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Email:
Lab
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Farnham

Antibody Name: ZNF274 (M01)

Target: ZNF274
Company/
Source:

Catalog Number, database ID, laboratory

Abnova

H00010782-M01

Lot Number 08064-4C12

Antibody
Mouse monoclonal antibody raised against a partial recombinant ZNF274 (corresponding to amino acids
Description:
420-531 of the human ZNF274 protein).

Target
ZNF274 is a zinc finger protein containing five C2H2-type zinc finger domains, two Kruppel-associated box A
Description: (KRABA) domains, and a leucine-rich SCAN domain. The encoded protein has been suggested to be a
transcriptional repressor. It localizes predominantly to the nucleolus.

Species Target Human

Species Host Mouse

Validation Method #1 Immunoprecipitation

Validation Method #2 ChIP

Purification
Affinity
Method

Polyclonal/
Monoclonal
Monoclonal

Vendor URL:
Reference (PI/
Publication
Information)

http://www.abnova.com/products/
products_detail.asp?Catalog_id=H00010782M01

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

Validation #1
Analysis

Immunoprecipitation of ZNF274 from K562 nuclear extracts.
3ug of the anti-ZNF274 (M01) antibody was used to immunoprecipitate ZNF274 from 100 ug of nuclear
extracts prepared from K562 cells. 5ug of input lysate (5% of each IP reaction) and the entire eluate from
the ZNF274 and control IgG IPs were analyzed by SDS-PAGE and Western blottling using the antiZNF274 (M01) antibody at a 1:500 dilution (2 ug/mL). As shown in the blot, the anti-ZNF274 (M01)
antibody specifically precipitates an ~ 90kDa band.

Insert Validation Image (click here)

Validation #2
Analysis

Overlap of ZNF274 ChIP-seq peaks from two different antibodies.
ChIP-seq was performed in GM12878 cells using two different ZNF274 antibodies and peaks were
called using the Solesearch ChIP-seq peak calling program. The ENCODE 40% rule was applied to
determine the overlap between the two datasets. The list from Antibody 2 (anti-ZNF274 (M01)) was
truncated to the same size as Antibody 1 and the top 40% peaks from either dataset were compared
to the lists. As shown in the figure, there is greater than 90% overlap of the top 40% peaks.
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