
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

Q9Y6X6 MYO16_HUMAN Homo
sapiens

Unconventional
myosin-XVI

19.994096 NaN NaN 37217939 MEIDQCLLESLPLGQRQRLVKRMRC
EQIKAYYEREKAFQKQEGFLKRLKH
AKNPKVHFNLTDMLQDAIIHHNDK
EVLRLLKEGADPHTLVSSGGSLLHL
CARYDNAFIAEILIDRGVNVNHQDE
DFWTPMHIACACDNPDIVLLLVLAG
ANVLLQDVNGNIPLDYAVEGTESSSI
LLTYLDENGVDLTSLRQMKLQRPMS
MLTDVKHFLSSGGNVNEKNDEGVT
LLHMACASGYKEVVSLILEHGGDLN
IVDDQYWTPLHLAAKYGQTNLVKLL
LMHQANPHLVNCNEEKASDIAASE
FIEEMLLKAEIAWEEKMKEPLSASTL
AQEEPYEEIIHDLPVLSSKLSPLVLPI
AKQDSLLEKDIMFKDATKGLCKQQS
QDSIPENPMMSGSTKPEQVKLMPPA
PNDDLATLSELNDGSLLYEIQKRFG
NNQIYTFIGDILLLVNPYKELPIYSSM
VSQLYFSSSGKLCSSLPPHLFSCVER
AFHQLFREQRPQCFILSGERGSGKS
EASKQIIRHLTCRAGASRATLDSRFK
HVVCILEAFGHAKTTLNDLSSCFIKY
FELQFCERKQQLTGARIYTYLLEKSR
LVSQPLGQSNFLIFYLLMDGLSAEEK
YGLHLNNLCAHRYLNQTIQDDASTG
ERSLNREKLAVLKRALNVVGFSSLE
VENLFVILAAILHLGDIRFTALNEGN
SAFVSDLQLLEQVAGMLQVSTDELA
SALTTDIQYFKGDMIIRRHTIQIAEFF
RDLLAKSLYSRLFSFLVNTMNSCLH
SQDEQKSMQTLDIGILDIFGFEEFQK
NEFEQLCVNMTNEKMHHYINEVLF
LHEQVECVQEGVTMETAYSPGNQN
GVLDFFFQKPSGFLTLLDEESQMIW
SVESNFPKKLQSLLESSNTNAVYSP
MKDGNGNVALKDHGTAFTIMHYAG
RVMYDVVGAIEKNKDSLSQNLLFVM
KTSENVVINHLFQSKLSQTGSLVSAY
PSFKFRGHKSALLSKKMTASSIIGEN
KNYLELSKLLKKKGTSTFLQRLERG
DPVTIASQLRKSLMDIIGKLQKCTPH
FIHCIRPNNSKLPDTFDNFYVSAQLQ
YIGVLEMVKIFRYGYPVRLSFSDFLS
RYKPLADTFLREKKEQSAAERCRLVL
QQCKLQGWQMGVRKVFLKYWHAD
QLNDLCLQLQRKIITCQKVIRGFLAR
QHLLQRISIRQQEVTSINSFLQNTED
MGLKTYDALVIQNASDIARENDRLR
SEMNAPYHKEKLEVRNMQEEGSKR
TDDKSGPRHFHPSSMSVCAAVDGL
GQCLVGPSIWSPSLHSVFSMDDSSS
LPSPRKQPPPKPKRDPNTRLSASYEA
VSACLSAAREAANEALARPRPHSDD
YSTMKKIPPRKPKRSPNTKLSGSYEE
ISGSRPGDARPAGAPGAAARVLTPGT
PQCALPPAAPPGDEDDSEPVYIEML
GHAARPDSPDPGESVYEEMKCCLPD
DGGPGAGSFLLHGASPPLLHRAPED
EAAGPPGDACDIPPPFPNLLPHRPPL
LVFPPTPVTCSPASDESPLTPLEVKK
LPVLETNLKYPVQPEGSSPLSPQYSK
SQKGDGDRPASPGLALFNGSGRASP
PSTPPPPPPPPGPPPAPYRPCAHLAF
PPEPAPVNAGKAGPSAEAPKVHPKP
NSAPVAGPCSSFPKIPYSPVKATRAD
ARKAGSSASPPAPYSPPSSRPLSSPL
DELASLFNSGRSVLRKSAAGRKIREA
EGFETNMNISSRDDPSTSEITSETQD
RNANNHGIQLSNSLSSAITAENGNS
ISNGLPEEDGYSRLSISGTGTSTFQR
HRDSHTTQVIHQLRLSENESVALQE
LLDWRRKLCEEGQDWQQILHHAEP
RVPPPPPCKKPSLLKKPEGASCNRLP
SELWDTTI

None None None None None None None None None


