;GIT IG1IITGTG GA3CGCGA GGMCGGTG CGCGGCGATA TCGGCGCTG TGGTCC1 TCTCTGG(A GGTAAl; 579
580AAMI QGGTACM cCa%WcGCpiCC CGGGGA GCTCiCGCGA AGC4GCTGGC CACCAGG GCCCGGAMA GCGCTCCCTC 679
680 T GTC PGC CTCA[A CAPGGC ACCGTCGCGC TCGT CGTCGCTAC C%WCCA CGGAGCTGCL GATCCGCMG 859
860 C[GCC7TC AGCGGGCTGGT CAGSGGWTC .GCCC4GiTT TCAMPLG6A CrCGTTC ClWOiG CCATCGGTGC GMCTGAl GQGCWOi 1047

1048 CGTATCGI7 GGGTCrGM G41AC ACCTGTGCGCCTCM A CCATCATGCC C4AATATC CAGGCTC GCTA 1147
1148 G G AAAGTGA AGGCTG11T TATG11 TGTNITAAG T TCTGTAA4T AC1TGGM TMTMGTGA C1TT1TGTAN GT1T 1247
1248 TATAATATGT TGCATFTGTA CMTA43TCAT TCCATCMTC A.TCAGGATG MTGCTAAM GTGATGITC ACATAAACCT CAGTGATGTG AGCCMTGTTG 1347
1348 CTCN°S3TG AC4A%T7GCT MTATGCA AGGGATGGGT GATTC1T GCMTCTCATG CATGMT CTG TATGTTMTG ACITG1TGGG TNICTAACT 1447
1448 TGTA4GGTAC TAGTTGAT ATAAATGTGT ACWGGTCCT TMTGCATM AMTGGITAT G(TTGATCC AAGTGMTAM CAMATGGGGC TGTTATCTG 1547
1548 ACATAATC ACTGTGATCA MTGTGGACT I IfAGlG GTGMXTAC AOCTMAT CAGTGTMMACAGM CCTA4AACG TAACTGGC 1647
1648 AGCTATPAA TP<CTATGT GCAMATM TM3CTATIT ATATATTGTA GTGTCAACAT mTTTAA&U MTGTIITAC ATTCAM

Legend. Chicken histone H3.3B cDNA sequence. Numbering
corresponds to the genomic sequence described previously (2).
Asterisks indicate splice sites between nt 101-571, 712-793, and
946-1035 and the poly(A) site at 1732. The coding region is
underlined and the ATTAAA sequence is doubly underlined.

References:
1. Engel et al. (1982) Nature 297, 434-436.
2. Brush et al. (1985) Mol. Cell. Biol. 5, 1307-1317.
3. Wells, D. E., and Kedes, L. (1985) Proc. Natl. Acad.

Sci. U.S.A. 82, 2834-2838.
4. Wells et al. (1987) Nucl. Acids Res. 15, 2871-2889.

6294 C I RL Press
Oxford, England.

Nucleic Acids ResearchVolume 15 Number 15 1987

0 1 R L Press Limited, Oxford, England.6294


