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Immunotag™ Phospho-SirTl1 (Ser47) Antibody

Antibody Specification

Catalog No. ITA1243
Product
u, . Immunotag™ Phospho-SirT1 (Ser47) Antibody
Description
Size 100 pg, 200 g

Coniugation HRP, Biotin, FITC, Alexa Fluor® 350, Alexa Fluor® 405, Alexa Fluor® 488, Alexa Fluor®
i 555, Alexa Fluor® 594, Alexa Fluor® 647

IMPORTANT

NOTE

This product is custom manufactured with a lead time of 3-4 weeks. Once in production, this
item cannot be cancelled from an order and is not eligible for return.

Target Protein Phospho-SirT1 (Ser47)

Clonality

Storage/Stability

Polyclonal

-20°C/1 year

Application WB,ELISA
Recommended

o WB 1:500-1:2000
Dilution
Concentration 1 mg/ml
Reactive

. Human,Mouse

Species

Host Species Rabbit

A synthesized peptide derived from human SirT1 around the phosphorylation site of Serine

Immunogen
47

Specificit Phospho-SirT1 (Ser47) Antibody detects endogenous levels of SirT1 only when

P y phosphorylated at Serine 47

Purification The antibody is from purified rabbit serum by affinity purification via sequential
chromatography on phospho- and non-phospho-peptide affinity columns.

Form Rabbit IgG in phosphate buffered saline , pH 7.4, 150mM NacCl, 0.02% sodium azide and
50% glycerol.Store at -20 °C.Stable for 12 months from date of receipt

Gene Name SIRT1

Accession No. Q96EB6


https://www.gbiosciences.com/
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Alternate Names

75SirT1; hSIR2; hSIRT1; HST2, S. cerevisiae, homolog of; NAD dependent deacetylase
sirtuin 1; NAD dependent protein deacetylase sirtuin 1; OTTHUMP00000198111;
OTTHUMP00000198112; Regulatory protein SIR2 homolog 1; SIR1_HUMAN; SIR2; SIR2 like
1; SIR2 like protein 1; SIR2, S.cerevisiae, homolog-like 1; SIR2-like protein 1; SIR2ZALPHA;
SIR2L1; Sirtl; SirtT1 75 kDa fragment; Sirtuin (silent mating type information regulation 2
homolog) 1 (S. cerevisiae); Sirtuin 1; Sirtuin type 1;
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NAD-dependent protein deacetylase that links transcriptional regulation directly to
intracellular energetics and participates in the coordination of several separated cellular
functions such as cell cycle, response to DNA damage, metobolism, apoptosis and
autophagy. Can modulate chromatin function through deacetylation of histones and can
promote alterations in the methylation of histones and DNA, leading to transcriptional
repression. Deacetylates a broad range of transcription factors and coregulators, thereby
regulating target gene expression positively and negatively. Serves as a sensor of the
cytosolic ratio of NAD+/NADH which is altered by glucose deprivation and metabolic
changes associated with caloric restriction. Is essential in skeletal muscle cell differentiation
and in response to low nutrients mediates the inhibitory effect on skeletal myoblast
differentiation which also involves 5'-AMP-activated protein kinase (AMPK) and nicotinamide
phosphoribosyltransferase (NAMPT). Component of the eNoSC (energy-dependent nucleolar
silencing) complex, a complex that mediates silencing of rDNA in response to intracellular
energy status and acts by recruiting histone-modifying enzymes. The eNoSC complex is
able to sense the energy status of cell: upon glucose starvation, elevation of NAD+/NADP+
ratio activates SIRT1, leading to histone H3 deacetylation followed by dimethylation of H3 at
'Lys-9' (H3K9me2) by SUV39H1 and the formation of silent chromatin in the rDNA locus.
Deacetylates 'Lys-266' of SUV39H1, leading to its activation. Inhibits skeletal muscle
differentiation by deacetylating PCAF and MYOD1. Deacetylates H2A and 'Lys-26' of
HIST1H1E. Deacetylates 'Lys-16' of histone H4 (in vitro). Involved in NROB2/SHP
corepression function through chromatin remodeling: Recruited to LRH1 target gene
promoters by NROB2/SHP thereby stimulating histone H3 and H4 deacetylation leading to
transcriptional repression. Proposed to contribute to genomic integrity via positive
regulation of telomere length; however, reports on localization to pericentromeric
heterochromatin are conflicting. Proposed to play a role in constitutive heterochromatin
(CH) formation and/or maintenance through regulation of the available pool of nuclear
SUV39H1. Upon oxidative/metabolic stress decreases SUV39H1 degradation by inhibiting
SUV39H1 polyubiquitination by MDM2. This increase in SUV39H1 levels enhances SUV39H1
turnover in CH, which in turn seems to accelerate renewal of the heterochromatin which
correlates with greater genomic integrity during stress response. Deacetylates 'Lys-382' of
p53/TP53 and impairs its ability to induce transcription-dependent proapoptotic program
and modulate cell senescence. Deacetylates TAF1B and thereby represses rDNA
transcription by the RNA polymerase |. Deacetylates MYC, promotes the association of MYC
with MAX and decreases MYC stability leading to compromised transformational capability.
Deacetylates FOXO3 in response to oxidative stress thereby increasing its ability to induce
cell cycle arrest and resistance to oxidative stress but inhibiting FOXO3-mediated induction
of apoptosis transcriptional activity; also leading to FOXO3 ubiquitination and protesomal
degradation. Appears to have a similar effect on MLLT7/FOX0O4 in regulation of
transcriptional activity and apoptosis. Deacetylates DNMT1; thereby impairs DNMT1
methyltransferase-independent transcription repressor activity, modulates DNMT1 cell cycle
regulatory function and DNMT1-mediated gene silencing. Deacetylates RELA/NF-kappa-B
p65 thereby inhibiting its transactivating potential and augments apoptosis in response to
TNF-alpha. Deacetylates HIF1A, KAT5/TIP60, RB1 and HIC1. Deacetylates FOXO1 resulting in
its nuclear retention and enhancement of its transcriptional activity leading to increased
gluconeogenesis in liver. Inhibits E2F1 transcriptional activity and apoptotic function,
possibly by deacetylation. Involved in HES1- and HEY2-mediated transcriptional repression.
In cooperation with MYCN seems to be involved in transcriptional repression of
DUSP6/MAPK3 leading to MYCN stabilization by phosphorylation at 'Ser-62'. Deacetylates
MEF2D. Required for antagonist-mediated transcription suppression of AR-dependent genes
which may be linked to local deacetylation of histone H3. Represses HNF1A-mediated
transcription. Required for the repression of ESRRG by CREBZF. Modulates AP-1
transcription factor activity. Deacetylates NR1H3 AND NR1H2 and deacetylation of NR1H3
at 'Lys-434' positively regulates transcription of NR1H3:RXR target genes, promotes NR1H3
proteosomal degradation and results in cholesterol efflux; a promoter clearing mechanism
after reach round of transcription is proposed. Involved in lipid metabolism. Implicated in
reaulation of adinoaenesis and fat mobilization in white adinocvtes bv renression of PPARG
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Cell Pathwa
way/ Primary Polyclonal Antibody

Category
Protein MW 110kDa
Usage For Research Use Only! Not for diagnostic or therapeutic procedures.
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