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Nuclear pore membrane glycoprotein 210 (NUP210) Recombinant Protein | NUP210
recombinant protein

Recombinant Human Nuclear pore membrane glycoprotein 210 (NUP210), partial

CATALOG # HOST
AAA114257 E Coli or Yeast or Baculovirus or Mammalian Cell

PRODUCT SYNONYMS

Nuclear pore membrane glycoprotein 210 (NUP210); Recombinant Human Nuclear pore membrane glycoprotein 210 (NUP210); partial; Nuclear envelope pore
membrane protein POM 210; POM210; Nucleoporin Nup210; Pore membrane protein of 210 kDa; NUP210 recombinant protein

PRODUCT SPECIFICATIONS

Host E Coli or Yeast or Baculovirus or Mammalian Cell

Purity/Purification Greater or equal to 85% purity as determined by SDS-PAGE.

Form/Format Lyophilized or liquid (Format to be determined during the manufacturing process)

Sequence Positions 28-238. Partial

Sequence LNIPKVLLPF TRATRVNFTL EASEGCYRWL STRPEVASIE PLGLDEQQCS QKAVVQARLT QPARLTSIIF

AEDITTGQVL RCDAIVDLIH DIQIVSTTRE LYLEDSPLEL KIQALDSEGN TFSTLAGLVF EWTIVKDSEA
DRFSDSHNAL RILTFLESTY IPPSYISEME KAAKQGDTIL VSGMKTGSSK LKARIQEAVY KNVRPAEVRL L

Preparation and Storage Store at -20 degree C, for extended storage, conserve at -20 degree C or -80 degree C.

IMAGES

116 kD
66.2kD

45 kD

35kD

25kD

18 kD

14.4kD

SDS-PAGE

ADDITIONAL INFORMATION

Related Product Information for Nucleoporin essential for nuclear pore assembly and fusion, nuclear pore spacing, as well as structural integrity.
NUP210 recombinant protein

Product Categories/Family for NUP210 Transport
recombinant protein
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NCBI AND UNIPROT INFORMATION

NCBI Gl #

NCBI GenelD

NCBI Accession #

NCBI GenBank Nucleotide #
UniProt Accession #

Molecular Weight

NCBI Official Full Name

NCBI Official Synonym Full Names
NCBI Official Symbol

NCBI Official Synonym Symbols
NCBI Protein Information
UniProt Protein Name

UniProt Gene Name

UniProt Synonym Gene Names

UniProt Entry Name

27477134

23225

NP_079199.2

NM_024923.3

Q8TEM1,; 094980; Q6NXG6; Q8NBJ1; QOH6CSE; QOUFP3; AGNN56
27.6 kDa

nuclear pore membrane glycoprotein 210
nucleoporin 210kDa

NUP210

GP210; POM210

nuclear pore membrane glycoprotein 210
Nuclear pore membrane glycoprotein 210
NUP210

KIAA0906; Nuclear pore protein gp210; POM210

PO210_HUMAN

For Research Use Only. Not for use in diagnostic or therapeutic procedures. Small volumes of product may become entrapped in the seal of the vial during shipment and
storage; if necessary, briefly centrifuge the vial on a tabletop centrifuge to dislodge any liquid in the cap.
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