UniprotKB Entry name |organism full oglcnacscore o-glcnac iphosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi pl
ID name sites reticulum |apparatus m
Q8VDD5  [MYH9 MOUSE Mus Myosin- 46.353237 NaN T11;S628;T754;S1114;S1714;T1939 |37507081;37453647;29187734;348 MAQQAADKYLYVDKNFINNPLAQAD True True 4.535 [4.309 |False False 5.0

musculus (9 ;51943 87587;36064721;24788674;215403 [(WAAKKLVWVPSSKNGFEPASLKEEV

32;36288343;39627609;39927985;2
2645316

GEEAIVELVENGKKVKVNKDDIQKM
NPPKFSKVEDMAELTCLNEASVLHN
LKERYYSGLIYTYSGLFCVVINPYKNL
PIYSEEIVEMYKGKKRHEMPPHIYAI
TDTAYRSMMQDREDQSILCTGESGA
GKTENTKKVIQYLAHVASSHKSKKD
QGELERQLLQANPILEAFGNAKTVK
NDNSSRFGKFIRINFDVNGYIVGANI
ETYLLEKSRATRQAKEERTFHIFYYLL
SGAGEHLKTDLLLEPYNKYRFLSNG
HVTIPGQQDKDMFQETMEAMRIMG
[PEDEQMGLLRVISGVLQLGNIAFKK
ERNTDQASMPDNTAAQKVSHLLGI
NVTDFTRGILTPRIKVGRDYVQKAQT
KEQADFAIEALAKATYERMFRWLVL
RINKALDKTKRQGASFIGILDIAGFEI
FDLNSFEQLCINYTNEKLQQLENHT
MFILEQEEYQREGIEWNFIDFGLDL
QPCIDLIEKPAGPPGILALLDEECWF
PKATDKSFVEKVVQEQGTHPKFQKP
KQLKDKADFCITHYAGKVDYKADEW
LMKNMDPLNDNIATLLHQSSDKFV
SELWKDVDRIIGLDQVAGMSETALP
GAFKTRKGMFRTVGQLYKEQLAKL
MATLRNTNPNFVRCIIPNHEKKAGK
LDPHLVLDQLRCNGVLEGIRICRQG
FPNRVVFQEFRQRYEILTPNSIPKGF
MDGKQACVLMIKALELDSNLYRIGQ
SKVFFRAGVLAHLEEERDLKITDVII
GFQACCRGYLARKAFAKRQQQLTA
MKVLQRNCAAYLRLRNWQWWRLF
TKVKPLLNSIRHEDELLAKEAELTKV
REKHLAAENRLTEMETMQSQLMAE
KLQLQEQLQAETELCAEAEELRARL
TAKKQELEEICHDLEARVEEEEERC
QYLQAEKKKMQQNIQELEEQLEEEE
SARQKLQLEKVTTEAKLKKLEEDQII
MEDQNCKLAKEKKLLEDRVAEFTT
NLMEEEEKSKSLAKLKNKHEAMITD
LEERLRREEKQRQELEKTRRKLEGD
STDLSDQIAELQAQIAELKMQLAKKE
EELQAALARVEEEAAQKNMALKKIR
ELETQISELQEDLESERASRNKAEK
QKRDLGEELEALKTELEDTLDSTAA
QQELRSKREQEVSILKKTLEDEAKT
HEAQIQEMRQKHSQAVEELADQLE
QTKRVKATLEKAKQTLENERGELAN
EVKALLQGKGDSEHKRKKVEAQLQE
LQVKFSEGERVRTELADKVTKLQVE
LDSVTGLLSQSDSKSSKLTKDFSALE
SQLQDTQELLQEENRQKLSLSTKLK
QMEDEKNSFREQLEEEEEAKRNLE
KQIATLHAQVTDMKKKMEDGVGCL
ETAEEAKRRLQKDLEGLSQRLEEKV
IAAYDKLEKTKTRLQQELDDLLVDLD
HQRQSVSNLEKKQKKFDQLLAEEKT
ISAKYAEERDRAEAEAREKETKALSL
IARALEEAMEQKAELERLNKQFRTE
MEDLMSSKDDVGKSVHELEKSKRA
LEQQVEEMKTQLEELEDELQATEDA
KLRLEVNLQAMKAQFERDLQGRDE
QSEEKKKQLVRQVREMEAELEDER
KQRSMAMAARKKLEMDLKDLEAHI
DTANKNREEAIKQLRKLQAQMKDC
MRELDDTRASREEILAQAKENEKKL
KSMEAEMIQLQEELAAAERAKRQAQ
QERDELADEIANSSGKGALALEEKR
RLEARIAQLEEELEEEQGNTELINDR
LKKANLQIDQINTDLNLERSHAQKN
ENARQQLERQNKELKAKLQEMESA
VKSKYKASIAALEAKIAQLEEQLDNE
TKERQAASKQVRRTEKKLKDVLLQV
EDERRNAEQFKDQADKASTRLKQLK
RQLEEAEEEAQRANASRRKLQRELE
DATETADAMNREVSSLKNKLRRGD
LPFVVTRRIVRKGTGDCSDEEVDGK
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