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Recombinant Human Probable ATP-dependent RNA helicase DDX27

CATALOG # HOST
AAA117214 E Coli or Yeast or Baculovirus or Mammalian Cell

PRODUCT SYNONYMS

Probable ATP-dependent RNA helicase DDX27; Recombinant Human Probable ATP-dependent RNA helicase DDX27; DEAD box protein 27; DDX27 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 30-794. Partial.

Sequence DNMLADLGLI GTIGEDDEVP VEPESDSGDE EEEGPIVLGR RQKALGKNRS ADFNPDFVFT EKEGTYDGSW

ALADVMSQLK KKRAATTLDE KIEKVRKKRK TEDKEAKSGK LEKEKEAKEG SEPKEQEDLQ ENDEEGSEDE
ASETDYSSAD ENILTKADTL KVKDRKKKKK KGQEAGGFFE DASQYDENLS FQDMNLSRPL LKAITAMGFK
QPTPIQKACI PVGLLGKDIC ACAATGTGKT AAFALPVLER LIYKPRQAPV TRVLVLVPTR ELGIQVHSVT
RQLAQFCNIT TCLAVGGLDV KSQEAALRAA PDILIATPGR LIDHLHNCPS FHLSSIEVLI LDEADRMLDE
YFEEQMKEI RMCSHHRQTM LFSATMTDEV KDLASVSLKN PVRIFVNSNT DVAPFLRQEF IRIRPNREGD
REAIVAALLT RTFTDHVMLF TQTKKQAHRM HILLGLMGLQ VGELHGNLSQ TQRLEALRRF KDEQIDILVA
TDVAARGLDI EGVKTVINFT MPNTIKHYVH RVGRTARAGR AGRSVSLVGE DERKMLKEIV KAAKAPVKAR
ILPQDVILKF RDKIEKMEKD VYAVLQLEAE EKEMQQSEAQ INTAKRLLEK GKEAVVQEPE RSWFQTKEER
KKEKIAKALQ EFDLALRGKK KRKKFMKDAK KKGEMTAEER SQFEILKAQM FAERLAKRNR RAKRARAMPE
EEPVRGPAKK QKQGKKSVFD EELTNTSKKA LKQYRAGPSF EERKQLGLPH QRRGGNFKSK SRYKR

Sequence Length 794

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 DDX27 Probable ATP-dependent RNA helicase.
recombinant protein

Product Categories/Family for DDX27 Epigenetics and Nuclear Signaling
recombinant protein
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https://stage.aaabiotech.com/search/?query=Epigenetics+Nuclear+Signaling
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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

224593278
55661
NP_060365.7
NM_017895.7

Q96GQ7; Q5VXM7; Q8WYG4; QI69N7; QI6F57; QI6LI7; QIBWYI; QIBXFO; QIHI90; QONWUS; AOAVBS;
B7ZLY1

102.5 kDa

probable ATP-dependent RNA helicase DDX27
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http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&id=224593278
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=55661
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=NP_060365.7
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?val=NM_017895.7
http://www.uniprot.org/uniprot/Q96GQ7
http://www.uniprot.org/uniprot/Q5VXM7
http://www.uniprot.org/uniprot/Q8WYG4
http://www.uniprot.org/uniprot/Q969N7
http://www.uniprot.org/uniprot/Q96F57
http://www.uniprot.org/uniprot/Q96L97
http://www.uniprot.org/uniprot/Q9BWY9
http://www.uniprot.org/uniprot/Q9BXF0
http://www.uniprot.org/uniprot/Q9H990
http://www.uniprot.org/uniprot/Q9NWU3
http://www.uniprot.org/uniprot/A0AVB6
http://www.uniprot.org/uniprot/B7ZLY1

NCBI Official Synonym Full Names DEAD-box helicase 27

NCBI Official Symbol DDX27

NCBI Official Synonym Symbols DRS1; RHLP; Drslp; PP3241; HSPC259; dJ686N3.1
NCBI Protein Information probable ATP-dependent RNA helicase DDX27
UniProt Protein Name Probable ATP-dependent RNA helicase DDX27
UniProt Gene Name DDX27

UniProt Synonym Gene Names RHLP

UniProt Entry Name DDX27_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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