UniprotKB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi [plasma extn:acellul

ID name sites sites reticulum |apparatus| membrane [region

P56695 WFS1_MOUSE [Mus Wolframin |38.455009 NaN T30;S32;S158 33300544;36288343;40885482 MNSGTPPPSPSGPPPPPAPQPQARA |[False True 1.827 [1.959 [2.108 4.515 1.535 2.8 1.487
musculus RLNATASLEQDKIEPPRAPRPQADPS

IAGRSAGEAAAPEPRAPQTGSREETD
RAGPMKADVEIPFEEVLEKAKAGDP
KAQTEVGKHYLRLANDADEELNSCS
IAVAWLILAAKQGRREAVKLLRRCLA
DRKGITSENEAEVKQLSSETDLERAV
RKAALVMYWKLNPKKKKQVAVSELL
ENVGQVNEQDGGAQPGPVPKSLQK
QRRMLERLVSSESKNYIALDDFVEL
TKKYAKGIIPTNLFLQDEDEDEDELA
GKSPEDLPLRQKVVKYPLHAIMEIKE
YLIDVASKAGMHWLSTIVPTHHINAL
IFFFIISNLTIDFFAFFIPLVVFYLSFV
SMVICTLKVFQDSKAWENFRTLTDL
LLRFEPNLDVEQAEVNFGWNHLEP
YIHFLLSVVFVIFSFPLASKDCIPCSE
LAVISTFFTVTSYMSLSSSAEPYTRRA
LVTEVAAGLLSLLPTVPVDWRFLKVL
GQTFFTVPVGHFIILNVSLPCLLYVYL
FYLFFRMAQLRNFKGTYCYLVPYLV
CFMWCELSVVILLQSTGLGLVRASIG
YFLFLFALPILVAGLALMGTVQFARW
FLSLDLTKIMVTTVICGVPLLFRWWT
KANFSVMGMVKSLTKSSMVKLILV
WLTAILLFCWFYVYRSEGMKVYNST
LTWQQYGFLCGPRAWKETNMARTQ
ILCSHLEGHRVTWTGRFKYVRVTEID
NSAESAINMLPFFLGDWMRCLYGE
IAYPSCSSGNTSTAEEELCRLKQLAK
HPCHIKKFDRYKFEITVGMPFGTNG
NRGHEEDDITKDIVLRASSEFKDVLL
NLRQGSLIEFSTILEGRLGSKWPVFE
LKAISCLNCMTQLSPARRHVKIEQD
WRSTVHGALKFAFDFFFFPFLSAA




