SLKDLPSLGSNAAFANVKVSWGPN
MKPAVSNSPSPSPSAPSLTTGLGAK
RMRSKNIQEAFTLDLQSQLSITKPEL
SRIVQSVKKNHDVSVESTLSKNART
FLVSGVAANVHEAKRELVKKLTKPI
NAVIEVPSKCKASIIGSGGRTIREISD
AYEVKINVSKEVNENSYDEDMDDTT
SNVSLFGDFESVNLAKAKILAIVKEE
TKNATIKLVVEDEKYLPYIDVSEFAS
DEGDEEVKVQFYKKSGDIVILGPREK
AKATKTSIQDYLKKLASNLDEEKVKI
PSKFQFLIDAEELKEKYNVIVTEPSTP
DDELVSFVGLRDKVGEAITYARSSSK
SYVVESLDISKAHSKNLTHAKNLIMY
FTKYSVLKGLEESHPNVKISLPSIQSL
PTAETVTIHISAKSDEANDIKAVRKE
LISFVNNIPPSETLVITDLDYELFGGS
IKHCLLASESSVAFVQFGDYYPNDN
SILLVALTEDEDFKPSIEEIQASLNKA
NESLNSLRTKQNNMETKTYEFSEEV
QDSLFKPSSATWKLIMEDISEQEGH
LQIKLHTPEENQLTVRGDEKAAKAA
NKIFESILNSPSSKSKMTVNIPANSV
ARLIGNKGSNLQQIREKFACQIDIPN
EENNNASKDKTVEVTLTGLEYNLTH
AKKYLAAEAKKWADIITKELIVPVKF
HGSLIGPHGTYRNRLQEKYNVFINF
PRDNEIVITRGPSRGVNKAHEELKAL
LDFEMENGHKMVINVPAEHVPRIIG
KNGDNINDIRAEYGVEMDFLQKSTD
PKAQETGEVELEITGSRQNIKDAAKR
\VESIVAEASDFVTEVLKIDHKYHKSI
IVGSGGHILREIISKAGGEEIRNKSVDI
PNADSENKDITVQGPQKFVKKVVEE
INKIVKDAENSVTKTIDIPAERKGALI
GPGGIVRRQLESEFNINLFVPNKDD
PSGKITITGAPENVEKAEKKILNEIIR
ENFDREVDVPASIYEYVSERGAFIQK
LRMDLSVNVRFGNTSKKANKLARA
PIEIPLEKVCGSTEGENAEKTKFTIEE
IVGAPTSSEEGDITMRLTYEPIDLSSIL
SDGEEKEVTKDTSNDSAKKEEALDT
IAVKLIKERIAKAPSATYAGYVWGADT
RRFNMIVGPGGSNIKKIREAADVIIN
IVPRKSDKVNDVVYIRGTKAGVEKAG
EMVLKSLRR

UniprotKB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion en(_ioplasmlc golgi plasma extr_acellul;

ID name sites reticulum |apparatus membrane region

P06105 SC160_YEAST |Saccharomyces [Protein [24.475439 NaN T50;S54;S63;S85;S87;S89;S630;S11 |33229814 MSEEQTAIDSPPSTVEGSVETVTTID |None None None [None None None None None None
cerevisiae SCP160 12 SPSTTASTIAATAEEHPQLEKKPTPLP




