UniprotKB Entry name organism full oglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasma ext
ID name sites reticulum apparatus membrane rec
Q9W4M7 |Q9W4M7_DROME [Drosophila [NaN [30.60235 T33;S37;T42;S323;S1474 [NaN 33925313;40245499 MNNEQTPSSSDTPADRVASGGAAA |False False 1.641 |2.578 |False False False False Fal

melanogaster

KLPTIIPDTPIVSIAAGTMSESTTTTTV
TKTTPTPFPQEQLMTMMSDHVAKA
DAQLDEACRNQGAKDEDSQGAAPV
IAANHVATSGSSSRGNDPKKSSSPSN
SHSSGNHAATADAAKGSAAEAAAGD
TSFSQVFAMLKDSPSAELSRPNRRV
LQYGATAKGKTQDDQNVGKRQKKK
KTKYDTWEDSDFNDLDDASLKKLLE
EAYWYRNPGDRKNKSERFLQMLKK
IAEYDEEISYRAIKSCLTINPSALTSSA
IATGSSGGSSSSAGHNSSYNSTNHRS
TDPGQRHKQGGSLQDLVEAAHRSE
LATTSAAAAAAATAAATQRFNCDYQ
LSGRSNRRQQQQQQQHNQNATSSA
SASKKIKNLNVSGRQREGGSLPSSV
NFEPASSAMEAKQNKQQAQPSTEA
IAGGSFSGSVGNKHHHRSSTGSCSSL
ITQSRDTEANNQFDLDMDDATGVG
IASAVVGASGDQDDNMLEQLDPQNP
SMKFLIDALNDTPLEARYTGAGKKF
LIDDRLHFSVLELSARRKLQQQAQY
LAALTGQFGLGLEEEKRKVEAGYVS
LNDNYTACSSVYGGGAGSPAAVEGS
KPSTSSSAVSGGSNCGASSDALSSD
LRPAKIGRMVPAAAAVAAAPMGGKT
TTRQLDENGNALGDGFGGSAASGSS
GASGASAAASSSNGNGNANQFTALI
TPTVGSSVPTSTVAHRQNSVSTLLST
GTNTTTTAMAAAAVAASYSQLQQAP
VGGAAGTVSGIGIGMQQPTKQKTKK
KSQQERNTTTVDVESVAGYRGNDPV
EQLVKYIENDVNGGGNSAAGQRKKE
RKKQNKLKKSNSLEELRTCSKMEV
DDLKRQSATTEMMRHKKGTNNASS
GGSSSTASGSSNSGKHNSASVADIN
KNCNKEQQQQSTPTVQVRNSNNPG
TQQRKGERRSWGTEELQYLGDHQEI
SAAWSELETVGQKELPLALPALARM
SELDALNTVLSETAEFHVVTKKKKP
KKQRAVTMDDAAVAAAAVTGGNLQ
RMQQITKSASSNIMSQRMHYYTPYN
SNNGGGSVNYKQQQQQSQQYQEHY
QAPQGQHHHHHHHHHHHHHHHS
GSAVSNQVDSSRRKSTSSMPPSEKS
DSSDLDSVHSLPIQTGKKKSLGGGN
NKQRGAPSASQRQAKQNNNAAAPIS
YADIARNKQEALNNATASDTELELG
DKMQIKSGGKSKSRPDFPELPGAVT
IAVAASGGAANQATVVSSQNTPPSSS
SSISYSQSLNATPPSSSSDAESTNSP
ELLAQVQIPAYSMITPTLTASMISSVS
SSVASTSSTSCSPPALQKSKSVEHDT
SYSCNSSNLDQQYPALEKTVKRHST
NNVSVAVAASTSASASSSLYNFAAA
IAKQQLTENTHSAVSPPAAVTTTSTAV
IAASAPAPTTVTVPAAVTVPCYSSSST
HGSTQTSTSTASSAIAALPSGKAKAK
PKELSPSSSCSKKPTKPSQDVPSISLS
ISTTPRATTSTSTTTTQKTTAATQTEG
IAKKLIGGTHKLPSSSCIAKGAGAVLE
IATAGRRAVIILNDDREAGRSNNEFIF
GDFNEDELKLFDDNLDDEEEGQHK
QSSNKKQQTEGESDVTQDDTEDVD
QDLDKELECLGRRPEKKQERQQDIS
IASSDQHLNDSGAASDAVNSSASLD
MLSISAEAAQSSPNAGATATSSSVAS
PINSSTPSGASSASASTSTSSSSVSIS
SSSGGNGAACLASVSGMLGGVANQ
SGDSGIYAAANTSIKEHVNTFLSKAS
SSEETLPSPNSISMQQLETCNDIEAA
ITAAARAAAAARSTSCSRSNSQEQDA
LQPQVKTKATPNPEAKMVLPVFVTY
NNNNNDDDDDEEDDESLQELSFM
IADLKADAATEDIAMQPPPPSCPAMM
TNTELIVDYIAKTWNAIANSKYVTYY
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