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Rpb1 Rabbit mAb
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IgG

Human,Mouse,Rat
WB,IHC,IF,IP,ELISA,CHIP,Cut&Tag

POLR2A
DNA-directed RNA polymerase |l subunit RPB1

Protein A
Endogenous

PBS, 50% glycerol, 0.05% Proclin 300, 0.05%BSA
Monoclonal, Rabbit,IgG

IHC 1:50-1:200; WB 1:2000-1:10000; IF 1:200-1:1000; ELISA 1:5000-1:20000; IP
1:50-1:200; CHIP 1:50-1:100; Cut&Tag 1:50-1:100; Note: For IHC, we suggest
antigen retrieval with TE buffer pH 9.0

0.5 mg/mi
290%
-15° Cto-25° C/1 year(Do not lower than -25° C)

POLR2A ; POLR2 ; DNA-directed RNA polymerase Il subunit RPB1 ; RNA
polymerase Il subunit B1 ; DNA-directed RNA polymerase Il subunit A ;
DNA-directed RNA polymerase lll largest subunit ; RNA-directed RNA
polymerase Il subunit RPB1

250kD

217kD

Nucleus
Fetal pancreas,Testis,

Catalytic activity:Nucleoside triphosphate + RNA(n) = diphosphate +
RNA(n+1).,Function:DNA-dependent RNA polymerase catalyzes the transcription
of DNA into RNA using the four ribonucleoside triphosphates as substrates.
Largest and catalytic component of RNA polymerase Il which synthesizes mRNA
precursors and many functional non-coding RNAs. Forms the polymerase active
center together with the second largest subunit. Pol Il is the central component of
the basal RNA polymerase Il transcription machinery. It is composed of mobile
elements that move relative to each other. RPB1 is part of the core element with
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the central large cleft, the clamp element that moves to open and close the cleft
and the jaws that are thought to grab the incoming DNA template. At the start of
transcription, a single stranded DNA template strand of the promoter is positioned
within the central active site cleft of Pol II. A bridging helix emanates from RPB1
and crosses the cleft near the catalytic site and is thought to promote
translocation of Pol Il by acting as a ratchet that moves the RNA-DNA hybrid
through the active site by switching from straight to bent conformations at each
step of nucleotide addition. During transcription elongation, Pol [l moves on the
template as the transcript elongates. Elongation is influenced by the
phosphorylation status of the C-terminal domain (CTD) of Pol Il largest subunit
(RPB1), which serves as a platform for assembly of factors that regulate
transcription initiation, elongation, termination and mRNA processing. Acts as a
RNA-dependent RNA polymerase when associated with small delta antigen of
Hepatitis delta virus, acting both as a replicate and transcriptase for the viral RNA
circular genome.,miscellaneous: The binding of ribonucleoside triphosphate to the
RNA polymerase |l transcribing complex probably involves a two-step
mechanism. The initial binding seems to occur at the entry (E) site and involves a
magnesium ion temporarily coordinated by three conserved aspartate residues of
the two largest RNA Pol |l subunits. The ribonucleoside triphosphate is
transferred by a rotation to the nucelotide addition (A) site for pairing with the
template DNA. The catalytic A site involves three conserved aspartate residues of
the RNA Pol Il largest subunit which permanently coordinate a second
magnesium ion.,PTM:The tandem 7 residues repeats in the C-terminal domain
CTD) can be highly phosphorylated. The phosphorylation activates Pol Il.

hosphorylation occurs mainly at residues 'Ser-2' and 'Ser-5' of the heptapepdtide
repeat. The phosphorylation state is believed to result from the balanced action of
site-specific CTD kinases and phosphataes, and a "CTD code" that specifies the
position of Pol |l within the transcription cycle has been
proposed.,similarity:Belongs to the RNA polymerase beta' chain
family.,similarity:Contains 1 C2H2-type zinc finger.,subunit:Component of the
RNA polymerase Il (Pol Il) complex consisting of 12 subunits gBy similarity). The
phosphorylated C-terminal domain interacts with FNBP3 and SYNCRIP. Interacts
with SAFB/SAFB1. Interacts with CCNL1 and MYO1C (By similarity). Interacts
with CCNL2 and SFRS19. Component of a complex which is at least composed of
HTATSF1/Tat-SF1, the P-TEFb complex components CDK9 and CCNT1, RNA
polymerase |l, SUPT5H, and NCL/nucleolin. Interacts with PAF1.,

Background This gene encodes the largest subunit of RNA polymerase Il, the polymerase
responsible for synthesizing messenger RNA in eukaryotes. The product of this
gene contains a carboxy terminal domain composed of heptapeptide repeats that
are essential for polymerase activity. These repeats contain serine and threonine
residues that are phosphorylated in actively transcribing RNA polymerase. In
addition, this subunit, in combination with several other polymerase subunits,
forms the DNA binding domain of the polymerase, a groove in which the DNA
template is transcribed into RNA. [provided by RefSeq, Jul 2008],

matters needing Avoid repeated freezing and thawing!
attention
Usage suggestions This product can be used in immunological reaction related experiments. For

more information, please consult technical personnel.

MMNBFRRREMERBEIRAF

bk Tl N 1 MARSS :
EA. —51. Hfdx. ELISAIRFIR. ShifE  ELISARMKERIRS | £t | PCR. QPCRIZ | WBHE
CCK8iFflZ. QPCRIEMIAF I ICO-IPHE | 0fr | R | BN | BB | EHRFELE

| ZERA. HRE. BFAA. ER4A. CHENF




t ﬂt[']?]’:'E!wn UpingBio technology Co.,Ltd
U P in g Bio (O Tel: 400-999-8863 @) Emall: UpingBio@163.com (&) Webslte: WWWMpingBio,cOm’&

Various whole cell lysates were separated by 4-20%

SDS-PAGE, and the primary antibody was used at 4C,

over night with a 1:5000 dilution . The Dylight
-r800-conjugated Goat anti-Rabbit antibody

% Various whole cell lysates were separated by 4-20%
\o° SDS-PAGE, and the membrane was blotted with
& OQQ" anti-Rpb1 antibody. The HRP-conjugated Goat
Y & & anti-Rabbit IgG(H + L) antibody was used to detect the
kDa v & antibody. Lane 1: A549 Lane 2: Mouse lung Lane 3: Rat
lung Predicted band size: 192kDa Observed band size:
180 . . — pr1 250kDa
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Various whole cell lysates were separated by 4-8%

N SDS-PAGE, and the membrane was blotted with
anti-Rpb1 antibody. The -conjugated Goa
Qg’ ti-Rpb1 antibody. The HRP jugated Goat
anti-Rabbit IgG(H + L) antibody was used to detect the
kDa antibody. Lane 1: Hela Predicted band size: 192kDa

Observed band size: 250kDa
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