
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

E9Q1M1 E9Q1M1_MOUSE Mus
musculus

NaN 29.185005 NaN NaN 22645316 MPITQDNALLHLPLLYEWLQNSLRE
GGDSPEQRLCQAAIQKLQEYIQLNLA
VEENTVPPEHSPPEMEICTVYLTKQL
GDTETVGLSFGNIPVFGDYGEKRRG
GKKRKTHQGPVLDVGCIWVTELRKN
SPAGKSGKVRLRDEILSLNGQLMVG
VDVSGASYLAEQCWNGGFIYLIMLR
RFKQKAHLTYNGNSGNSSEPGETPT
LELGDQTSKKGKRTRKFGVISRPAII
KAPEDSKSNSGCDTADDPSSELENG
TDSELGNGHAFELENGPNSLKDVA
GPHLERSEADREAELRVPKTEAPLS
DSNDKRRFSKTGKTNFQSSDSLARE
EVGRIWKMELLKESDGLGIQVSGGR
GSKRSPHAIVVTQVKEGGAAHRDGR
LSLGDELLVINGHLLVGLSHEEAVAI
LRSATGMVQLVVASKESSAEDLLKL
TSKSLPDLTSSVEDISSWTDNEDQE
AARDDEEGTGSAAVRGTMLGSEESQ
DVGSSEESKGNNLESPKQGNSKMK
LKSRLSGGVHRLESVEEYNELMVRN
GDPRIRMLEVSRDGRKHSLPQLLDS
TGTSQEYHIVKKSTRSLSTTHVESPW
RLIRPSVISIIGLYKEKGKGLGFSIAG
GRDCVRGQMGIFVKTIFPNGSAAED
GRLKEGDEILDVNGIPIKGLTFQEAI
HTFKQIRSGLFVLTVRTKLLSPSLTP
CSTPTHMSRSSSPSFNSSGGAPAGG
GQDEGGSASLGRKAPGPKDRIVMEV
TLNKEPRVGLGIGACCLALENSPPGI
YIHSLAPGSVAKMESNLSRGDQILEV
NSVNVRHAALSKVHAILSKCPPGPV
RLVIGRHPNPKVSEQEMDEVIARST
YQESKEANSSPSLGTPLKSPSLAKKD
SLLSESELSQYFVHDGQGSLSDFVV
AGSEDEDHPGSGYETSEDGSLLTVP
SAYRETGKARANSLVTLGSQRGSGL
LHKQVTVARQASLPGSPQVLRNPLL
RQRRVRCYDSNDGSDDEDFDGEGD
CVSLPGVLPGPGRPLVQDDTRFALA
TSSKSIDVNKQDERLQKPLVSKACSV
PLLGSSLDSEHSIHGGTAGTPPKAAS
LPGSVETPKNGPGGSRRKEMSGSRS
SPKLEYRVPADTQSPRSPENGTSPPQ
KTENLVSRHKPVARISPHYKRSDAE
EAPSETANGPCAQDLKVQASSVKDP
VAGHQPGGTAEKELRGNPTPGDSSV
PTNCGPASTPCHPNTGLPTENPQGA
APECGPHPGTGWDGSSDHPPSPGK
SREVRPDSSETPAVTEQVLQPESLSQ
PVSPGTSEPESQGVSKMKPASQRSL
SPREKASALPDSSRTWAGPGDSTPS
TRRAAVPMSIGETRATAIPHPSLLGQ
ERSRDPSGPSKALETPGHCVPTSLK
DRALLEETASASGKLSHAGPSVPVTT
DGTLSGSTESPVTDIDKFIGEAPEAW
LSQSPQRADCRTHQDIFESQPPGGA
GGGSSHHGKTGGTGSPPPPQWTFQ
PSVLDSVHPDKQLAGNKNFLNNYS
RNFSSFHEDGVSEPSPSSMYGDAED
SSSDPESLVEDPRAAARNNWPAPPS
HESSRKEGSSESEDEQIEICAPGGCP
ETPVPAQAPAQAAGGAVPSVQQTVR
EPVGDACEKACFMTGASNTCIPGSS
QPFSFLDVSSLEHETWAGVQTSRSH
MPGCAEETLAVSSTGSVVGDSQPSQ
TTRPCGNPPFVLRNPDMVNGLGQD
LLDEGTPDKGADASHVMSSVYALGA
EGPKNGEAVLANLHIAKGGNLDGLL
QKPKTTSRRPIMTWFKDINKDSQGA
HLQSKSEKEQPSMLAMSPGSKGNT
VNPSHRKGMAVPKSPPPRQKSQEN
KDLSPKSPVETLSNCQKPKGSPKLK
RLNSKSKASPEAPVASPAKGGRTDH

True False 4.611 4.61 0.786 4.116 0.726 4.234 4.175



RKSLPSPQAAHKMLSKAVSHRLHIA
DQEEPKNTAGDTSKPPQCVPESKPP
LAASGSLRTSASDTSIRTITSPLTSPK
PLPEQGANNRFHMAVYLESDTSCPA
TSRPPRYGPEGKVPHANSGSVSPSA
SRTNIALAGVRQSKQFTHSRVDLVLT
EAAQPQGISEKGTEKMASDPLERTN
QLKIIEISSERMPKNACGDKPPGSDR
KGGFLTQSNCQEKSSVRLRQSAESS
PKQPHFPPSQASQGEQEMRWSYSM
ARLASSSPSAPQLPSKMPDYSQGKS
SQMPASVGVPKNGVPVGLAGEEPPY
FTPRPATRTYSMPAQFSSHFGREGL
SPPSPSHSPQDPQVTAMSGSLSEKS
AKGVTNEQGVYSVKPLLETLRNPPP
VDVGDVSAVPEASGLIPDKLKVTRR
HYYCEQSWPHESTSFFSVKQRIKSF
ENLANSDRPAAKSATSPFLSVSSKPP
VNRRSSGSITSGRPSDGTARSLRRSL
SSCSENQSEASSLLPQMTKSPSSVT
LTVSRQNPPETNNKGHSPDPKKSLV
PVGIPISTGSPASPIKRNKSSVRHAQP
SPVSRSKLQELRALSMPDLDKLCSG
EDYSASPGAVLFRTQLEITPRRSQGS
PATSPASSPARGHADVNGSAFLSCP
VNGGNRVYPKGNSSPTVPTGSREW
GESLRAMPSGKSWSVNLDQLLASV
GYQQRLQAVLSLVGSKSPILPLIQEA
KAQSENKEDICFIVLNKKEGSGLGFS
VAGGADVEPESVLVHRVFSQGVASQ
EGTVSQGDFLLSVNGTSLAGLSHSE
VTKVLHQAELHKHVLMIIKKGNDQP
RPSFRQEPPSANGKAPFPRRTLPLEP
GAGRNGAAHDALCVEVLKTSAGLGL
SLDGGKSSIAGDGPLVIKRVYQGGAA
EQAGTIEAGDEILAINGKPLVGLVHF
DAWNIMKSVPEGPVQLVIRKHRDS


