
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

extracellular
region

0

Q9Y623 MYH4_HUMAN Homo
sapiens

Myosin-
4

19.994096 NaN T64;T69;S79;T389;T391;S392;T419;
T424;S625;T776;S1092;S1162;S123
7;T1241;S1243;T1255;S1261;T1265;
S1278;T1286;S1288;S1292;S1303;S
1306;S1413;T1464;T1467;S1474;T1
492;S1495;T1501;S1514;T1517;S15
42;S1547;S1554;S1574;S1600;S160
3;S1714;S1726;T1730;T1736;S1739

37217939 MSSDSEMAIFGEAAPFLRKSEKERIE
AQNKPFDAKTSVFVVDPKESYVKAIV
QSREGGKVTAKTEAGATVTVKEDQV
FSMNPPKYDKIEDMAMMTHLHEPA
VLYNLKERYAAWMIYTYSGLFCVTV
NPYKWLPVYNPEVVTAYRGKKRQEA
PPHIFSISDNAYQFMLTDRENQSILI
TGESGAGKTVNTKRVIQYFATIAVTG
EKKKEEPASGKMQGTLEDQIISANP
LLEAFGNAKTVRNDNSSRFGKFIRI
HFGATGKLASADIETYLLEKSRVTFQ
LKAERSYHIFYQILSNKKPELIEMLLI
TTNPYDFAFVSQGEITVPSIDDQEEL
MATDSAVDILGFTADEKVAIYKLTGA
VMHYGNMKFKQKQREEQAEPDGTE
VADKAAYLTSLNSADLLKSLCYPRVK
VGNEFVTKGQTVQQVYNAVGALAKA
IYEKMFLWMVTRINQQLDTKQPRQY
FIGVLDIAGFEIFDFNSLEQLCINFTN
EKLQQFFNHHMFVLEQEEYKKEGIE
WEFIDFGMDLAACIELIEKPMGIFSI
LEEECMFPKATDTSFKNKLYEQHLG
KSNNFQKPKPAKGKPEAHFSLVHYA
GTVDYNIAGWLDKNKDPLNETVVGL
YQKSAMKTLAFLFSGAQTAEAEGGG
GKKGGKKKGSSFQTVSALFRENLNK
LMTNLRSTHPHFVRCIIPNETKTPGA
MEHELVLHQLRCNGVLEGIRICRKG
FPSRILYADFKQRYKVLNASAIPEGQ
FIDSKKASEKLLGSIEIDHTQYKFGH
TKVFFKAGLLGTLEEMRDEKLAQLIT
RTQAICRGFLMRVEFRKMMERRESI
FCIQYNIRAFMNVKHWPWMKLYFKI
KPLLKSAETEKEMANMKEEFEKTKE
ELAKTEAKRKELEEKMVTLMQEKN
DLQLQVQAEADALADAEERCDQLIK
TKIQLEAKIKEVTERAEDEEEINAELT
AKKRKLEDECSELKKDIDDLELTLAK
VEKEKHATENKVKNLTEEMAGLDE
TIAKLTKEKKALQEAHQQTLDDLQM
EEDKVNTLTKAKTKLEQQVDDLEGS
LEQEKKLCMDLERAKRKLEGDLKLA
QESTMDTENDKQQLNEKLKKKEFE
MSNLQGKIEDEQALAIQLQKKIKELQ
ARIEELEEEIEAERASRAKAEKQRSD
LSRELEEISERLEEAGGATSAQIEMN
KKREAEFQKMRRDLEESTLQHEATA
AALRKKHADSVAELGEQIDSLQRVK
QKLEKEKSELKMEINDLASNMETVS
KAKANFEKMCRTLEDQLSEIKTKEE
EQQRLINELSAQKARLHTESGEFSR
QLDEKDAMVSQLSRGKQAFTQQIEE
LKRQLEEETKAKSTLAHALQSARHD
CDLLREQYEEEQEAKAELQRGMSKA
NSEVAQWRTKYETDAIQRTEELEEA
KKKLAQRLQDAEEHVEAVNSKCASL
EKTKQRLQNEVEDLMIDVERSNAAC
IALDKKQRNFDKVLAEWKQKYEETQ
AELEASQKESRSLSTELFKVKNAYEE
SLDHLETLKRENKNLQQEISDLTEQI
AEGGKHIHELEKVKKQLDHEKSELQ
TSLEEAEASLEHEEGKILRIQLELNQ
VKSEIDRKIAEKDEELDQLKRNHLR
VVESMQSTLDAEIRSRNDALRIKKK
MEGDLNEMEIQLNHANRQAAEALR
NLRNTQGILKDTQLHLDDAIRGQDD
LKEQLAMVERRANLMQAEVEELRA
SLERTERGRKMAEQELLDASERVQL
LHTQNTSLINTKKKLETDISQIQGEM
EDIVQEARNAEEKAKKAITDAAMMA
EELKKEQDTSAHLERMKKNMEQTV
KDLQLRLDEAEQLALKGGKKQIQKL
EARVRELESEVESEQKHNVEAVKGL
RKHERRVKELTYQTEEDRKNILRLQ
DLVDKLQTKVKAYKRQAEEAEEQSN
VNLAKFRKLQHELEEAKERADIAES
QVNKLRVKSREVHTKVISEE

False False 1.557 2.093 2.246 1.648 0.552 1.763 1.518


