UniprotKB Entry name organism full loglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasmi

ID name sites reticulum apparatus memb:

P12883 MYH7_HUMAN [Homo Myosin- [28.59634 T1282 |T378;S1137;S1269;T1282;T1308;T1 [23271734;30620550;37217939 MGDSEMAVFGAAAPYLRKSEKERLE |False False 3.978 (3.69 2.525 2.286 0.81 2.189
sapiens 7 309;S1510;T1513 AQTRPFDLKKDVFVPDDKQEFVKAK

IVSREGGKVTAETEYGKTVTVKEDQV
MQQNPPKFDKIEDMAMLTFLHEPA
VLYNLKDRYGSWMIYTYSGLFCVTV
NPYKWLPVYTPEVVAAYRGKKRSEA
PPHIFSISDNAYQYMLTDRENQSILIT
GESGAGKTVNTKRVIQYFAVIAAIGD
RSKKDQSPGKGTLEDQIIQANPALEA
FGNAKTVRNDNSSRFGKFIRIHFGA
' TGKLASADIETYLLEKSRVIFQLKAER
DYHIFYQILSNKKPELLDMLLITNNP
'YDYAFISQGETTVASIDDAEELMATD
NAFDVLGFTSEEKNSMYKLTGAIMH
FGNMKFKLKQREEQAEPDGTEEAD
KSAYLMGLNSADLLKGLCHPRVKVG
NEYVTKGQNVQQVIYATGALAKAVY
ERMFNWMVTRINATLETKQPRQYFI
GVLDIAGFEIFDFNSFEQLCINFTNE
KLQQFFNHHMFVLEQEEYKKEGIE
WTFIDFGMDLQACIDLIEKPMGIMSI
LEEECMFPKATDMTFKAKLFDNHL
GKSANFQKPRNIKGKPEAHFSLIHY
AGIVDYNIIGWLQKNKDPLNETVVG
LYQKSSLKLLSTLFANYAGADAPIEK
GKGKAKKGSSFQTVSALHRENLNKL
MTNLRSTHPHFVRCIIPNETKSPGV
MDNPLVMHQLRCNGVLEGIRICRK
GFPNRILYGDFRQRYRILNPAAIPEG
QFIDSRKGAEKLLSSLDIDHNQYKFG
HTKVFFKAGLLGLLEEMRDERLSRII
TRIQAQSRGVLARMEYKKLLERRDS
LLVIQWNIRAFMGVKNWPWMKLYF
KIKPLLKSAEREKEMASMKEEFTRL
KEALEKSEARRKELEEKMVSLLQEK
NDLQLQVQAEQDNLADAEERCDQLI
KNKIQLEAKVKEMNERLEDEEEMN
AELTAKKRKLEDECSELKRDIDDLEL
TLAKVEKEKHATENKVKNLTEEMA
GLDEITAKLTKEKKALQEAHQQALDD
LQAEEDKVNTLTKAKVKLEQQVDDL
EGSLEQEKKVRMDLERAKRKLEGDL
KLTQESIMDLENDKQQLDERLKKKD
FELNALNARIEDEQALGSQLQKKLK
ELQARIEELEEELEAERTARAKVEKL
RSDLSRELEEISERLEEAGGATSVQI
EMNKKREAEFQKMRRDLEEATLQH
EATAAALRKKHADSVAELGEQIDNL
QRVKQKLEKEKSEFKLELDDVTSNM
EQIIKAKANLEKMCRTLEDQMNEH
RSKAEETQRSVNDLTSQRAKLQTEN
GELSRQLDEKEALISQLTRGKLTYTQ
QLEDLKRQLEEEVKAKNALAHALQS
ARHDCDLLREQYEEETEAKAELQRV
LSKANSEVAQWRTKYETDAIQRTEE
LEEAKKKLAQRLQEAEEAVEAVNAK
CSSLEKTKHRLQNEIEDLMVDVERS
NAAAAALDKKQRNFDKILAEWKQKY
EESQSELESSQKEARSLSTELFKLKN
AYEESLEHLETFKRENKNLQEEISD
LTEQLGSSGKTIHELEKVRKQLEAEK
MELQSALEEAEASLEHEEGKILRAQ
LEFNQIKAEIERKLAEKDEEMEQAK
RNHLRVVDSLQTSLDAETRSRNEAL
RVKKKMEGDLNEMEIQLSHANRMA
AEAQKQVKSLQSLLKDTQIQLDDAV
RANDDLKENIAIVERRNNLLQAELE
ELRAVVEQTERSRKLAEQELIETSER
'VQLLHSQNTSLINQKKKMDADLSQL
QTEVEEAVQECRNAEEKAKKAITDA
AMMAEELKKEQDTSAHLERMKKN
MEQTIKDLQHRLDEAEQIALKGGKK
QLQKLEARVRELENELEAEQKRNAE
SVKGMRKSERRIKELTYQTEEDRKN
LLRLQDLVDKLQLKVKAYKRQAEEA
EEQANTNLSKFRKVQHELDEAEERA

DIAESQVNKLRAKSRDIGTKGLNEE




