
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

Q05BV3 EMAL5_HUMAN Homo
sapiens

Echinoderm
microtubule-
associated
protein-like
5

18.379595 NaN NaN 30379171 MAARSAPSCHLRLEWVYGYRGHQC
RNNLYYTAAKEIVYFVAGVGVVYSPR
EHRQKFYRGHSDDIISLALHPERVLV
ATGQVGKEPYICIWDSYTVQTISVLK
DVHTHGIACLAFDLDGQRLVSVGLD
SKNAVCVWDWKRGKMLSMAPGHT
DRIFDISWDLYQPNKLVSCGVKHIKF
WSLCGNALTPKRGVFGKTGDLQTIL
CLACARDELTYSGALNGDIYVWKGI
NLIRTIQGAHAAGIFSMNACEEGFAT
GGRDGCIRLWDLTFKPITVIDLRETD
QGYKGLSVRSVCWRGDHILVGTQDS
EIFEIVVQERNKPFLIMQGHCEGEL
WALAVHPTKPLAVTGSDDRSVRIWS
LVDHALIARCNMEEPIRCAAVNADG
IHLALGMKDGSFTVLRVRDMTEVVH
IKDRKEAIHELKYSPDGTYLAVGCND
SSVDIYGVAQRYKKVGECLGSLSFIT
HLDWSSDSRYLQTNDGNGKRLFYR
MPGGKEVTSTEEIKGVHWASWTCV
SGLEVNGIWPKYSDINDINSVDGNYI
GQVLVTADDYGIIKLFRYPCLRKGAK
FRKYIGHSAHVTNVRWSHDYQWVIS
IGGADHSVFQWKFIPERKLKDAVHIA
PQESLADSHSDESDSDLSDVPELDS
EIEQETQLTYRRQVYKEDLPQLKEQC
KEKQKSATSKRRERAPGNSIRLHFV
HGYRGYDCRSNLFYTQIGEIVYHVAA
VGVIYNRQQNTQRFYLGHDDDILCL
TIHPLKDYVATGQVGRDPSIHIWDTE
TIKPLSILKGHHQYGVSAVDFSADGK
RLASVGIDDSHTVVLWDWKKGEKLS
IARGSKDKIFVVKMNPYVPDKLITAGI
KHMKFWRKAGGGLIGRKGYIGTLGK
NDTMMCAVYGWTEEMAFSGTSTG
DVCIWRDIFLVKTVKAHDGPVFSMH
ALEKGFVTGGKDGIVALWDDSFERC
LKTYAIKRAALAPGSKGLLLEDNPSI
RAISLGHGHILVGTKNGEILEVDKSG
PITLLVQGHMEGEVWGLATHPYLPI
CATVSDDKTLRIWDLSPSHCMLAVR
KLKKGGRCCCFSPDGKALAVGLNDG
SFLMANADTLEDLVSFHHRKDMIS
DIRFSPGSGKYLAVASHDSFIDIYNV
MSSKRVGICKGATSYITHIDWDIRGK
LLQVNTGAKEQLFFEAPRGKKQTIPS
VEVEKIAWASWTSVLGLCCEGIWPVI
GEVTDVTASCLTSDKMVLATGDDLG
FVKLFRYPTKGKFGKFKRYVAHSTH
VTNVRWTYDDSMLVTLGGTDMSLM
VWTNEMEGYREKRPCDSEESDIDSE
EDGGYDSDVTRENEISYTIRALSTNI
RPMLGIKPHLQQKEPSIDERPPVSRA
PPQPEKLQTNNVGKKKRPIEDLVLE
LIFGYRGRDCRNNVHYLNDGDDIIY
HTASVGILHNVATGSQSFYQEHNDD
ILCLTVNQHPKFINIVATGQVGDSAD
MSATAPSIHIWDAMNKQTLSILRCY
HSKGVCSVSFSATGKLLLSVGLDPE
HTITIWRWQEGAKIASRAGHNQRIF
VAEFRPDSDTQFVSVGVKHVKFWTL
AGRALLSKKGLLSTLEDARMQTMLA
IAFGANNLTFTGTISGDVCVWKDHIL
CRIVARAHNGPVFAMYTTLRDGLIVT
GGKERPSKEGGAVKLWDQELRRCR
AFRLETGQATDCVRSVCRGKGKILV
GTRNAEIIEVGEKNAACNILVNGHV
DGPIWGLATHPSRDFFLSAAEDGTV
RLWDIADKKMLNKVNLGHAARTVC
YSPEGDMVAIGMKNGEFIILLVSSLK
IWGKKRDRRCAIHDIRFSPDSRYLAV
GSSENSVDFYDLTLGPTLNRISYCKD
IPSFVIQMDFSADSSYLQVSSGCYKR
HVYEVPSGKHLMDHAAIDRITWATW
TSILGDEVLGIWSRHAEKADVNCAC
VSHSGISLVTGDDFGMVKLFDFPCP

None None None None None None None None None



EKFAKHKRFLGHSPHVTNIRFTSGD
RHVVSAGGDDCSLFVWKCVHTPH


