UniprotKB Entry name |organism [full name |oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular |extracellular [cytosol nucleus mitochndrion em}oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane region
Q811]3 IREB2_MOUSE [Mus Iron- 22.380232 NaN NaN 37507081 [MDSPSAGYTFEYLIETLNGNSQKKF [True False 5.0 2.906 [4.535 4.366 4.251 2.181 2.208
musculus [responsive FNVPKLGGTKYDILPYSIRVLLEAAV
element- RNCDGFLMKKEDVMNILDWKTKQS
binding NVEVPFFPARVVLQDFTGIPAMVDF
protein 2 AAMREAVKTLGGDPKKVHPACPTDL

TVDHSLQIDFSKCAIQNAPNPGGGD
LQKAGKLSPLKVQSKKLPCRGQTTC
RGSCDSGELSRNSGTFSSQIENTPVL
CPFHLQPVPEPETVLKNQEVEFGRN
RERLQFFKWSSGAFKNVAVIPPGTG
MAHQVNLEYLSRVVFEETDLLFPDS
VVGTDSHITMVNGLGILGWGVGGIE
TEAVMLGLPVTLTLPEVVGCELTGSS
NAFVTSIDIVLGITKHLRQVGVAGKF
VEFFGSGVSQLSIVDRTTIANMCPEY
GAILSFFPVDNVTLRHLEHTGFDKT
KLESMEKYLKAVKLFRNDENSSEPE
'YSQVIQINLNSIVASVSGPKRPQDRV
AVTDMKSDFQACLNEKVGFKGFQV
AAEKQSDTVSVRYDGSEYKLSHGSV
'VIAAVISCTNNCNPSVMLAAGLLAKK
AVEIGLRVKPYIRTSLSPGSGMVTHY
LSSSGVLPYLSKLGFDIVGYGCSTCV
GNTAPLSEAVLNAVKQGDLVTCGVL
SGNKHFEGRLCDCVRANYLASPPLV
'VAYAIAGTVNIDFQTEPLGTDSTGKEI
YLHDIWPSREEVHQMEEEHVILSMF
KTLKEKVEMGNKRWNSLEAPDSVL
FPWDVKSTYIRCPSFFDKLTKEPAAS
QPIENAHVLLYLGDSVTTDHISPAGS
IARSSAAAKYLTNRGLTPREFNSYGA
RRGNDAVMTRGTFANIKLFNKFIGK
PAPKTIHFPSGQTLDVFEAAELYQKE
GIPLIILAGKKYGSGNSRDWAAKGPY
LLGVKAVLAESYEKIHKDHLIGIGIAP
LEFLPGENADSLGLSGREVFSLSFPE
ELFPGITLNIKTSTGKEFSVIASFAND
VEITLYKHGGLLNFVARKFL




