
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

Q99104 MYO5A_MOUSE Mus
musculus

Unconventional
myosin-Va

27.478975 NaN S600;T1032;S1450;S1650;T1758 29187734;33300544 MAASELYTKFARVWIPDPEEVWKSA
ELLKDYKPGDKVLLLHLEEGKDLEY
RLDPKTGELPHLRNPDILVGENDLT
ALSYLHEPAVLHNLRVRFIDSKLIYT
YCGIVLVAINPYEQLPIYGEDIINAYS
GQNMGDMDPHIFAVAEEAYKQMAR
DERNQSIIVSGESGAGKTVSAKYAM
RYFATVSGSASEANVEEKVLASNPI
MESIGNAKTTRNDNSSRFGKYIEIGF
DKRYRIIGANMRTYLLEKSRVVFQAE
EERNYHIFYQLCASAKLPEFKMLRL
GNADSFHYTKQGGSPMIEGVDDAK
EMAHTRQACTLLGISESYQMGIFRIL
AGILHLGNVGFASRDSDSCTIPPKHE
PLTIFCDLMGVDYEEMCHWLCHRK
LATATETYIKPISKLQATNARDALAK
HIYAKLFNWIVDHVNQALHSAVKQH
SFIGVLDIYGFETFEINSFEQFCINYA
NEKLQQQFNMHVFKLEQEEYMKE
QIPWTLIDFYDNQPCINLIESKLGILD
LLDEECKMPKGTDDTWAQKLYNTH
LNKCALFEKPRMSNKAFIIKHFADK
VEYQCEGFLEKNKDTVFEEQIKVLK
SSKFKMLPELFQDDEKAISPTSATSS
GRTPLTRVPVKPTKGRPGQTAKEHK
KTVGHQFRNSLHLLMETLNATTPHY
VRCIKPNDFKFPFTFDEKRAVQQLR
ACGVLETIRISAAGFPSRWTYQEFFS
RYRVLMKQKDVLGDRKQTCKNVLE
KLILDKDKYQFGKTKIFFRAGQVAYL
EKLRADKLRAACIRIQKTIRGWLLRK
RYLCMQRAAITVQRYVRGYQARCYA
KFLRRTKAATTIQKYWRMYVVRRRY
KIRRAATIVIQSYLRGYLTRNRYRKIL
REYKAVIIQKRVRGWLARTHYKRTM
KAIVYLQCCFRRMMAKRELKKLKIE
ARSVERYKKLHIGMENKIMQLQRKV
DEQNKDYKCLMEKLTNLEGVYNSE
TEKLRNDVERLQLSEEEAKVATGRV
LSLQEEIAKLRKDLEQTRSEKKSIEE
RADKYKQETDQLVSNLKEENTLLKQ
EKETLNHRIVEQAKEMTETMERKLV
EETKQLELDLNDERLRYQNLLNEFS
RLEERYDDLKEEMTLMLNVPKPGH
KRTDSTHSSNESEYTFSSEFAETEDI
APRTEEPIEKKVPLDMSLFLKLQKRV
TELEQEKQLMQDELDRKEEQVFRS
KAKEEERPQIRGAELEYESLKRQELE
SENKKLKNELNELRKALSEKSAPEV
TAPGAPAYRVLMEQLTSVSEELDVR
KEEVLILRSQLVSQKEAIQPKDDKNT
MTDSTILLEDVQKMKDKGEIAQAYIG
LKETNRLLESQLQSQKRSHENEAEA
LRGEIQSLKEENNRQQQLLAQNLQL
PPEARIEASLQHEITRLTNENLYFEE
LYADDPKKYQSYRISLYKRMIDLME
QLEKQDKTVRKLKKQLKVFAKKIGE
LEVGQMENISPGQIIDEPIRPVNIPRK
EKDFQGMLEYKREDEQKLVKNLILE
LKPRGVAVNLIPGLPAYILFMCVRHA
DYLNDDQKVRSLLTSTINSIKKVLKK
RGDDFETVSFWLSNTCRFLHCLKQY
SGEEGFMKHNTSRQNEHCLTNFDL
AEYRQVLSDLAIQIYQQLVRVLENIL
QPMIVSGMLEHETIQGVSGVKPTGL
RKRTSSIADEGTYTLDSILRQLNSFH
SVMCQHGMDPELIKQVVKQMFYIV
GAITLNNLLLRKDMCSWSKGMQIRY
NVSQLEEWLRDKNLMNSGAKETLE
PLIQAAQLLQVKKKTDDDAEAICSM
CNALTTAQIVKVLNLYTPVNEFEERV
SVSFIRTIQMRLRDRKDSPQLLMDA
KHIFPVTFPFNPSSLALETIQIPASLG
LGFIARV

True True 4.732 2.29 2.62 4.394 5.0 2.373 1.76


