UniprotkB Entry name organism full oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol [nucleus mitochndrion enqoplasmlc golgi ¥ extl:acellular

ID name sites sites reticulum apparatus membrane region

IA2AQPO MYH7B_MOUSE [Mus Myosin-|24.036206 T1244 [NaN 37507081;34418053  MMDMSELGESACYLRQGYQEMMK |False False 3.264 [2.694 [2.069 1.192 0.597 1.248 1.205
musculus |7B VHTVPWDGKKRVWVPDEQDAYVEA

EVKTEATGGKVTVETKDQKVLTVRE
TEMQPMNPPRFDLLEDMAMMTHL
NEAAVLHNLRQRYARWMIYTYSGLF
CVTINPYKWLPVYTAAVVAAYKGKRR
SEAPPHIYAVADNAYNDMLRNREN
QSMLITGESGAGKTVNTKRVIQYFAI
'VAALGDGPGKKAQFLATKTGGTLED
QIIEANPAMEAFGNAKTLRNDNSSR
FGKFIRIHFGPTGKLASADIDSYLLEK
SRVIFQLPGERGYHVYYQILSGKKPE
LQDMLLLSMNPYDYHFCSQGVTTV
DNMDDGEELIATDHAMDILGFSVDE
KCACYKIVGALLHFGNMKFKQKQRE
EQAEADGTESADKAAYLMGVSSGDL
LKGLLHPRVRVGNEYVTKGQSVEQV
IVFAVGALAKATYDRLFRWLVSRINQ
TLDTKLPRQFFIGVLDIAGFEIFEFNS
FEQLCINFTNEKLQQFFNQHMFVLE
QEEYKREGIDWVFIDFGLDLQPCIDL
IEKPLGILSILEEECMFPKASDASFRA
KLYDNHSGKSPNFQQPRPDKKRKY
QAHFEVVHYAGVVPYSIVGWLEKNK
DPLNETVVPIFQKSQNRLLATLYENY
AGSCSTEPPKSGVKEKRKKAASFQT
VSQLHKENLNKLMTNLRATQPHFV
RCIVPNENKTPGVMDSFLVLHQLRC
NGVLEGIRICRQGFPNRLLYADFRQ
RYRILNPSAIPDDTFVDSRKATEKLL
GSLDIDHTQYQFGHTKVFFKAGLLGI
LEELRDQRLAKVLTLLQARSRGRLM
RLEYQRMLGGRDALFTIQWNIRAFN
AVKNWSWMKLFFKMKPLLRSAQAE
EELAALRAELRGLRGALATAEAKRQ
ELEETQVSVTQEKNDLALQLQAEQD
NLADAEERCHLLIKSKVQLEAKVKE
LSERLEDEEEVNADLAARRRKLEDE
CTELKKDIDDLELTLAKAEKEKQATE
NKVKNLTEEMAALDEAVVRLTKEKK
ALQEAHQQALGDLQAEEDRVSALAK
AKIRLEQQVEDLECSLEQEKKLRMD
TERAKRKLEGDLKLTQETVTDTTQD
KQQLEEKLKKKDSELSQLNLRVEDE
QLVGVQLQKKIKELQARAEELEEEL
EAERAARARVEKQRAEAARELEELS
ERLEEAGGASAGQREGCRKREAELG
RLRRELEEAVLRHEATVAALRRKQA
DSAAELSEQVDSLQRIRQKLEKEKSE
LRMEVDDLGASVETLARGKASAEKL
CRTYEDQLSEAKIKVEELQRQLADAS
TQRGRLQTENGELGRLLEEKESMIS
QLSRGKTSAAQSLEELRRQLEEESK
AKGALAHAVQALRHDCDLLREQHE
EESEAQAELQRLLSKANAEVAQWRS
KYEADAIQRTEELEEAKKKLALRLQE
AEEGVEAANAKCSSLEKAKLRLQTE
SEDVTLELERATSAAAALDKKQRHL
ERALEERRRQEEEMQRELEAAQRE
ARGLGTELFRLRHSHEEALEALETL
KRENKNLQEEISDLTDQVSLSGKSIQ
ELEKAKKALEGEKSELQAALEEAEG
ALELEETKTLRIQLELSQVKAEVDRK
LAEKDEECTNLRRNHQRAVESLQAS
LDAETRARNEALRLKKKMEGDLND
LELQLGHATRQAMEAQAATRLLQAQ
LKEEQAGRDEEQRLAAELREQGQAL
ERRAALLAAELEELRAALEQGERSR
RLAEQELLEATERLNLLHSQNTGLL
NQKKKLEVDLAQLSGEVEEAAQERR
EAEEKAKKAITDAAMMAEELKKEQD
TSAHLERMKKTLEQTVRELQARLEE
AEQAALRGGKKQVQKLEAKVRELEA
ELDAEQKKHAEALKGVRKHERRVKE
LVYQTEEDRKNLARMQDLVDKLQS
KVKSYKRQFEEAEQQASTNLAKYRK
AQHELDDAEERADMAETQANKLRA
RSRDALGPKHKE







