UniprotKB Entry name |organism full name oglcnacscore o-glcnac iphosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc g¢
ID sites reticulum |af
Q6PIES AT1A2_MOUSE [Mus Sodium/potassium- [42.236447 NaN S10;S439;5450;S496;S559;T570;S5 |40684658;29187734;33300544;362 [MGRGAGREYSPAATTAENGGGKKK |False True False |False |False 5.0 Fe

musculus

transporting
IATPase subunit
alpha-2

87;5672;5826;5S940

88343;39927985;22645316

QKEKELDELKKEVAMDDHKLSLDE
LGRKYQVDLSKGLTNQRAQDILARD
GPNALTPPPTTPEWVKFCRQLFGGF
SILLWIGALLCFLAYGILAAMEDEPS
NDNLYLGIVLAAVVIVTGCFSYYQEA
KSSKIMDSFKNMVPQQALVIREGEK
MQINAEEVVVGDLVEVKGGDRVPAD
LRIISSHGCKVDNSSLTGESEPQTRS
PEFTHENPLETRNICFFSTNCVEGT
IARGIVIATGDRTVMGRIATLASGLEV
GQTPIAMEIEHFIQLITGVAVFLGVSF
FVLSLILGYSWLEAVIFLIGIIVANVPE
GLLATVIVCLTLTAKRMARKNCLVK
NLEAVETLGSTSTICSDKTGTLTQNR
MTVAHMWFDNQIHEADTTEDQSGA
TFDKRSPTWTALSRIAGLCNRAVFK
IAGQENISVSKRDTAGDASESALLKCI
ELSCGSVRKMRDRNPKVAEIPFNST
NKYQLSIHEREDSPQSHVLVMKGAP
ERILDRCSTILVQGKEIPLDKEMQDA
FQNAYMELGGLGERVLGFCQLNLP
SGKFPRGFKFDTDELNFPTEKLCFV
GLMSMIDPPRAAVPDAVGKCRSAGI
KVIMVTGDHPITAKAIAKGVGIISEGN
ETVEDIAARLNIPVSQVNPREAKACV
IVHGSDLKDMTSEQLDEILRDHTEIV
FARTSPQQKLIIVEGCQRQGAIVAVT
GDGVNDSPALKKADIGIAMGISGSD
VSKQAADMILLDDNFASIVTGVEEG
RLIFDNLKKSIAYTLTSNIPEITPFLLF
[TANIPLPLGTVTILCIDLGTDMVPAIS
LAYEAAESDIMKRQPRNSQTDKLVN
ERLISMAYGQIGMIQALGGFFTYFVI
LAENGFLPSRLLGIRLDWDDRTTND
LEDSYGQEWTYEQRKVVEFTCHTAF
FASIVVVQWADLIICKTRRNSVFQQG
MKNKILIFGLLEETALAAFLSYCPGM
GVALRMYPLKVTWWEFCAFPYSLLIFI

YDEVRKLILRRYPGGWVEKETYY




