
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

P35579 MYH9_HUMAN Homo
sapiens

Myosin-
9

24.491112 S36;T90;S96;S197;S282;S628;T630;
S759;T1146;T1208

T11;S628;T754;S1114;S1714;S1943 34229054;23301498;26853435;347
25712;40914422;35138101;303971
20;37217939;16408927;40596516;3
8665916;34019948;29351928;3287
0666;35083852;20305658;3321455
1;41018975;32119511;35008409;33
465208

MAQQAADKYLYVDKNFINNPLAQAD
WAAKKLVWVPSDKSGFEPASLKEEV
GEEAIVELVENGKKVKVNKDDIQKM
NPPKFSKVEDMAELTCLNEASVLHN
LKERYYSGLIYTYSGLFCVVINPYKNL
PIYSEEIVEMYKGKKRHEMPPHIYAI
TDTAYRSMMQDREDQSILCTGESGA
GKTENTKKVIQYLAYVASSHKSKKD
QGELERQLLQANPILEAFGNAKTVK
NDNSSRFGKFIRINFDVNGYIVGANI
ETYLLEKSRAIRQAKEERTFHIFYYLL
SGAGEHLKTDLLLEPYNKYRFLSNG
HVTIPGQQDKDMFQETMEAMRIMG
IPEEEQMGLLRVISGVLQLGNIVFKK
ERNTDQASMPDNTAAQKVSHLLGI
NVTDFTRGILTPRIKVGRDYVQKAQT
KEQADFAIEALAKATYERMFRWLVL
RINKALDKTKRQGASFIGILDIAGFEI
FDLNSFEQLCINYTNEKLQQLFNHT
MFILEQEEYQREGIEWNFIDFGLDL
QPCIDLIEKPAGPPGILALLDEECWF
PKATDKSFVEKVMQEQGTHPKFQKP
KQLKDKADFCIIHYAGKVDYKADEW
LMKNMDPLNDNIATLLHQSSDKFV
SELWKDVDRIIGLDQVAGMSETALP
GAFKTRKGMFRTVGQLYKEQLAKL
MATLRNTNPNFVRCIIPNHEKKAGK
LDPHLVLDQLRCNGVLEGIRICRQG
FPNRVVFQEFRQRYEILTPNSIPKGF
MDGKQACVLMIKALELDSNLYRIGQ
SKVFFRAGVLAHLEEERDLKITDVII
GFQACCRGYLARKAFAKRQQQLTA
MKVLQRNCAAYLKLRNWQWWRLF
TKVKPLLQVSRQEEEMMAKEEELVK
VREKQLAAENRLTEMETLQSQLMA
EKLQLQEQLQAETELCAEAEELRAR
LTAKKQELEEICHDLEARVEEEEER
CQHLQAEKKKMQQNIQELEEQLEE
EESARQKLQLEKVTTEAKLKKLEEE
QIILEDQNCKLAKEKKLLEDRIAEFT
TNLTEEEEKSKSLAKLKNKHEAMIT
DLEERLRREEKQRQELEKTRRKLEG
DSTDLSDQIAELQAQIAELKMQLAK
KEEELQAALARVEEEAAQKNMALKK
IRELESQISELQEDLESERASRNKAE
KQKRDLGEELEALKTELEDTLDSTA
AQQELRSKREQEVNILKKTLEEEAK
THEAQIQEMRQKHSQAVEELAEQLE
QTKRVKANLEKAKQTLENERGELAN
EVKVLLQGKGDSEHKRKKVEAQLQE
LQVKFNEGERVRTELADKVTKLQVE
LDNVTGLLSQSDSKSSKLTKDFSAL
ESQLQDTQELLQEENRQKLSLSTKL
KQVEDEKNSFREQLEEEEEAKHNL
EKQIATLHAQVADMKKKMEDSVGC
LETAEEVKRKLQKDLEGLSQRHEEK
VAAYDKLEKTKTRLQQELDDLLVDL
DHQRQSACNLEKKQKKFDQLLAEE
KTISAKYAEERDRAEAEAREKETKAL
SLARALEEAMEQKAELERLNKQFRT
EMEDLMSSKDDVGKSVHELEKSKR
ALEQQVEEMKTQLEELEDELQATED
AKLRLEVNLQAMKAQFERDLQGRD
EQSEEKKKQLVRQVREMEAELEDE
RKQRSMAVAARKKLEMDLKDLEAHI
DSANKNRDEAIKQLRKLQAQMKDC
MRELDDTRASREEILAQAKENEKKL
KSMEAEMIQLQEELAAAERAKRQAQ
QERDELADEIANSSGKGALALEEKR
RLEARIAQLEEELEEEQGNTELINDR
LKKANLQIDQINTDLNLERSHAQKN
ENARQQLERQNKELKVKLQEMEGT
VKSKYKASITALEAKIAQLEEQLDNE
TKERQAACKQVRRTEKKLKDVLLQV
DDERRNAEQYKDQADKASTRLKQL
KRQLEEAEEEAQRANASRRKLQREL
EDATETADAMNREVSSLKNKLRRG
DLPFVVPRRMARKGAGDGSDEEVD
GKADGAEAKPAE

True True 4.834 5.0 2.011 1.882


