
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

Q02224 CENPE_HUMAN Homo
sapiens

Centromere-
associated
protein	E

22.501419 T1928;S1933;T1951 S611;S2083;S2389;S2639;S2647;S2
651

37217939;40136647;30379171 MAEEGAVAVCVRVRPLNSREESLGE
TAQVYWKTDNNVIYQVDGSKSFNFD
RVFHGNETTKNVYEEIAAPIIDSAIQ
GYNGTIFAYGQTASGKTYTMMGSED
HLGVIPRAIHDIFQKIKKFPDREFLLR
VSYMEIYNETITDLLCGTQKMKPLII
REDVNRNVYVADLTEEVVYTSEMAL
KWITKGEKSRHYGETKMNQRSSRS
HTIFRMILESREKGEPSNCEGSVKVS
HLNLVDLAGSERAAQTGAAGVRLKE
GCNINRSLFILGQVIKKLSDGQVGGF
INYRDSKLTRILQNSLGGNAKTRIICT
ITPVSFDETLTALQFASTAKYMKNTP
YVNEVSTDEALLKRYRKEIMDLKKQ
LEEVSLETRAQAMEKDQLAQLLEEK
DLLQKVQNEKIENLTRMLVTSSSLT
LQQELKAKRKRRVTWCLGKINKMK
NSNYADQFNIPTNITTKTHKLSINLL
REIDESVCSESDVFSNTLDTLSEIEW
NPATKLLNQENIESELNSLRADYDN
LVLDYEQLRTEKEEMELKLKEKNDL
DEFEALERKTKKDQEMQLIHEISNL
KNLVKHAEVYNQDLENELSSKVELL
REKEDQIKKLQEYIDSQKLENIKMDL
SYSLESIEDPKQMKQTLFDAETVALD
AKRESAFLRSENLELKEKMKELATT
YKQMENDIQLYQSQLEAKKKMQVD
LEKELQSAFNEITKLTSLIDGKVPKD
LLCNLELEGKITDLQKELNKEVEEN
EALREEVILLSELKSLPSEVERLRKEI
QDKSEELHIITSEKDKLFSEVVHKES
RVQGLLEEIGKTKDDLATTQSNYKST
DQEFQNFKTLHMDFEQKYKMVLEE
NERMNQEIVNLSKEAQKFDSSLGAL
KTELSYKTQELQEKTREVQERLNEM
EQLKEQLENRDSTLQTVEREKTLITE
KLQQTLEEVKTLTQEKDDLKQLQES
LQIERDQLKSDIHDTVNMNIDTQEQ
LRNALESLKQHQETINTLKSKISEEV
SRNLHMEENTGETKDEFQQKMVGI
DKKQDLEAKNTQTLTADVKDNEIIE
QQRKIFSLIQEKNELQQMLESVIAEK
EQLKTDLKENIEMTIENQEELRLLG
DELKKQQEIVAQEKNHAIKKEGELS
RTCDRLAEVEEKLKEKSQQLQEKQQ
QLLNVQEEMSEMQKKINEIENLKN
ELKNKELTLEHMETERLELAQKLNE
NYEEVKSITKERKVLKELQKSFETER
DHLRGYIREIEATGLQTKEELKIAHI
HLKEHQETIDELRRSVSEKTAQIINT
QDLEKSHTKLQEEIPVLHEEQELLP
NVKEVSETQETMNELELLTEQSTTK
DSTTLARIEMERLRLNEKFQESQEEI
KSLTKERDNLKTIKEALEVKHDQLK
EHIRETLAKIQESQSKQEQSLNMKE
KDNETTKIVSEMEQFKPKDSALLRIE
IEMLGLSKRLQESHDEMKSVAKEKD
DLQRLQEVLQSESDQLKENIKEIVAK
HLETEEELKVAHCCLKEQEETINEL
RVNLSEKETEISTIQKQLEAINDKLQ
NKIQEIYEKEEQFNIKQISEVQEKVN
ELKQFKEHRKAKDSALQSIESKMLE
LTNRLQESQEEIQIMIKEKEEMKRV
QEALQIERDQLKENTKEIVAKMKES
QEKEYQFLKMTAVNETQEKMCEIE
HLKEQFETQKLNLENIETENIRLTQI
LHENLEEMRSVTKERDDLRSVEETL
KVERDQLKENLRETITRDLEKQEEL
KIVHMHLKEHQETIDKLRGIVSEKT
NEISNMQKDLEHSNDALKAQDLKIQ
EELRIAHMHLKEQQETIDKLRGIVSE
KTDKLSNMQKDLENSNAKLQEKIQ
ELKANEHQLITLKKDVNETQKKVSE
MEQLKKQIKDQSLTLSKLEIENLNLA
QKLHENLEEMKSVMKERDNLRRVE
ETLKLERDQLKESLQETKARDLEIQQ
ELKTARMLSKEHKETVDKLREKISE
KTIQISDIQKDLDKSKDELQKKIQEL
QKKELQLLRVKEDVNMSHKKINEM
EQLKKQFEAQNLSMQSVRMDNFQL

True False 4.732 4.291 False False False



TKKLHESLEEIRIVAKERDELRRIKES
LKMERDQFIATLREMIARDRQNHQV
KPEKRLLSDGQQHLTESLREKCSRI
KELLKRYSEMDDHYECLNRLSLDLE
KEIEFQKELSMRVKANLSLPYLQTK
HIEKLFTANQRCSMEFHRIMKKLKY
VLSYVTKIKEEQHESINKFEMDFIDE
VEKQKELLIKIQHLQQDCDVPSRELR
DLKLNQNMDLHIEEILKDFSESEFP
SIKTEFQQVLSNRKEMTQFLEEWLN
TRFDIEKLKNGIQKENDRICQVNNF
FNNRIIAIMNESTEFEERSATISKEW
EQDLKSLKEKNEKLFKNYQTLKTSL
ASGAQVNPTTQDNKNPHVTSRATQL
TTEKIRELENSLHEAKESAMHKESKI
IKMQKELEVTNDIIAKLQAKVHESN
KCLEKTKETIQVLQDKVALGAKPYKE
EIEDLKMKLVKIDLEKMKNAKEFEK
EISATKATVEYQKEVIRLLRENLRRS
QQAQDTSVISEHTDPQPSNKPLTCG
GGSGIVQNTKALILKSEHIRLEKEISK
LKQQNEQLIKQKNELLSNNQHLSN
EVKTWKERTLKREAHKQVTCENSPK
SPKVTGTASKKKQITPSQCKERNLQ
DPVPKESPKSCFFDSRSKSLPSPHPV
RYFDNSSLGLCPEVQNAGAESVDSQ
PGPWHASSGKDVPECKTQ


