UniprotKB Entry name organism full oglcnacscore °g lcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi

ID name sites reticulum |appara

P35580 MYH10_HUMAN [Homo Myosin- (17.942943 S1145;S1750(51145;S1935;S1937;S1938;5S1939;S |34725712;38665916;34019948;332 |MAQRTGLEDPERYLFVDRAVIYNPA [True True 4.672 14.094 |1.505 False False
sapiens |10 1952;5S1956;T1960;S1975;S214;S21 (14551;34229054;23301498;399906 [TQADWTAKKLVWIPSERHGFEAASI

4

58;30620550;20305658;35008409;3
7217939;35138101;26853435;2935
1928;40596516

KEERGDEVMVELAENGKKAMVNKD
DIQKMNPPKFSKVEDMAELTCLNEA
SVLHNLKDRYYSGLIYTYSGLFCVVI
NPYKNLPIYSENIIEMYRGKKRHEM
PPHIYAISESAYRCMLQDREDQSILC
TGESGAGKTENTKKVIQYLAHVASS
HKGRKDHNIPGELERQLLQANPILE
SFGNAKTVKNDNSSRFGKFIRINFD
VTGYIVGANIETYLLEKSRAVRQAKD
ERTFHIFYQLLSGAGEHLKSDLLLEG
FNNYRFLSNGYIPIPGQQDKDNFQE
TMEAMHIMGFSHEEILSMLKVVSSV
LQFGNISFKKERNTDQASMPENTVA
QKLCHLLGMNVMEFTRAILTPRIKV
GRDYVQKAQTKEQADFAVEALAKAT
'YERLFRWLVHRINKALDRTKRQGAS
FIGILDIAGFEIFELNSFEQLCINYTN
EKLQQLFNHTMFILEQEEYQREGIE
WNFIDFGLDLQPCIDLIERPANPPGV
LALLDEECWFPKATDKTFVEKLVQE
QGSHSKFQKPRQLKDKADFCITHYA
GKVDYKADEWLMKNMDPLNDNVA
TLLHQSSDRFVAELWKDVDRIVGLD
QVTGMTETAFGSAYKTKKGMFRTVG
QLYKESLTKLMATLRNTNPNFVRCII
PNHEKRAGKLDPHLVLDQLRCNGV
LEGIRICRQGFPNRIVFQEFRQRYEIL
TPNAIPKGFMDGKQACERMIRALEL
DPNLYRIGQSKIFFRAGVLAHLEEER
DLKITDIIIFFQAVCRGYLARKAFAKK
QQQLSALKVLQRNCAAYLKLRHWQ
WWRVFTKVKPLLQVTRQEEELQAK
DEELLKVKEKQTKVEGELEEMERKH
QQLLEEKNILAEQLQAETELFAEAEE
MRARLAAKKQELEEILHDLESRVEE
EEERNQILQNEKKKMQAHIQDLEE
QLDEEEGARQKLQLEKVTAEAKIKK
MEEEILLLEDQNSKFIKEKKLMEDRI
IAECSSQLAEEEEKAKNLAKIRNKQE
VMISDLEERLKKEEKTRQELEKAKR
KLDGETTDLQDQIAELQAQIDELKLQ
LAKKEEELQGALARGDDETLHKNN
IALKVVRELQAQIAELQEDFESEKASR
NKAEKQKRDLSEELEALKTELEDTL
DTTAAQQELRTKREQEVAELKKALE
EETKNHEAQIQDMRQRHATALEELS
EQLEQAKRFKANLEKNKQGLETDN
KELACEVKVLQQVKAESEHKRKKLD
IAQVQELHAKVSEGDRLRVELAEKAS
KLQNELDNVSTLLEEAEKKGIKFAK
DAASLESQLQDTQELLQEETRQKLN
LSSRIRQLEEEKNSLQEQQEEEEEA
RKNLEKQVLALQSQLADTKKKVDDD
LGTIESLEEAKKKLLKDAEALSQRLE
EKALAYDKLEKTKNRLQQELDDLTV
DLDHQRQVASNLEKKQKKFDQLLA
EEKSISARYAEERDRAEAEAREKETK
IALSLARALEEALEAKEEFERQNKQL
RADMEDLMSSKDDVGKNVHELEKS
KRALEQQVEEMRTQLEELEDELQAT
EDAKLRLEVNMQAMKAQFERDLQT
RDEQNEEKKRLLIKQVRELEAELED
ERKQRALAVASKKKMEIDLKDLEAQ
IEAANKARDEVIKQLRKLQAQMKDY
QRELEEARASRDEIFAQSKESEKKLK
SLEAEILQLQEELASSERARRHAEQE
RDELADEITNSASGKSALLDEKRRLE
IARIAQLEEELEEEQSNMELLNDRFR
KTTLQVDTLNAELAAERSAAQKSDN
IARQQLERQNKELKAKLQELEGAVKS
KFKATISALEAKIGQLEEQLEQEAKE
RAAANKLVRRTEKKLKEIFMQVEDE
RRHADQYKEQMEKANARMKQLKR
QLEEAEEEATRANASRRKLQRELDD
IATEANEGLSREVSTLKNRLRRGGPIS
FSSSRSGRRQLHLEGASLELSDDDT
ESKTSDVNETQPPQSE




