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Name: Email:
Lab
Antibody Name: [ERRa (H-80) Antibody: sc-66882 Target: |ERRa (EntrezGene ID 2101)
Company/ .
Santa Cruz Biotechnology
Source:

Catalog Number, database ID, laboratory «C-66882 Lot Number |A0809

Antibod rabbit polyclonal IgG, 200ug/ml
ntioody epitope corresponding to amino acids 81-160 mapping near the N-terminus of ERRa of human origin

Description: recommended for detection of ERRa of mouse, rat and human

Target Binds to an ERR-alpha response element (ERRE) containing a single consensus half-site, 5'-TNAAGGTCA-3'.

Description: Can bind to the medium-chain acyl coenzyme A dehydrogenase (MCAD) response element NRRE-1 and may
" |act as an important regulator of MCAD promoter. Binds to the C1 region of the lactoferrin gene promoter.

Requires dimerization and the coactivator, PGC-1A, for full activity. The ERRalpha/PGC1alpha complex is a

Species Target |Human Species Host

Validation Method #1 |Western Blot Validation Method #2 |Motif Enrichment
Purification . Polyclonal/

Method Other Purification Method Monoclonal

Vendor URL: http://www.scbt.com/datasheet-66882-erral

Reference (PI/
Publication
Information)

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

Histone Name AA modified AA Position Modification




Comment: A primary band with a mobility consistent with the size expected for ERRa (46kD; indicated
by arrow) is identified by immunoblot with nuclear lysates from HepG2 cells. Therefore, sc-66882 meets
this criterion for validation.
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Immunoblot using sc-66882 with nuclear extracts from the HepG2 cell line



Calculations were done by Pouya Kheradpour using a collection of known motifs available at
http://www.broadinstitute.org/%7Epouyak/motif-disc/human/. Table 1 shows the fold-enrichments,
enrichment p-values and fraction of peaks which contain the motif. The motif which produced the
largest value for each criterion is shown in Table 1.

Motifs were identified using a matching stringency corresponding to 4-6 (6-mer). 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
Dnasel 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 DNasel peaks.

Validation #2
Analysis

The current ENCODE standard calls for >4-fold enrichment and >10% motif representation for this
criteria to be used for validation. The ERRA dataset presented here exceeds these thresholds and the
antibody is considered validated.

Insert Validation Image (Click here)
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Table 1. ERRA motif

enrichment.
Cell Line Motif Enrichment Enrichment p-value Fraction of peaks
(log2) (-log10) containing motif
HepG2 (forskolin) 3.42599 114.227 0.362288

Figure 2. Motif consensus sequence and position weight matrix for highly enriched ERRA motif.
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