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In sequencing additional TBX3 eDNA clones, Dr. Chris Campbell brought to our attention a single base insertion at nt 1107 which 
causes a frameshift in the TBX3 sequence (GenBank accession number AF002228). Sequencing ofPCR-derived genomic templates of 
TBX3 confirms this finding. A corrected TBX3 sequence from the start of exon 6 to the end of the published sequence is shown below. 
The authors regret this error. 

1039 GATTTATGTCCCAGCGAGGGTGAGAGCGACGCCGAGGCCGAGAGCAAAGAGGAGCAC 
AspLeuCysProSerGluGlyGluSerAspAlaGluAlaGluSerLysGluGluHis 

! 
1096 GGCCCCGAGGCCTGCGACGCGGCCAAGATCTCCACCACCACGTCGGGGAGCCCTGCC 

GlyProGluAlaCysAspAlaAlaLysileSerThrThrThrSerGluGluProCys 

1153 GTGACAAGGGCAGCCCCGCGGTCAAGGCTCACCTTTTCGCTGCTGAGCGGCCCCGGG 
ArgAspLysGlySerProAlaValLysAlaHisLeuPheAlaAlaGluArgProArg 

1210 ACAGCGGGCGGCTGGACAAAGCGTCGCCCGACTCACGCCATAGCCCCGCCACCATCT 
AspSerGlyArgLeuAspLysAlaSerProAspSerArgHisSerProAlaThrile 

1267 CGTCCAGCACTCGCGGCCTGGGCGCGGAGGAGCGCAGGAGCCCGGTTCGCGAGGGCA 
SerSerSerThrArgGlyLeuGlyAlaGluGluArgArgSerProValArgGluGly 

1324 CAGCGCCGGCCAAGGTGGAAGAGGCGCGCGCGCTCCCGGGCAAGGAGGCCTTCGCGC 
ThrAlaProAlaLysValGluGluAlaArgAlaLeuProGlyLysGluAlaPheAla 

1381 CGCTCACGGTGCAGACGGACGCGG 
ProLeuThrValGlnThrAspAla 
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The sequence of the BRCAl eDNA presumed to be wild-type in these studies actually was that of a splice variant with an altered exon 5 
containing nucleotides 22201-22256 (compared with wild-type exon 5 at nucleotides 22201-22278 of GenBank L78833 genomic 
sequence). This altered splicing results in a protein which inititates at amino acid 72 of wild-type BRCAl. The altered sequence is pub­
lished 1 and the complete splice variant sequence available in GenBank (AF 005068 ). This error does not affect our main conclusions, as 
we have subsequently reported that both the prior splice variant and the new full-length BRCAJ eDNA function as growth inhibitors 
and tumour suppressors 1• 

TGT CCT TT ATG (taagaatgatataaccaaaagg) AGC CTA CAA 

splice donor (22 bp spliced from exon 5) splice acceptor 

1. Tait, D.L. eta/. A Phase I trial of retroviral BRCA1sv gene therapy in ovarian cancer. Clin. Cancer Res. 3, 1959-1978 (1997). 
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Part of the discussion was inadvertantly sent to press without the incorporation of the authors' corrections. The correct version is 
shown below. We regret this error. 

Out of 53 sites detected more than once, 28 were labelled with an efficiency >5%, a level considered significant considering the 
small size of the probes and complex nature of the probe-pool. Several arguments lead to the conclusion that OR genes are very 
likely to reside at many of the sites detected less efficiently. The specificity and sensitivity of our FISH approach for locating OR 
sequences are demonstrated by the observation that all previously reported locations of OR genes were detected. 
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