
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

Q61879 MYH10_MOUSE Mus
musculus

Myosin-
10

30.088909 NaN S1145;S1935;S1937;S1938;S1939;S
1952;S1956;T1960;S1975

39627609;36064721;33300544;348
87587

MAQRTGLEDPERYLFVDRAVIYNPA
TQADWTAKKLVWIPSERHGFEAASI
KEERGDEVMVELAENGKKAMVNKD
DIQKMNPPKFSKVEDMAELTCLNEA
SVLHNLKDRYYSGLIYTYSGLFCVVI
NPYKNLPIYSENIIEMYRGKKRHEM
PPHIYAISESAYRCMLQDREDQSILC
TGESGAGKTENTKKVIQYLAHVASS
HKGRKDHNIPGELERQLLQANPILE
SFGNAKTVKNDNSSRFGKFIRINFD
VTGYIVGANIETYLLEKSRAVRQAKD
ERTFHIFYQLLSGAGEHLKSDLLLEG
FNNYRFLSNGYIPIPGQQDKDNFQE
TMEAMHIMGFSHEEILSMLKVVSSV
LQFGNISFKKERNTDQASMPENTVA
QKLCHLLGMNVMEFTRAILTPRIKV
GRDYVQKAQTKEQADFAVEALAKAT
YERLFRWLVHRINKALDRTKRQGAS
FIGILDIAGFEIFELNSFEQLCINYTN
EKLQQLFNHTMFILEQEEYQREGIE
WNFIDFGLDLQPCIDLIERPANPPGV
LALLDEECWFPKATDKTFVEKLVQE
QGSHSKFQKPRQLKDKADFCIIHYA
GKVDYKADEWLMKNMDPLNDNVA
TLLHQSSDRFVAELWKDVDRIVGLD
QVTGMTETAFGSAYKTKKGMFRTVG
QLYKESLTKLMATLRNTNPNFVRCII
PNHEKRAGKLDPHLVLDQLRCNGV
LEGIRICRQGFPNRIVFQEFRQRYEIL
TPNAIPKGFMDGKQACERMIRALEL
DPNLYRIGQSKIFFRAGVLAHLEEER
DLKITDIIIFFQAVCRGYLARKAFAKK
QQQLSALKVLQRNCAAYLKLRHWQ
WWRVFTKVKPLLQVTRQEEELQAK
DEELLKVKEKQTKVEGELEEMERKH
QQLLEEKNILAEQLQAETELFAEAEE
MRARLAAKKQELEEILHDLESRVEE
EEERNQILQNEKKKMQAHIQDLEE
QLDEEEGARQKLQLEKVTAEAKIKK
MEEEVLLLEDQNSKFIKEKKLMEDR
IAECSSQLAEEEEKAKNLAKIRNKQE
VMISDLEERLKKEEKTRQELEKAKR
KLDGETTDLQDQIAELQAQVDELKV
QLTKKEEELQGALARGDDETLHKN
NALKVARELQAQIAELQEDFESEKA
SRNKAEKQKRDLSEELEALKTELED
TLDTTAAQQELRTKREQEVAELKKA
LEDETKNHEAQIQDMRQRHATALE
ELSEQLEQAKRFKANLEKNKQGLET
DNKELACEVKVLQQVKAESEHKRKK
LDAQVQELHAKVSEGDRLRVELAEK
ANKLQNELDNVSTLLEEAEKKGIKF
AKDAAGLESQLQDTQELLQEETRQK
LNLSSRIRQLEEEKNSLQEQQEEEE
EARKNLEKQVLALQSQLADTKKKVD
DDLGTIESLEEAKKKLLKDVEALSQR
LEEKVLAYDKLEKTKNRLQQELDDL
TVDLDHQRQIVSNLEKKQKKFDQLL
AEEKGISARYAEERDRAEAEAREKET
KALSLARALEEALEAKEEFERQNKQ
LRADMEDLMSSKDDVGKNVHELEK
SKRALEQQVEEMRTQLEELEDELQA
TEDAKLRLEVNMQAMKAQFERDLQ
TRDEQNEEKKRLLLKQVRELEAELE
DERKQRALAVASKKKMEIDLKDLEA
QIEAANKARDEVIKQLRKLQAQMKD
YQRELEEARASRDEIFAQSKESEKKL
KSLEAEILQLQEELASSERARRHAEQ
ERDELADEIANSASGKSALLDEKRRL
EARIAQLEEELEEEQSNMELLNDRF
RKTTLQVDTLNTELAAERSAAQKSD
NARQQLERQNKELKAKLQELEGAV
KSKFKATISALEAKIGQLEEQLEQEA
KERAAANKLVRRTEKKLKEIFMQVE
DERRHADQYKEQMEKANARMKQL
KRQLEEAEEEATRANASRRKLQREL
DDATEANEGLSREVSTLKNRLRRGG
PISFSSSRSGRRQLHIEGASLELSDD
DTESKTSDVNDTQPPQSE

True True 4.699 3.042 1.683 1.627 1.569 5.0


