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Please complete the following for antibodies to histone modifications:
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Antibody: c-Myc Source: Santa Cruz Biotech sc-764x
Epitope: rabbit polyclonal to amino acids 1-262 of c-Myc human origin

Validation 1: Immunoprecipitation (IP) in both CH12 and MEL cell lines
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Arrow indicates immunoprecipitated band of
expected size of c-Myc in both CH12 and MEL cell
lines. We used ExactaCruz kit (Santa Cruz Biotech

sc-45043) for IP experiment to reduce antibody
bands.

NE: nuclear extract

S: supernatant after IP

IP: IP with tested antibody
lgG: IP with control IgG
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