UniprotKB Entry name |organism full oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion em}oplasmlc golgi plasma extt:acel

ID name sites sites reticulum |apparatus membrane region

043681 GET3_HUMAN Homo ATPase [25.365445 NaN NaN 40914422;34725712;34019948;332 [MAAGVAGWGVEAEEFEDAPDVEPL (True True 3.532 |4.654 [1.817 5.0 1.571 1.466 4.187
sapiens GET3 14551 EPTLSNIIEQRSLKWIFVGGKGGVGK

TTCSCSLAVQLSKGRESVLIISTDPA
HNISDAFDQKFSKVPTKVKGYDNLF
IAMEIDPSLGVAELPDEFFEEDNMLS
MGKKMMQEAMSAFPGIDEAMSYAE
IVMRLVKGMNFSVVVFDTAPTGHTL
RLLNFPTIVERGLGRLMQIKNQISPF
ISQMCNMLGLGDMNADQLASKLEE
TLPVIRSVSEQFKDPEQTTFICVCIAE
FLSLYETERLIQELAKCKIDTHNIIVN
QLVFPDPEKPCKMCEARHKIQAKYL
DQMEDLYEDFHIVKLPLLPHEVRGA
DKVNTFSALLLEPYKPPSAQ




