UniprotKB Entry name |organism full name |oglcnacscore oglcnac P h osphorylation PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion enc}oplasmlc golgi [plasma extl_‘acellular
ID sites sites reticulum apparatus membrane [region
P40547 'VID28_YEAST [Saccharomyces [Vacuolar 24.475439 NaN S226 33229814 MTVAYSLENLKKISNSLVGDQLAKV |None None None [None None None None None None
cerevisiae import and DYFLAPKCQIFQCLLSIEQSDGVELK
degradation NAKLDLLYTLLHLEPQQRDIVGTYYF
protein 28 DIVSAIYKSMSLASSFTKNNSSTNYK

[YIKLLNLCAGVYPNCGFPDLQYLQN
GFIQLVNHKFLRSKCKIDEVVTIIELL
KLFLLVDEKNCSDFNKSKFMEEERE
VTETSHYQDFKMAESLEHIIVKISSK
[YLDQISLKYIVRLKVSRPASPSSVKN
DPFDNKGVDCTRAIPKKINISNMYD
SSLLSLALLLYLRYHYMIPGDRKLRN
DATFKMFVLGLLKSNDVNIRCVALK
FLLQPYFTEDKKWEDTRTLEKILPYL
VKSFNYDPLPWWFDPFDMLDSLIVL
YNEITPMNNPVLTTLAHTNVIFCILS
RFAQCLSLPQHNEATLKTTTKFIKIC
IASFAASDEKYRLLLLNDTLLLNHLEY
GLESHITLIQDFISLKDEIKETTTESH
SMCLPPIYDHDFVAAWLLLLKSFSR
SVSALRTTLKRNKIAQLLLQILSKTYT
LTKECYFAGQDFMKPEIMIMGITLG
SICNFVVEFSNLQSFMLRNGIIDIIEK
MLTDPLFNSKKAWDDNEDERRIAL
QGIPVHEVKANSLWVLRHLMYNCQ
NEEKFQLLAKIPMNLILDFINDPCW
AVQAQCFQLLRNLTCNSRKIVNILLE
KFKDVEYKIDPQTGNKISIGSTYLFEF
LAKKMRLLNPLDTQQKKAMEGILYII
IVNLAAVNENKKQLVIEQDEILNIMS
EILVETTTDSSSNGNDSNLKLACLW
IVLNNLLWNSSVSHYTQYAIENGLEP
GHSPSDSENPQSTVTIGYNESVAGG
[YSRGKYYDEPDGDDSSSNANDDED
DDNDEGDDEGDEFVRTPAAKGSTS
NVQVTRATVERCRKLVEVGLYDLVR
KNITDESLSVREKARTLLYHMDLLL
KVK




