
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

0

Q91Z83 MYH7_MOUSE Mus
musculus

Myosin-
7

29.151474 NaN T378;S1137;S1269;T1282;T1308;T1
309;S1510;T1513

36288343;39927985;37507081 MADAEMAAFGAAAPFLRKSEKERLE
AQTRPFDLKKDVFVPDDKEEFVKAKI
VSREGGKVTAETENGKTVTVKEDQV
MQQNPPKFDKIEDMAMLTFLHEPA
VLYNLKERYASWMIYTYSGLFCVTV
NPYKWLPVYNAEVVAAYRGKKRSEA
PPHIFSISDNAYQYMLTDRENQSILIT
GESGAGKTVNTKRVIQYFAVIAAIGD
RSKKDQTPGKGTLEDQIIQANPALEA
FGNAKTVRNDNSSRFGKFIRIHFGA
TGKLASADIETYLLEKSRVIFQLKAER
DYHIFYQILSNKKPELLDMLLITNNP
YDYAFISQGETTVASIDDSEELMATD
SAFDVLGFTPEEKNSIYKLTGAIMHF
GNMKFKQKQREEQAEPDGTEEADK
SAYLMGLNSADLLKGLCHPRVKVG
NEYVTKGQNVQQVSYAIGALAKSVY
EKMFNWMVTRINATLETKQPRQYFI
GVLDIAGFEIFDFNSFEQLCINFTNE
KLQQFFNHHMFVLEQEEYKKEGIE
WTFIDFGMDLQACIDLIEKPMGIMSI
LEEECMFPKATDMTFKAKLYDNHL
GKSNNFQKPRNVKGKQEAHFSLVH
YAGTVDYNILGWLQKNKDPLNETVV
GLYQKSSLKLLSNLFANYAGADAPA
DKGKGKAKKGSSFQTVSALHRENL
NKLMTNLRSTHPHFVRCIIPNETKS
PGVMDNPLVMHQLRCNGVLEGIRIC
RKGFPNRILYGDFRQRYRILNPAAIP
EGQFIDSRKGAEKLLGSLDIDHNQY
KFGHTKVFFKAGLLGLLEEMRDERL
SRIITRIQAQSRGVLSRMEFKKLLER
RDSLLIIQWNIRAFMGVKNWPWMK
LYFKIKPLLKSAETEKEMATMKEEF
GRVKDALEKSEARRKELEEKMVSLL
QEKNDLQLQVQAEQDNLADAEERC
DQLIKNKIQLEAKVKEMTERLEDEE
EMNAELTAKKRKLEDECSELKRDID
DLELTLAKVEKEKHATENKVKNLTE
EMAGLDEIIVKLTKEKKALQEAHQQ
ALDDLQAEEDKVNTLTKAKVKLEQQ
VDDLEGSLEQEKKVRMDLERAKRKL
EGDLKLTQESIMDLENDKQQLDERL
KKKDFELNALNARIEDEQALGSQLQ
KKLKELQARIEELEEELEAERTARAK
VEKLRSDLSRELEEISERLEEAGGAT
SVQIEMNKKREAEFQKMRRDLEEA
TLQHEATAAALRKKHADSVAELGEQ
IDNLQRVKQKLEKEKSEFKLELDDV
TSNMEQIIKAKANLEKMCRTLEDQ
MNEHRSKAEETQRSVNDLTSQRAK
LQTENGELSRQLDEKEALISQLTRG
KLTYTQQLEDLKRQLEEEVKAKNAL
AHALQSARHDCDLLREQYEEETEAK
AELQRVLSKANSEVAQWRTKYETDA
IQRTEELEEAKKKLAQRLQDAEEAV
EAVNAKCSSLEKTKHRLQNEIEDLM
VDVERSNAAAAALDKKQRNFDKILA
EWKQKYEESQSELESSQKEARSLST
ELFKLKNAYEESLEHLETFKRENKN
LQEEISDLTEQLGSTGKSIHELEKIR
KQLEAEKLELQSALEEAEASLEHEE
GKILRAQLEFNQIKAEIERKLAEKDE
EMEQAKRNHLRMVDSLQTSLDAET
RSRNEALRVKKKMEGDLNEMEIQL
SHANRMAAEAQKQVKSLQSLLKDT
QIQLDDAVRANDDLKENIAIVERRN
NLLQAELEELRAVVEQTERSRKLAE
QELIETSERVQLLHSQNTSLINQKKK
MDADLSQLQTEVEEAVQECRNAEE
KAKKAITDAAMMAEELKKEQDTSAH
LERMKKNMEQTIKDLQHRLDEAEQI
ALKGGKKQLQKLEARVRELENELEA
EQKRNAESVKGMRKSERRIKELTYQ
TEEDRKNLLRLQDLVDKLQLKVKAY
KRQAEEAEEQANTNLSKFRKVQHEL
DEAEERADIAESQVNKLRAKSRDIGA
KGLNEE

False False 2.71 1.219 0.281 False False False


