Figure S3. Analysis of emerging subtype-specific expression patterns across CLL.
A. Summary of subtype-specific protein expression determined by differential regulation
score (ARs = Rs subtype A — Rs subtype B). B. Volcano plots highlighting examples of
the most upregulated and downregulated proteins in each subtype. Statistical testing was
applied as a means of highlighting an approximate signature. C. Chromosome enrichment
analysis of the 214 trisomy 12-overexpressed proteins, additionally highlighting the
expression of those proteins relative to B-cell controls. D. Chr12-encoded protein
expression in trisomy 12 samples relative to HDB, compared to that of non-chr12 proteins.
E. IPA upstream regulator analysis of the proteins regulated in trisomy 12 versus disomy
12 CLL. F. literature-derived associations between trisomy 12-upregulated chromosome
12 proteins and p53, highlighting the expression in individual samples. G. The location of
each protein’s gene on chromosome 12, of those described in F. H. Pathway describing
those 10 proteins (from F.) suggested to interfere with effective p53 function.
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Trisomy 12-overexpressed chr12-encoded p53-associated proteins
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