Supplementary information S2 | Number of proteins in the cancer set with Pfam domains

Pfam domain Number of cancer Number of human Expected number of proteins with domain in a Significant (at 5%)
proteins with domain  proteins with domain randomly chosen sample of human proteins

Pkinase 27 643 6.3 S
HLH 12 123 1.2 S
Homeobox 13 231 2.3 S
Ets 6 38 0.4 S
PAX 4 11 0.1 S
PHD 8 100 1.0 S
DNA_mis_repair 3 4 0.0 S
HATPase_c 5 28 0.3 S
Myc_N_term 3 5 0.0 S
AF-4 3 7 0.1 S
Bromodomain 5 49 0.5 S
DUF902 2 2 0.0 NS
KIX 2 2 0.0 NS
SH2 7 129 1.3 NS
PWWP 4 33 0.3 NS
DUF906 2 3 0.0 NS
HRDC 2 3 0.0 NS
zf-TAZ 2 3 0.0 NS
ETS_PEA3_N 2 3 0.0 NS
SAM_PNT § 17 0.2 NS
MutS_| 2 4 0.0 NS
Exostosin 2 4 0.0 NS
SSXT 2 5 0.0 NS
Nucleoporin_FG 2 5 0.0 NS
MutS_I 2 5 0.0 NS
SH3 9 262 2.6 NS
GTP_CDC 3 22 0.2 NS
DEAD 5 83 0.8 NS
ERM 2 6 0.1 NS
YEATS 2 0.1 NS
HSP90 2 0.1 NS
MutS_IV 2 0.1 NS
AT_hook 3 26 0.3 NS
Helicase_C 6 137 il NS
MutS_lll 2 8 0.1 NS
Recep_L_domain 2 8 0.1 NS
Furin-like 2 8 0.1 NS
zf-RanBP 8 29 0.3 NS
7tm_1 1 800 7.8 S
MOZ_SAS 2 9 0.1 NS
Tropomyosin 2 9 0.1 NS
MutS_V 2 11 0.1 NS
ENTH 2 13 0.1 NS
Myosin_N 2 13 0.1 NS
Armadillo_seg 3 42 0.4 NS
COXeC 1 1 0.0 NS
AICARFT_IMPCHas 1 1 0.0 NS
Ribosomal_L22e 1 1 0.0 NS
Tuberin 1 1 0.0 NS
Fanconia 1 1 0.0 NS
APC_15aa 1 1 0.0 NS
GMP_synt_C 1 1 0.0 NS
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C2 1 146 1.4 NS
Collagen 1 90 0.9 NS
efhand 2 233 2.3 NS
KRAB 3 308 3.0 NS
All proteins 284 29064

The results shown are based on 284 proteins in the cancer set for which an amino-acid sequence could be obtained. These proteins have been compared both with the
number of proteins in the human proteome with a particular Pfam domain, and with the expected number of proteins with the domain in a randomly chosen sample of 284
human proteins. The non-redundant human Swiss-Prot/TrEMBL proteome set (29,064 proteins) from the European Bioinformatics Institute was used as the reference human
proteome set (http://www.ebi.ac.uk/proteome/). S, probabilities that are significant at 5% significance; NS, probabilities that are not significant.



