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|BACKGROUND | |STORAGE AND RESUSPENSION

The PR-domain containing proteins (PRDMs) have a common involvement in Store lyophilized siRNA duplex at -20° C with desiccant. Stable for at least
the modulation of gene activities. A PR-domain family member usually pro- one year from the date of shipment. Once resuspended, store at -20° C,
duces two products, called PR-plus and PR-minus, which differ by the presence  avoid contact with RNAses and repeated freeze thaw cycles.

or abszncedqf th? ZH domain, reﬁpecttl]vely. T?he F;F;-plgs produdct |ts‘underex:[ Resuspend lyophilized siRNA duplex in 330 pl of the RNAse-free water
pressed or CIsrupted in cancer cefls, whereas the Fi-minus product IS presen provided. Resuspension of the siRNA duplex in 330 pl of RNAse-free water

or overexpre§se(_i in cancer cel_ls. This |mt_)alancel in the_ amount of the two makes a 10 uM solution in a 10 uM Tris-HCI. pH 8.0, 20 mM NaCl. 1 mM
products, which is a result of either genetic or epigenetic events, appears to .
EDTA buffered solution.

be a determining factor of malignancy. PRDM16 (PR domain containing 16),

also known as MEL1 or PFM13, is a 1,276 amino acid protein that contains |APPLICATIONS

one SET domain and ten C,H,-type zinc fingers. Localized to the nucleus, : : — :
PRDM16 functions as a transcription factor and is thought to be involved in PRDM16 siRNA (h) is recommended for the inhibition of PROM16 expression

the pathogenesis of acute myeloid leukemia and myelodysplastic syndrome. i human cells.
Three isoforms of PRDM16 exist due to alternative splicing events.

|SUPPORT REAGENTS
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4. Lahortiga, |., et al. 2004. Molecular characterization of a t(1;3)(p36;921) in PRDMW (174A2D): sc-517625 is recgmmended as a control antibody.for
a patient with MDS. MEL1 is widely expressed in normal tissues, including ~ Monitoring of PROM16 gene expression knockdown by Western Blotting

bone marrow, and it is not overexpressed in the t(1;3) cells. Oncogene 23: (starting dilution 1:200, dilution range 1:100-1:1000) or immunofluorescence
311-318. (starting dilution 1:50, dilution range 1:50-1:500).

5. Ott, M.G., et al. 2006. Correction of X-linked chronic granulomatous disease 10 ensure optimgl results, the following support reagents are recommended:
by gene therapy, augmented by insertional activation of MDS1-EVI1, PROM16 1) Western Blotting: use m-lgGi BP-HRP: sc-516102 or m-IgGk BP-HRP (Cruz

or SETBP1. Nat. Med. 12: 401-409. Marker): sc-516102-CM (dilution range: 1:1000-1:10000), Cruz Marker™
Molecular Weight Standards: sc-2035, UltraCruz® Blocking Reagent:
| CHROMOSOMAL LOCATION | sc-516214 and Western Blotting Luminol Reagent: sc-2048. 2) Immunofluo-
. ] . rescence: use m-lgGk BP-FITC: sc-516140 or m-IgGk BP-PE: sc-516141
Genetic lacus: PRDM16 {human) mapping to 1p36.32. (dilution range: 1:50-1:200) with UltraCruz® Mounting Medium: sc-24941

| PRODUCT | or UltraCruz® Hard-set Mounting Medium: sc-359850.

PRDM16 siRNA (h) is a pool of 3 target-specific 19-25 nt siRNAs designed | RT-PCR REAGENTS

t(.JHI?\TXCk df?.W.” gine eﬁgresﬂzlonl. E_ach vial contains g?j nmol of |y0ph|||l|oze|d Semi-quantitative RT-PCR may be performed to monitor PRDOM16 gene
SIVA, sutficient for:a 10 1M solution once resuspended using protoco) below. expression knockdown using RT-PCR Primer: PRDM16 (h)-PR: sc-62854-PR

Suitable for 50-100 transfections. Also see .PRD'V”Q ShRNA Plasmid (h): (20 pl). Annealing temperature for the primers should be 55-60° C and the
sc-62854-SH and PRDM16 shRNA (h) Lentiviral Particles: sc-62854-V as extension temperature should be 68-72° C

alternate gene silencing products.

For independent verification of PRDM16 (h) gene silencing results, we also | RESEARCH USE

provide the individual siRNA duplex components. Each is available as 3.3 nmol  ¢or rasearch use only, not for use in diagnostic procedures.
of lyophilized siRNA. These include: sc-62854A, sc-62854B and sc-62854C. '

[PROTOCOLS |

See our web site at www.scbt.com for detailed protocols and support
products.
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