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BACKGROUND

Telomeric DNA is bound by the transcription regulator Rap1 (repressor activa-
tor protein 1, also designated Grf1). In addition to playing a role in silencing
the HM mating-type loci, Rap1 is involved in the repression of genes located
adjacent to the telomeres, a phenomenon known as telomere position effect
(TPE). The silent information regulator proteins Sir2 (also designated Mar1),
Sir3 (also designated Mar2, Ste8 or Cmt1) and Sir4 (also designated Ste9,
Asd1 or Uth2) form a complex with Rap1. These proteins are essential for TPE
silencing and HM structure. Sir1 is essential for silencing the HM mating-type
loci, but it has no effect on TPE. Tel1, a member of the PI 3-kinase family and
a homolog of the human ataxia telangiectasia protein, is involved in control-
ling telomere length. Hdf1 (also referred to as Ku-70), a homolog of the mam-
malian Ku-70, also plays a role in maintaining telomere length.
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SOURCE

Sir2 (yN-19) is an affinity purified goat polyclonal antibody raised against a
peptide mapping at the N-terminus of Sir2 of Saccharomyces cerevisiae
origin.

PRODUCT

Each vial contains 200 µg IgG in 1.0 ml of PBS with < 0.1% sodium azide
and 0.1% gelatin.

Blocking peptide available for competition studies, sc-6666 P, (100 µg
peptide in 0.5 ml PBS containing < 0.1% sodium azide and 0.2% BSA).

STORAGE

Store at 4° C, **DO NOT FREEZE**. Stable for one year from the date of
shipment. Non-hazardous. No MSDS required.

RESEARCH USE

For research use only, not for use in diagnostic procedures.

APPLICATIONS

Sir2 (yN-19) is recommended for detection of Sir2 of Saccharomyces cere-
visiae origin by Western Blotting (starting dilution 1:200, dilution range
1:100-1:1000).

Molecular Weight of Sir2: 70 kDa.
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Sir2 (yN-19): sc-6666. Western blot analysis of Sir2
expression in yeast extract.
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