
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

Q9Y238 DLEC1_HUMAN Homo
sapiens

Deleted	in
lung	and
esophageal
cancer
protein	1

28.275761 NaN NaN 39894887 METRSSKTRRSLASRTNECQGTMW
APTSPPAGSSSPSQPTWKSSLYSSLA
YSEAFHYSFAARPRRLTQLALAQRPE
PQLLRLRPSSLRTQDISHLLTGVFRN
LYSAEVIGDEVSASLIKARGSENERH
EEFVDQLQQIRELYKQRLDEFEMLE
RHITQAQARAIAENERVMSQAGVQD
LESLVRLPPVKSVSRWCIDSELLRKH
HLISPEDYYTDTVPFHSAPKGISLPG
CSKLTFSCEKRSVQKKELNKKLEDS
CRKKLAEFEDELDHTVDSLTWNLTP
KAKERTREPLKKASQPRNKNWMNH
LRVPQRELDRLLLARMESRNHFLKN
PRFFPPNTRYGGKSLVFPPKKPAPIG
EFQSTEPEQSCADTPVFLAKPPIGFF
TDYEIGPVYEMVIALQNTTTTSRYLR
VLPPSTPYFALGLGMFPGKGGMVAP
GMTCQYIVQFFPDCLGDFDDFILVET
QSAHTLLIPLQARRPPPVLTLSPVLD
CGYCLIGGVKMTRFICKNVGFSVGR
FCIMPKTSWPPLSFKAIATVGFVEQP
PFGILPSVFELAPGHAILVEVLFSPKS
LGKAEQTFIIMCDNCQIKELVTIGIG
QLIALDLIYISGEKSQPDPGELTDLTA
QHFIRFEPENLRSTARKQLIIRNATH
VELAFYWQIMKPNLQPLMPGETFS
MDSIKCYPDKETAFSIMPRKGVLSP
HTDHEFILSFSPHELRDFHSVLQMV
LEEVPEPVSSEAESLGHSSYSVDDVI
VLEIEVKGSVEPFQVLLEPYALIIPGE
NYIGINVKKAFKMWNNSKSPIRYLW
GKISDCHIIEVEPGTGVIEPSEVGDFE
LNFTGGVPGPTSQDLLCEIEDSPSPV
VLHIEAVFKGPALIINVSALQFGLLRL
GQKATNSIQIRNVSQLPATWRMKES
PVSLQERPEDVSPFDIEPSSGQLHSL
GECRVDITLEALHCQHLETVLELEV
ENGAWSYLPVYAEVQKPHVYLQSSQ
VEVRNLYLGVPTKTTITLINGTLLPTQ
FHWGKLLGHQAEFCMVTVSPKHGL
LGPSEECQLKLELTAHTQEELTHLA
LPCHVSGMKKPLVLGISGKPQGLQV
AITISKESSDCSTEQWPGHPKELRLD
FGSAVPLRTRVTRQLILTNRSPIRTRF
SLKFEYFGSPQNSLSKKTSLPNMPP
ALLKTVRMQEHLAKREQLDFMESM
LSHGKGAAFFPHFSQGMLGPYQQL
CIDITGCANMWGEYWDNLICTVGDL
LPEVIPVHMAAVGCPISSLRTTSYTID
QAQKEPAMRFGTQVSGGDTVTRTLR
LNNSSPCDIRLDWETYVPEDKEDRL
VELLVFYGPPFPLRDQAGNELVCPD
TPEGGCLLWSPGPSSSSEFSHETDS
SVEGSSSASNRVAQKLISVILQAHEG
VPSGHLYCISPKQVVVPAGGSSTIYIS
FTPMVLSPEILHKVECTGYALGFMS
LDSKVEREIPGKRHRLQDFAVGPLK
LDLHSYVRPAQLSVELDYGGSMEFQ
CQASDLIPEQPCSGVLSELVTTHHLK
LTNTTEIPHYFRLMVSRPFSVSQDG
ASQDHRAPGPGQKQECEEETASADK
QLVLQAQENMLVNVSFSLSLELLSY
QKLPADQTLPGVDIQQSASGEREMV
FTQNLLLEYTNQTTQVVPLRAVVAV
PELQLSTSWVDFGTCFVSQQRVREV
YLMNLSGCRSYWTMLMGQQEPAKA
AVAFRVSPNSGLLEARSANAPPTSIA
LQVFFTARSSELYESTMVVEGVLGE
KSCTLRLRGQGSYDERYMLPHQP

True False 4.555 2.561 1.376 0.787 0.615 1.247 1.08


