UniprotKB Entry name organism [full name oglcnacscore °9 lenac p.h osphorylation PMIDS |sequence intracellular |extracellular [cytosol nucleus mitochndrion enqoplasmlc golgi - extl:acellular
1D sites sites reticulum apparatus membrane [region
QI9DEU1 QI9DEU1_DANRE [Danio Sodium/potassium- 26.412228 NaN NaN 40044042 MGVGDGRDQYELAATSEQGGKKKN |NaN NaN NaN NaN NaN NaN NaN NaN None

rerio

transporting
IATPase subunit
alpha

KNKKKEKDMDELKKEVDLDDHKLT
LEELNRKYGTDLNRGLTTARAAEILA
RDGPNALTPPPTTPEWVKFCKQMFG
GFSMLLWTGALLCFLAYGIQAAMED
EPANDNLYLGVVLSAVVIITGCFSYY
QEAKSSKIMDSFKNLVPQQALVVRD
GEKNHVNAEEVVVGDLVEVKGGDRI
PADLRIIASHGCKVDNSSLTGESEPQ
TRSPDYSNDNPLETRNIAFFSTNCV
EGTARGIVISTGDRTVMGRIATLASG
LEVGRTPISIEIEHFIHIITGVAVFLGV
SFFVLSLALGYSWLEAVIFLIGIIVAN
IVPEGLLATVTVCLTLTAKRMAKKNC
LVKNLEAVETLGSTSTICSDKTGTLT
QNRMTVAHMWFDNQIHEADTTEN
QSGTSFDRSSATWASLARVAGLCNR
IAVFLAEQTDVPILKRDVAGDASESAL
LKCIELCCGSVKDMREKYTKVAEIPF
NSTNKYQLSVHKNPNGGTESKHLL
IVMKGAPERILDRCSTILIQGKVQALD
DEMKEAFQNAYLELGGLGERVLGF
CHFCLPDEEFPEGFPFDTEDVNFPT
ENLCFVGLMSMIDPPRAAVPDAVGK
CRSAGIKVIMVTGDHPITAKAIAKGV
GIISEGNETVEDIAARLNIPVNEVNP
RDAKACVVHGGDLKDLSCEQLDDIL
KHHTEIVFARTSPQQKLIIVEGCQRQ
GAIVAVTGDGVNDSPALKKADIGVA
MGIAGSDVSKQAADMILLDDNFASI
IVTGVEEGRLIFDNLKKSIAYTLTSNIP
EITPFLLFIIANIPLPLGTVTILCIDLGT
DMLPAISLAYEAAESDIMKRQPRNP
KTDKLVNERLISIAYGQIGMIQALAG
FFTYFVILSENGFLPSRLLGIRVYWD
DKHINDLEDSYGQQWTYEQRKIVEF
TCHTAFFASIVVVQWADLIICKTRRN
SVFQQGMKNKILIFGLFEETALAAFL
SYCPGMDVALRMYPLKPNWWFCAF
PYSLLIFIYDEMRKLILRRNPGGWVE
RETYY




