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DB accession number Protein name

Serine-threonine
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SWISS-PROT Q9P1 14 protein

GenBank NP_005216 E2F Transcription factor |

TNF receptor-associated

GenBank NP_663770
factor 2
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Cadherin-related
suppressor homolog

SWISS-PROT Q14517 tumor

SWISS-PROT P52756 RNA-binding protein 5

GenBank P39173 Unknown

GenBank XP_141934 Unknown
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