UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular |extracellular cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl"acellular
1D name sites reticulum apparatus membrane [region
G3UW82 |MYH2 MOUSE Mus Myosin-(29.125745 NaN T64;T69;T389;T419;S625;S1095;S1 39927985 MSSDAEMAVFGEAAPYLRKSEKERI |False False 2.737 |1.312  |False False 4.0 False False

musculus

2

099;S1165;S1240;T1244;51246;T12
58;51264;T1289;S1291;51295;5130

S1498;T1504;S1517;T1520;S1557;S
1577;51603;5S1606;S1717;S1729;T1
733;T1739;S1742

6;S1309;T1467;T1470;S1477;T1495;

EAQNRPFDAKTSVFVAEPKESFVKG
TIQSKDAGKVTVKTEAGATLTVKEDQ
IFPMNPPKYDKIEDMAMMTHLHEP
AVLYNLKERYAAWMIYTYSGLFCVT
'VNPYKWLPVYNPEVVAAYRGKKRQE
APPHIFSISDNAYQFMLTDRENQSIL
ITGESGAGKTVNTKRVIQYFATIAVT
GDKKKEEATSGKMQGTLEDQIISAN
PLLEAFGNAKTVRNDNSSRFGKFIRI
HFGTTGKLASADIETYLLEKSRVTFQ
LKAERSYHIFYQITSNKKPELIEMLLI
TTNPYDYPFVSQGEISVASIDDQEEL
MATDSAIDILGFTNDEKVSIYKLTGA
'VMHYGNMKFKQKQREEQAEPDGTE
'VADKAAYLQGLNSADLLKALCYPRV
KVGNEYVTKGQTVEQVTNAVGALAK
AMYEKMFLWMVTRINQQLDTKQPR
QYFIGVLDIAGFEIFDFNSLEQLCINF
TNEKLQQFFNHHMFVLEQEEYKKE
GIEWTFIDFGMDLAACIELIEKPMGI
FSILEEECMFPKATDTSFKNKLYEQ
HLGKSANFQKPKVVKGKAEAHFSLI
HYAGTVDYNITGWLDKNKDPLNETV
VGLYQKSSVKTLAYLFSGAQTAEAEA
SSGGAAKKGAKKKGSSFQTVSALFR
ENLNKLMTNLRSTHPHFVRCIIPNE
TKTPGAMEHELVLHQLRCNGVLEGI
RICRKGFPSRILYADFKQRYKVLNAS
ATPEGQYIDSKKASEKLLGSIDIDHTQ
'YKFGHTKVFFKAGLLGLLEEMRDDK
LAQLITRTQAMCRGFLARVEYQKMV
ERRESIFCIQYNIRAFMNVKHWPW
MKLFFKIKPLLKSAETEKEMATMKE
EFQKTKDDLAKSEAKRKELEEKMVS
LLKEKNDLQLQVQAEAEGLADAEER
CDQLIKTKIQLEAKIKEVTERAEDEE
EINAELTAKKRKLEDECSELKKDIDD
LELTLAKVEKEKHATENKVKNLTEE
MAGLDETIAKLTKEKKALQEAHQQT
LDDLQAEEDKVNTLTKAKIKLEQQV
DDLEGSLEQEKKLRMDLERAKRKLE
GDLKLAQESIMDIENEKQQLDERLK
KKEFEMSNLQSKIEDEQAIGIQLQKK
IKELQARIEELEEEIEAERASRAKAEK
QRSDLSRELEEISERLEEAGGATSAQ
IEMNKKREAEFQKMRRDLEEATLQ
HEATAATLRKKHADSVAELGEQIDN
LQRVKQKLEKEKSEMKMEIDDLAS
NVETVSKAKGNLEKMCRTLEDQVS
ELKSKEEEQQRLINDLTTQRGRLQT
ESGEFSRQLDEKEALVSQLSRGKQA
FTQQIEELKRQLEEEVKAKNALAHA
LQSSRHDCDLLREQYEEEQESKAEL
QRALSKANSEVAQWRTKYETDAIQR
TEELEEAKKKLAQRLQAAEEHVEAV
NAKCASLEKTKQRLQNEVEDLMLD
VERTNAACAALDKKQRNFDKILAEW
KQKYEETHAELEASQKEARSLGTEL
FKMKNAYEESLDQLETLKRENKNL
QQEISDLTEQIAEGGKRIHELEKIKK
QVEQEKCELQAALEEAEASLEHEEG
KILRIQLELNQVKSEIDRKIAEKDEEI
DQLKRNHIRVVESMQSTLDAEIRSR
NDATRIKKKMEGDLNEMEIQLNHSN
RMAAEALRNYRNTQGILKDTQLHLD
DALRGQEDLKEQLAMVERRANLLQ
AEIEELRATLEQTERSRKIAEQELLD
ASERVQLLHTQNTSLINTKKKLETDI
SQIQGEMEDIVQEARNAEEKAKKAIT
DAAMMAEELKKEQDTSAHLERMKK
NMEQTVKDLQLRLDEAEQLALKGG
KKQIQKLEARVRELEGEVESEQKRN
AEAVKGLRKHERRVKELTYQTEEDR
KNILRLQDLVDKLQAKVKSYKRQAE
EAEEQSNTNLSKFRKIQHELEEAEE
RADIAESQVNKLRVKSREVHTKIISE
E




