UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol \nucleus jmitochndrion em?oplasmlc golgi plasma extl:acellular
1D mame sites reticulum apparatus membrane [region
P13533 MYH6_HUMAN |Homo Myosin-(19.129548 NaN T379;S417;S1139;T1261;S1271;T12 34019948 MTDAQMADFGAAAQYLRKSEKERL (True False 4.831 [3.995 [3.119 2.588 1.807 2.58 2.36

sapiens |6 77;T1284;S1309;T1310;T1311;S151 EAQTRPFDIRTECFVPDDKEEFVKAK

2;T1515

ILSREGGKVIAETENGKTVTVKEDQV
LQQNPPKFDKIEDMAMLTFLHEPAV
LFNLKERYAAWMIYTYSGLFCVTVN
PYKWLPVYNAEVVAAYRGKKRSEAP
PHIFSISDNAYQYMLTDRENQSILIT
GESGAGKTVNTKRVIQYFASIAAIGD
RGKKDNANANKGTLEDQIIQANPAL
EAFGNAKTVRNDNSSRFGKFIRIHF
GATGKLASADIETYLLEKSRVIFQLK
IAERNYHIFYQILSNKKPELLDMLLVT
NNPYDYAFVSQGEVSVASIDDSEEL
MATDSAFDVLGFTSEEKAGVYKLTG
IAIMHYGNMKFKQKQREEQAEPDGT
EDADKSAYLMGLNSADLLKGLCHPR
VKVGNEYVTKGQSVQQVYYSIGALA
KAVYEKMFNWMVTRINATLETKQP
RQYFIGVLDIAGFEIFDFNSFEQLCIN
FTNEKLQQFFNHHMFVLEQEEYKK
EGIEWTFIDFGMDLQACIDLIEKPMG
IMSILEEECMFPKATDMTFKAKLYD
NHLGKSNNFQKPRNIKGKQEAHFS
LIHYAGTVDYNILGWLEKNKDPLNE
TVVALYQKSSLKLMATLFSSYATADT
GDSGKSKGGKKKGSSFQTVSALHRE
NLNKLMTNLRTTHPHFVRCIIPNER
KAPGVMDNPLVMHQLRCNGVLEGI
RICRKGFPNRILYGDFRQRYRILNPV
ATPEGQFIDSRKGTEKLLSSLDIDHN
QYKFGHTKVFFKAGLLGLLEEMRDE
RLSRIITRMQAQARGQLMRIEFKKIV
ERRDALLVIQWNIRAFMGVKNWPW
MKLYFKIKPLLKSAETEKEMATMKE
EFGRIKETLEKSEARRKELEEKMVSL
LQEKNDLQLQVQAEQDNLNDAEER
CDQLIKNKIQLEAKVKEMNERLEDE
EEMNAELTAKKRKLEDECSELKKDI
DDLELTLAKVEKEKHATENKVKNLT
EEMAGLDEIIAKLTKEKKALQEAHQ
QALDDLQVEEDKVNSLSKSKVKLEQ
QVDDLEGSLEQEKKVRMDLERAKR
KLEGDLKLTQESIMDLENDKLQLEE
KLKKKEFDINQQNSKIEDEQVLALQ
LQKKLKENQARIEELEEELEAERTAR
IAKVEKLRSDLSRELEEISERLEEAGG
IATSVQIEMNKKREAEFQKMRRDLE
EATLQHEATAAALRKKHADSVAELG
EQIDNLQRVKQKLEKEKSEFKLELD
DVTSNMEQIIKAKANLEKVSRTLED
QANEYRVKLEEAQRSLNDFTTQRAK
LQTENGELARQLEEKEALISQLTRG
KLSYTQQMEDLKRQLEEEGKAKNAL
IAHALQSARHDCDLLREQYEEETEAK
AELQRVLSKANSEVAQWRTKYETDA
IQRTEELEEAKKKLAQRLQDAEEAV
EAVNAKCSSLEKTKHRLQNEIEDLM
IVDVERSNAAAAALDKKQRNFDKILA
EWKQKYEESQSELESSQKEARSLST
ELFKLKNAYEESLEHLETFKRENKN
LQEEISDLTEQLGEGGKNVHELEKV
RKQLEVEKLELQSALEEAEASLEHE
EGKILRAQLEFNQIKAEIERKLAEKD
EEMEQAKRNHQRVVDSLQTSLDAE
TRSRNEVLRVKKKMEGDLNEMEIQ
LSHANRMAAEAQKQVKSLQSLLKDT
QIQLDDAVRANDDLKENIAIVERRN
NLLQAELEELRAVVEQTERSRKLAE
QELIETSERVQLLHSQNTSLINQKKK
MESDLTQLQSEVEEAVQECRNAEE
KAKKAITDAAMMAEELKKEQDTSAH
LERMKKNMEQTIKDLQHRLDEAEQI
IALKGGKKQLQKLEARVRELEGELEA
EQKRNAESVKGMRKSERRIKELTYQ
TEEDKKNLLRLQDLVDKLQLKVKAY
KRQAEEAEEQANTNLSKFRKVQHEL
DEAEERADIAESQVNKLRAKSRDIGA
KQKMHDEE




