UniprotKB Entry name organism full oglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol [nucleus mitochndrion enc:!oplasmlc golgi plasn
ID name sites reticulum apparatus mem!
M9PI47 M9PI47_DROME [Drosophila  [NaN (30.60235 T114;S131;T144;T177;T336;T344;T |[NaN 33925313;40245499 MSAPSEGGAGGGPVGGGSTATAPSA [NaN NaN NaN  |[NaN NaN NaN NaN NaN

melanogaster

424;T425;T474;T740;T741;S836;T8
44

HPAVAAKITHVKSDGGGGISIAGTPIL
SGGTIKVASANQVQQTSLGGTPIALN
IAGQATTAASIRAIGAGGQSTQVRVV
MPMIKQLENVTATGRTQITAIPAAPA
RSGANASITVTRPVTQATYLPRASVT
IATQMGGVGVGVGQRLVTPLRATSSA
TVTPTAPTVLSSTGGFVRGATASVSR
SGVALTSQPSSAVISSSNSGAWMQS
QGQVQLIRTIHQPRQRIITTSAGVSN
IASVVTTTPVQAPTALSVSAGQPLATQ
QATGPGGGPQAYVATVLPQRQHQAT
LVYSSNVSAPNASQNPGQQFNPRFA
VATPTGGVTTTTPGGTTVTPRQVRPI
PLGKSFPTAKLNTTSISIRAPSIPQLN
TSVTASPTAVSVSGGATVAPGRGPGA
GGTALTATNLPTTRIIQLQQPATGTT
QQIIGSGARLAGNVMLQPFLMSTTA
IAAKMGIRPPVTMTAKVQPSLTITQLN
PIGKLSAGGGSGGQTMGPQGVASIQ
IAVPVPNVSASVVNSSSVTGATSAAG
GATVLPLTISGRGAGVGPGGNILTGT
LTPIKNASGITLGKMMMAPASSAPG
IADGSSTSGATVTGFQRTWNPVVASQ
SQLMKIDEKGSAATIYYESMPASAST
GVLSLTTTTVTQSTQAQAQLVSSAGG
SLSVSSLPFASHATAGAGSGGGGSQ
IATFTVLPSGAGGTATRTIGHQQLITPA
GPNSAPPQHMVIPLHTSVKVTTGAG
NPQQATASGALVSSFMRKRDAEGSP
IRAAKNLGPTLLSMASNNSGQNMP
PAPGTTFNIQPVSVTVPQSVGSGLTV
EALAKKERERVTHGVASSAASVPAT
VGPVNSTRNSRADSPASSDGSTTVS
IANSSPGVDQQLQDRIGDQPATGGAG
GRDNSTHFNPINENLGHSSLGARSG
SSAFVDVQAPTPQQQQPQQVPHLVG
STQMQQGTRMNGTGNSSSSSYDCS
SRKKPRRSTNDSQHSTQSQASLSLP
PPSSEPTPPAGASYMQKHNNGGLLV
TAATPGVAPNSAPGDANHRNSTPAV
AGNKENANPVDFVIRRPRNCALLNT
'YKPTHKLANNHFHRYTDVKPREERR
IATVIDLANQPNVQGKINGWKIYHLR
SQMEDLNESEVFSLGRLETMLQDL
EKDKEKHSEIERVTELLKGNIQRSKII
TDGINEAQNQLMKIFEHKPHVSNIIT

RCASKRNFKKREKI




