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Histone cluster 1 H3E siRNA (h):
sc-105490

|BACKGROUND | [PRODUCT
Eukaryotic histones are basic and water soluble nuclear proteins that form Histone cluster 1 H3E siRNA (h) is a pool of 2 target-specific 19-25 nt
hetero-octameric nucleosome particles by wrapping 146 base pairs of DNA in siRNAs designed to knock down gene expression. Each vial contains
a left-handed super-helical turn sequentially to form chromosomal fiber. Two 3.3 nmol of lyophilized siRNA, sufficient for a 10 uM solution once resus-
molecules of each of the four core Histones (H2A, H2B, H3, and H4) form pended using protocol below. Suitable for 50-100 transfections. Also
the octamer, which is comprised of two H2A-H2B dimers and two H3-H4 see Histone cluster 1 H3E shRNA Plasmid (h): sc-105490-SH and
dimers, forming two nearly symmetrical halves by tertiary structure. Histones Histone cluster 1 H3E shRNA (h) Lentiviral Particles: sc-105490-V as
are subject to posttranslational modification by enzymes primarily on their alternate gene silencing products.

N-terminal tails, but also in their globular domains. Histone cluster 1 H3E
is a member of the H3 Histone family and is encoded by a gene located in
the large histone gene cluster on chromosome 6p22.2. Histone cluster 1 H3E
undergoes postranslational modifications, including the phosphorylization
of Ser 10.

For independent verification of Histone cluster 1 H3E (h) gene silencing
results, we also provide the individual siRNA duplex components. Each is
available as 3.3 nmol of lyophilized siRNA. These include: sc-105490A and
sc-105490B.

| |STORAGE AND RESUSPENSION

Store lyophilized siRNA duplex at -20° C with desiccant. Stable for at least
one year from the date of shipment. Once resuspended, store at -20° C,
avoid contact with RNAses and repeated freeze thaw cycles.
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| CHROMOSOMAL LOCATION
Genetic locus: HISTTH3E (human) mapping to 6p22.2.

Santa Cruz Biotechnology, Inc.  1.800.457.3801 831.457.3800 fax 831.457.3801 Europe +00800 4573 8000 49622145030 www.scbt.com



