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Protein name: tumor suppressor p53 (celluar tumor antigen p53)
Gene neme: TP53 (p53)

2 EHE5EHFS

Homo sapiens p53 protein, cellular tumor antigen p53 isoform a, NCBI Reference
Sequence: NP_000537.3, 393AA, protein level

Homo sapiens p53 protein mMRNA, complete cds, AF307851, 2521 bp; transcript
variant 1, NCBI Reference Sequence: NM_000546.5

Homo sapiens p53 gene (genomic DNA), GenBank: X54156.1, 20303 bp
3EFNEHREE
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N-terminus TAD (AD1 1-42;AD2 43-63) ; proline rich domain 64-92; DBD,
102-292; 3NN ES (NLS) ; homo-oligomerisation domain (OD) ;
C-terminus; #ZHiitH{E5 (NES)
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www.ebi.ac.uk/intact/pages/interactions/ (IntAct)
583 binary interactions were found in IntAct.
http://string-db.org (string)

TR53IBEPZ
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p53 Transcription Factors (Upstream) in the P1 region and Their Pathways ®

OPSIIRRET  nanstowce smonatocaton  werscwonte  Remans

ET31 446-4579 Uncharacterized Details
ETS2 446-459 Incharacterized Details
BCLEG 455-464 Repressar Details
JUNFOS 650-676 Cell-type specific activator/ repressor Details
JUNFOS 653-679 Cell-type specific activator! repressor Details
EGR1 657-704 Activator Details
ATF3 GE0-666 Repressar Details
SPA B74-630 Activator Details
HOXAR 712-719 Activator Details
P53 T15-734 Cell-type specific activator/ repressor Details
Ak T19-r57 Activator Details
MFEIC T19-757 Activator Details
KLF4 T36-771 Repressar Details
CBE-BF | TE9-738 ncharacterized Details
MFKB1/RELA T76-804 Activator Details
LISF 200-2305 Activator Details
MY LA 200-305 Activator Details
EZF4 812-823 ncharacterized Details
PA2 901-950 Repressar Details
PaxXE a01-950 Fepressar Details

Paxa a01-950 Fepressaor Cietails
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Search for Monoclonal Antibodies targeting p53
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http://www.genome.jp/ keggdatabase % [1115 5 i % A 301
http://pid.nci.nih.gov pathway interaction database
GeneGlobe Pathway Central giagena =]
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A Pan_troglodytes
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a consensus binding site with a striking internal symmetry,
consisting of two copies of the 10 base pair motif 5'-
PUPuPuC(A/T)(T/A)GPyPyPy-3' separated by 0-13 base pairs.
One copy of the motif was insufficient for binding, and subtle
alterations of the motif, even when present in multiple copies,

resulted in loss of affinity for p53.



p53 SPURTRRIEREK

dsRNA »Type | IFN » STAT-1

9

PKR > - MDM-2
Pro-apoptotic genes: Innate iImmunity genes:
(Puma, Noxa, Bax, Fas, DR/KILLER, CDIP) (IRF9, TLR3, ISG15, IRF5, PKR)

Carmen Rivas, 2010
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Vesicular Integration of interferon-a/b signalling
KO % stomatitis Nature Akinori Takaoka etal 2003  top53 responses in tumour suppressio
R virus and antiviral defence

Influenza Virus Infection Increases
A#imE Influenzavirus JOURNALOF  Elizabeth Turpinetal 2005  p53 Activity: Role of p53 in Cell Death
VIROLOGY and Viral Replication

Encephalomyo Down-regulation of p53 by double-
AR L% carditis virus JOURNALOF  Joao T. Marques et al 2005 stranded RNA modulates the antiviral
WE VIROLOGY response
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Toll-Like Receptors
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P53 Mediated Apoptosis

Caspase?
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