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Figure S1.

Scatterplot showing correlation of TP53 transcript abundance determined by
two methods; RSEM data from RNA sequencing (Mehta et al., Cancer Res
2016) and copies/ug RNA from long amplicon ddPCR, demonstrating that
expression levels of TP53 transcripts determined by RNA sequencing data and
long amplicon ddPCR shows good correlation for transcripts expressed above
~ 1,000 copies/ug RNA. Below this level, TP53 transcript expression is
undetectable by RNA sequencing. Data for each cell line is shown by symbol
(@ =IlICF/c, A = JFCF, M = U20S) and each TP53 transcript by colour-
(encoding FL/A40p53a.), t2 (encoding FL/A40p53a.), t3 (encoding
FL/A40p53p), t4 (encoding FL/A40p53y), t5 (encoding A133/A160p53a),
(encoding A133/A160p53p) and 7 (encoding A133/A160p53y).
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Analysis of TP53 expression in breast tumour cohort. A. Boxplot showing
copies/ug RNA for each TP53 5’ (FL/A40TP53_T1, T2 or A133TP53) or 3’
(TP53c or B) end. B. Results of correlation analysis of the expression levels of
the TP53 transcript ends and full length TP53 transcripts. Values shown are
Spearman’s p.
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Figure S3.

Sequence of a region of the TP53 gene, from exon 4 to exon 5. The exonic
sequences are shown in red and intronic sequence in black fonts. The splice site
mutations in IlICF/c and a breast cancer patient sample are shown in bold (in red
and black fonts respectively) at the exon4/intron 4 boundary. These mutations
result in an open reading frame that extends into intron 4, shown in black
capitals, with an in-frame stop codon shown in italics. The purple lowercase font
is the A133p53 5’ untranslated sequence. Numbers in blue font refer to hg19
genome coordinates on chromosome 17.



