
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q5T5P2 SKT_HUMAN Homo
sapiens

Sickle
tail
protein
homolog

22.821761 S169;S357;S743;S880 S169;T244;S361;S365;T393;T470;S
474;S526;S809;S1027;S1030;S1033
;S1044;S1461;S1739;S1841;S1896;
S1899;S1902

30379171;31492838;28657654;306
20550;34725712;28510447

MEENESQKCEPCLPYSADRRQMQE
QGKGNLHVTSPEDAECRRTKERLSN
GNSRGSVSKSSRNIPRRHTLGGPRS
SKEILGMQTSEMDRKREAFLEHLKQ
KYPHHASAIMGHQERLRDQTRSPKL
SHSPQPPSLGDPVEHLSETSADSLE
AMSEGDAPTPFSRGSRTRASLPVVR
STNQTKERSLGVLYLQYGDETKQLR
MPNEITSADTIRALFVSAFPQQLTMK
MLESPSVAIYIKDESRNVYYELNDVR
NIQDRSLLKVYNKDPAHAFNHTPKT
MNGDMRMQRELVYARGDGPGAPR
PGSTAHPPHAIPNSPPSTPVPHSMPP
SPSRIPYGGTRSMVVPGNATIPRDRI
SSLPVSRPISPSPSAILERRDVKPDED
MSGKNIAMYRNEGFYADPYLYHEG
RMSIASSHGGHPLDVPDHIIAYHRTA
IRSASAYCNPSMQAEMHMEQSLYR
QKSRKYPDSHLPTLGSKTPPASPHR
VSDLRMIDMHAHYNAHGPPHTMQP
DRASPSRQAFKKEPGTLVYIEKPRSA
AGLSSLVDLGPPLMEKQVFAYSTATI
PKDRETRERMQAMEKQIASLTGLVQ
SALFKGPITSYSKDASSEKMMKTTA
NRNHTDSAGTPHVSGGKMLSALES
TVPPSQPPPVGTSAIHMSLLEMRRS
VAELRLQLQQMRQLQLQNQELLRA
MMKKAELEISGKVMETMKRLEDPV
QRQRVLVEQERQKYLHEEEKIVKKL
CELEDFVEDLKKDSTAASRLVTLKD
VEDGAFLLRQVGEAVATLKGEFPTL
QNKMRAILRIEVEAVRFLKEEPHKL
DSLLKRVRSMTDVLTMLRRHVTDGL
LKGTDAAQAAQYMAMEKATAAEVL
KSQEEAAHTSGQPFHSTGAPGDAKS
EVVPLSGMMVRHAQSSPVVIQPSQH
SVALLNPAQNLPHVASSPAVPQEAT
STLQMSQAPQSPQIPMNGSAMQSL
FIEEIHSVSAKNRAVSIEKAEKKWEE
KRQNLDHYNGKEFEKLLEEAQANI
MKSIPNLEMPPATGPLPRGDAPVDK
VELSEDSPNSEQDLEKLGGKSPPPP
PPPPRRSYLPGSGLTTTRSGDVVYTG
RKENITAKASSEDAGPSPQTRATKYP
AEEPASAWTPSPPPVTTSSSKDEEEE
EEEGDKIMAELQAFQKCSFMDVNS
NSHAEPSRADSHVKDTRSGATVPPK
EKKNLEFFHEDVRKSDVEYENGPQ
MEFQKVTTGAVRPSDPPKWERGME
NSISDASRTSEYKTEIIMKENSISNM
SLLRDSRNYSQETVPKASFGFSGISP
LEDEINKGSKISGLQYSIPDTENQTL
NYGKTKEMEKQNTDKCHVSSHTRL
TESSVHDFKTEDQEVITTDFGQVVL
RPKEARHANVNPNEDGESSSSSPTE
ENAATDNIAFMITETTVQVLSSGEV
HDIVSQKGEDIQTVNIDARKEMTPR
QEGTDNEDPVVCLDKKPVIIIFDEPM
DIRSAYKRLSTIFEECDEELERMMM
EEKIEEEEEEENGDSVVQNNNTSQ
MSHKKVAPGNLRTGQQVETKSQPH
SLATETRNPGGQEMNRTELNKFSH
VDSPNSECKGEDATDDQFESPKKKF
KFKFPKKQLAALTQAIRTGTKTGKKT
LQVVVYEEEEEDGTLKQHKEAKRFE
IARSQPEDTPENTVRRQEQPSIESTS
PISRTDEIRKNTYRTLDSLEQTIKQLE
NTISEMSPKALVDTSCSSNRDSVAS
SSHIAQEASPRPLLVPDEGPTALEPP
TSIPSASRKGSSGAPQTSRMPVPMS
AKNRPGTLDKPGKQSKLQDPRQYRQ
ANGSAKKSGGDFKPTSPSLPASKIPA
LSPSSGKSSSLPSSSGDSSNLPNPPA
TKPSIASNPLSPQTGPPAHSASLIPSV
SNGSLKFQSLTHTGKGHHLSFSPQS
QNGRAPPPLSFSSSPPSPASSVSLNQ
GAKGTRTIHTPSLTSYKAQNGSSSKA
TPSTAKETS

None None None None None None None


