
ENCODE DCC Antibody Validation Document

Date of Submission

Antibody 
Description: 
 

Species Target

Validation Method #1

Email:Name:

Antibody Name: Target:

Lab

Company/
Source:

Species Host

Lot NumberCatalog Number, database ID, laboratory 
 

Validation Method #2

Purification 
Method

Polyclonal/ 
Monoclonal

Reference (PI/
Publication 
Information)

Please complete the following for antibodies to histone modifications: 
if your specifications are not listed in the drop-down box,  
please write-in the appropriate information

Histone Name AA modified AA Position Modification

Target 
Description: 
 

Vendor URL:



Validation #1 
Analysis

Insert Validation Image (click here)



Western'Blot'analysis'of'nuclear'extracts'from'
GM12878,'K562,'HelaS3,'HepG2,'IMR90,'Human'
Heart'and'A549'celsl'using'anI'cJFos'anIbody'
from'Santa'Cruz'Biotechnologies'(sc7202).'
Expected'protein'band'62'kD.'
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Cell$Line$ Mo*f$enrichment$(log$2)$ Frac*on$of$Peaks$containing$mo*f$

Helas3' 4.3865' 0.2469'
Huvec' 3.7387' 0.1801'
K562' 4.5543' 0.1503'
Mcf10' 4.1810' 0.1770'

Fig.'1'c;Fos'mo>f'enrichment'

Fig.'2'Mo>f'enrichment'sequence'and'posi>on'weight'matrix'for'the'highly'
enriched'c;Fos'mo>f'

AP;1_known3'AP;1_3#known'AP;1_transfac_M00926';'
V'0.403361'0.252101'0.243697'0.100840'
T'0.000000'0.000000'0.008403'0.991597'
G'0.016807'0.008403'0.941177'0.033613'
A'0.991597'0.000000'0.008403'0.000000'
C'0.084034'0.722689'0.142857'0.050420'
T'0.142857'0.109244'0.109244'0.638655'
H'0.184874'0.546218'0.042017'0.226891'
A'0.714285'0.159664'0.058824'0.067227'
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	form1[0].#subform[0].TextField1[1]: The c-Fos oncogene was initially detected in two independent murine osteosarcoma virus isolates and an avian nephroblastoma virus. The cellular homolog, c-Fos, encodes a nuclear phospho-protein that is rapidly and transiently induced by a variety of agents and functions as a transcriptional regulator for several genes. In contrast to c-Jun proteins, which form homo- and heterodimers which bind to specific DNA response elements, c-Fos proteins are only active as heterodimers with members of the Jun gene family. Functional homologs of c-Fos include the Fra-1, Fra-2 and Fos B genes. In addition, selected ATF/CREB family members can form leucine zipper dimers with Fos and Jun. Different dimers exhibit differential specificity and affinity for AP-1 and CRE sites.
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Motifs were identified using a matching stringency corresponding to 4-6 (6mer). Peaks identified by IDR (1% cutoff) were used in the analysis and +/-50bp from peak centers were considered. Enrichments are for a given motif vs. a background consisting of +/- 50bp from the centers of all DnaseI hypersensitive peaks.  Repeat mask/simple repeats from UCSC and all gencode v7 exons (including non-protein coding genes) were excluded from the analysis.  Comparison to shuffle motifs were used to correct for compositional bias.  Enrichment is the corrected # of motifs in ChIP peaks/corrected # of motifs in DNaseI peaks.

The current ENCODE standard calls for >4-fold enrichment and >10% motif representation for this criteria to be used for validation.  The 4 c-Fos datasets presented here exceed these thresholds and sc-7202 is considered validated.
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