
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

Q8NEV8 EXPH5_HUMAN Homo
sapiens

Exophilin-
5

23.777946 NaN S603;S806;S809;S1028;S1086;S112
4;S1505;S1753;S1768;S1821;S1851

28411811;37217939 MTKVPPAFDFSFLNDEEARKILQVL
ERNEELQRAEKDRISKLQKTKRDIR
WLQGVTGEWFEEIQRKKFCNETDV
SQMLKQPLTYRLSKEMAKNDPIELP
TSRSKNVTNQKKPTPFSSRMSFRSS
FASLFSFRKSGKETSKLPSLGQKGC
DGHAGPPMPVRGAAVQAKIYNSPLE
NHLVDSTFVPKPAVMREESGMPPP
WDASLLENEFFQVLDDLDSKLAQEQ
SASSVNTRTPLNYGSRTQFGHFYSS
GNRHGNITERHKKHYNETSNMSIY
DILRPGTPREGFKTFSPRTSTIYDMY
RTREPRVFKEDYVQKNTFGSTSLCF
DSRQRSALPATGHFTARSLHFPATT
QSKSGFIPPRHQQSPKRTPLSSIIWN
RSDSSRDRENQEEFLRAPSPMEIDP
ADKYVYPRGFQENKRYESYHSQNVY
QRVSLNAPMENAMSPDTFENSENM
PFYHQSNTFTRSFFSNTFGRSGEQR
RFGQGPFWGQEKGHSFWSDFHRSR
KSFSSSDRDFEMISMEANSVSAIHG
HNVSSEHWESFSSGYGTDVSRGQE
EPHPWQFDFQRSTLDSMVVSHGNE
TQLTPHFGTPNVCSMTGSSYHVKSS
ELVSQQDSSPVEVHINKEASSFGIAQ
TLASSFKTSFSQISDDRRNPQSPNLQ
NPTVTLQKIFPNKPASHPMRSHTEV
TVTSSNSVDSLPLAKSQPNILVTEVN
NEKDLNESISEEDKQLSKMDQTNK
AGEIPQPVSQTGISNSLPDFQNPLSQ
DSAKSNGFGFNASTIISSKKSPRVFS
RKDTSKMYIPHTDKSNDIKQDKRFT
ENRKLGSTASLPFIQEHRTPPSFPRT
DQGCHQELTVNNEDISRIITNNHWS
SALTDTQNAQYSKCKLTPGHKTSCD
SLDLSSAALPDSSPSKNSSLDAPVVP
STTVFSRRSPSDKDPSLGEREEKDN
AGKNQKNQFIVSHSENQERNDSPV
PTHDEVVDVKCHSHSPFRNERGKG
KIRHHISCIEKLSKTESISVPTSDHRS
LIEANQSNSKVSELDTIYCTLPRKSS
SFLIHGRQSGSKIMAASLRNGPPPF
QIKNNVEDAMGNYMLNKFSPSSPE
SANECSKVLSDSALEAPEATERMTN
VKSSGSTSVRKGPLPFLINRAMSCPS
GEPHASTGREGRKKPLTSGMDASEL
TPRAWERIISPVESDSSVRDCSLTKR
QHQKENFQEYTEKEGKMAASRRSV
FALSNEDPLPFCSDLSGKERGKTLH
KVKTTSTFSVSGDEDNVKCLEVVSIY
YTLPRKPSKKFCNLLQQYTQNTNLLI
ESPQVETETFPNALEKDKQNYSTRE
QSGTPSCENLKMSVNSDQTLTTEN
MTAFRLSNRGPLAPTLQEMASVEAA
VSLPEEESKAREIFSDNLAKTPLGDS
ENKKERGKKLQSETLHTSLMLQRK
NVSEEKSENCQQSINSSNSGPSSLP
ALSEVNIGNSQTRRSSWECTGSGRA
IPFTGSGKCPQKDHTSTAVGDGSSG
SQPREGRGDIGTNCQKMTNKTLSH
SESQVFALTPALHKLQLGEETQSDE
PNLESLQSEPRELPQRSQEANMTES
RKAEDEMQKSAWDQPSLPEGNKNK
TNLDDLVKGENRSSVKHRLAAMSK
ASRKFPAKDVSPRRHVATIFPQSGSR
SGFDHLSLGTVECNPLFPEPTPKSAE
SIGESRLSENGKHVKKSENLLPITVL
PNREPSTHVSNQKSNSISQRHQNEF
KNVSESPSKHENSKDVTAAQNLVRE
SGAPSPITFTSLREAEFSDNQRRLSP
PFPLEPAQKSRVSSPLASFLQQQRSA
SSLEWEPEPHLYRSKSLKSINVHGD
LLRKSHPPKVRERHFSESTSIDNALS
RLTLGNEFSVNNGYSRRFRSFSELP
SCDGNESWAYRSGTKTGPRSAISIYR
PIDYGIFGKEQQLAFLENVKRSLTQG
RLWKPSFLKNPGFLKDDLRNPPNPS
ESLSSNSPSSQVPEDGLSPSEPLNIY
EDDPVDSDCDTDTTTDDEYYLDEND
KESEL

False False 2.874 1.1 0.94 0.692 1.112 1.658 1.479


