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Name: Stephen Landt

Email:
Lab

Snyder

Antibody Name: Anti-USF2 antibody (ab60931)
Company/
Source:
Catalog Number, database ID, laboratory

sglandt@stanford.edu

Target:

Abcam

ab60931

Lot Number 424648

Immunogen : Recombinant fragment with tag: MDMLDPGLDP AASATAAAAA SHDKGPEAEE GVELQEGGDG
Antibody
PGAEEQTAVA ITSVQQAAFG DHNIQYQFRT ETNGGQVTYR VVQVTDGQLD GQGDTAGAVS , corresponding to
Description:
amino acids 1-101 of Human USF2. Reacts with human, mouse, rat.

The ubiquitously expressed cellular upstream stimulatory factor (USF) consists of 43kDa (USF1) and 44kDa
Target
(USF2) polypeptides which independently exhibit site specific DNA binding and are members of the c-Myc
Description: related family of regulatory factors containing helix loop helix domains. USF also contains a leucine repeat
that is required for efficient DNA binding.

Species Target Human

Species Host Mouse

Validation Method #1 Immunoprecipitation

Validation Method #2 Motif Enrichment

Purification
Protein A/G
Method

Polyclonal/
Monoclonal

Vendor URL:

http://www.abcam.com/USF2-antibody-ab60
931.html

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

Comment: A major band of ~45kD is observed in all cell lines tested. This band is somewhat higher
than expected for this protein (molecular weight of 37kD). However, this has been previously observed
(see the image at http://www.abcam.com/USF2-antibody-ab60931.html) and may be due to
post-translational modification. An additional band at ~100kD is sometimes seen in the K562 and
HepG2 cells lines, but this band is not immunoprecipitated efficiently (panel B).

Validation #1
Analysis

Insert Validation Image (click here)

Validation #2
Analysis

Calculations were done by Pouya Kheradpour using a collection of known motifs (9 motifs were
considered) 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. Note that while the
maximally enriched motif differs from the motif with the highest enrichment p-values and the most
represented motif, the motifs are highly similar (Figure 1) and thus all values are similar between
motifs. &#xD;&#xD;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 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.&#xD;&#xD;The current ENCODE standard calls for
&gt;4-fold enrichment and &gt;10% motif representation for this criteria to be used for validation. All
5 USF2 datasets presented here easily exceed this threshold and the antibody is considered validated.

Insert Validation Image (Click here)
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