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Peptidyl-prolyl cis-trans isomerase A Recombinant Protein | PPIA recombinant protein
Recombinant Human Peptidyl-prolyl cis-trans isomerase A

CATALOG #

AAA81588
HOST

E Coli or Yeast or Baculovirus or Mammalian Cell

PRODUCT SYNONYMS

Peptidyl-prolyl cis-trans isomerase A; Recombinant Human Peptidyl-prolyl cis-trans isomerase A; Cyclophilin A; Cyclosporin A-binding protein; Rotamase A; PPIA

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 2-165aa; Full Length of Mature Protein

Sequence VNPTVFFDIA VDGEPLGRVS FELFADKVPK TAENFRALST GEKGFGYKGS CFHRIIPGFM CQGGDFTRHN

GTGGKSIYGE KFEDENFILK HTGPGILSMA NAGPNTNGSQ FFICTAKTEW LDGKHVVFGK VKEGMNIVEA

MERFGSRNGK TSKKITIADC GQLE

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

IMAGES

SDS-PAGE

ADDITIONAL INFORMATION

Related Product Information for PPIA
recombinant protein

PPIases accelerate the folding of proteins. It catalyzes the cis-trans isomerization of proline imidic peptide bonds in

oligopeptides.

Product Categories/Family for PPIA
recombinant protein

Immunology
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NCBI AND UNIPROT INFORMATION

NCBI GI # 665821274

NCBI GeneID 5478
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http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&id=665821274
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=5478


NCBI Accession # NP_001287910.1

NCBI GenBank Nucleotide # NM_001300981.1

UniProt Accession # P62937; P05092; Q3KQW3; Q567Q0; Q6IBU5; Q96IX3; Q9BRU4; Q9BTY9; Q9UC61; A8K220

Molecular Weight 17.9 kDa

NCBI Official Full Name peptidyl-prolyl cis-trans isomerase A isoform 2

NCBI Official Synonym Full Names peptidylprolyl isomerase A

NCBI Official Symbol PPIA

NCBI Official Synonym Symbols CYPA; CYPH; HEL-S-69p

NCBI Protein Information peptidyl-prolyl cis-trans isomerase A

UniProt Protein Name Peptidyl-prolyl cis-trans isomerase A

UniProt Gene Name PPIA

UniProt Synonym Gene Names CYPA; PPIase A

UniProt Entry Name PPIA_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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