
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

D4A885 D4A885_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MGHAGRQFQALLWKNWLCRLRHP
VLSLAEFFWPCILFMILTVLRFQEPP
RHRENCYLQARDLPSRGVLPFVQGL
LCNTGSRCRNISFESSMDHRFRLPR
FQTASDDRKVSSLAFLNEIQDLAEEI
LETMDKAKNLQKLWLKRSETPGSSY
GSSFLTTDLNKTEDVISKLESLHQQP
HIWDFLRSLPRLHTSSVHLEDSMGA
VTHFLQAGLNSLASLGDLDWLPLHQ
TIPQVSRHVLNVTVSTLRFLQQHGA
AVNETVYHLSLKNMLWDPQKVQSD
LRYQFGFNDLQVQHILNYSAKREEIP
THSFLERMVCSILSNTSEDEAQSRS
YQADCHPKWSAVKNYIIHAVSWPKL
YGQVFDQWQQGSLRQNLLAGTSHS
LAALRDQFKQQSESWKVVEALHTAL
LILNDSLAVDGPGDNHLFPQIFQDL
DKLQHALSELSPWPSLKRLPLLDTV
LRNVVSQDLQFVQEVLSYLERSARD
FIPAGSEGWRLEKDVFFQGLNQLLT
KNASTFCLNGHLSQEAPLPTWNASL
WRSVWGVLCHTPSFNETSILNKLLR
AVKGAGRSLQAVIAGHTNRSVSEHG
GHFGWQDLGAQLSEVSFACSRVFQ
FPRAAASAENNVSPGSCENQLVSTV
VSHILGEVQMSMQQMSYWEIISGIIR
KTCELARYVNMHGSFQNSLISFSED
SPCDTQNMDWKVIVDNYFVFFNNF
KKSPITSITRAFNFTKHLLVVDKKLDI
LESGQMNILLSFVEFLEKLLSNPSGS
FTPPEFHNLSSFSELVLNRSVSWKN
HFKSLKADSAAAAAAQKLLEFDKMV
IEKIQRFKNHWMGQESKNTLRFIELI
ILEINSELQEFWLNGISQEERANIEIL
SRLVNFSVADYEKNFFKSFNFSQLF
HSNWPRSPARNADFIHLSETIIHSLY
ELSFLTQEQVSIALNTIYALQNTSEF
FSALSEPQKQELDNLLTHTYINVFKD
KDIALFLKTFSSFYQYLHKFLNIQNR
EPLITYLTQVSRHILDLIKQFNIQNLR
RAFLFLSEATEALGTIPEVSYCRQLL
SIFSLLELEAQSLMARGGPAEAVIHA
SLTGLKQLFSADEGFRVSLLQYVAQ
FLNGSAETLLANECFILKNATISSVN
YSGNEGSSLPFPWTQFFSNLSVNGS
EISEFTAIHCTLSWIQTWTEIWGSIS
QIFKLDQSIFTPLHVGITQLLDDLGN
GRDISKDCQGIVPTYHTARLILNLFK
NVTQENGFHDWDDLQNLRDLWVT
FDNELTAVQSLNLDQVEKSFITMET
SLHQLKTFPMKINASREFLYPLFDVF
LELSKASDYVDRDVELINNFLSTNLT
DHRAEFASVITELRETILLLRNVSQG
RALSSCADIFQRVTELIFEDSLLPAN
TSNKPAHILAMLSSVFSSKNTSSSLE
GCIAWTDIINRLCIMCNSSSLPRHSH
SLLGNFKDIGNKMSYVLKILTWMLN
KKVPTCPWNESNIHCINIYLKDITDF
LNIILATGLEKENVPNVEILLALFND
STKQVGMIITNLTKELNVASQSNWK
HFKDLLLRPIEMSDDIPDQFQKIWQ
HIIELGKEMQALLKGIFPSVLGKNSS
SDIETMFSVFSTSPKERDINHLGKSI
YNLANYFAVNLTHNLQNSSEVVPHE
ILKAVDLGIQLTRDVFNSLMPAVRFN
IPQNSDHAQALKKVTSLMHSLKKAD
IDLLVGQLGENSEILMSFFKNLSRSG
INSLGINTLVGLLEKFVDSSHSWSVS
QLLRLSRLLPKDVVDTVLDVYYALPH
IVGLLQRITDKNITESLRDVYNFTLL
HGIAMFNITKEDFADVAKTLRDTVE
LVSDEPTVVPEVLMCLSRIWCSNYT
TLRLERNPKVEGCNIQRHMSSSFLR

False False False 0.796 0.807 0.707 0.724 3.238 0.997



0

MVATLLDLLHLPPPSDSQCIGEKSR
GEITRRVVCAVHELADWNSILSELLE
MFRGENLLSKILQGFWQRVLPFMSS
LGIQGNGSTPELCPSSTIKQGALQIIE
KLKYGNSTKFPLGGNILDKLGKLDKI
LNFTKGTEKSVQSNVYLNLERIFKLI
SATWTLRNSTQYLLSPFMNFLNVN
HTNRSLFKNDKATYKFEEQWLEFK
HIFKDLASNLSLGQLFSDINKNIQGV
GLQNTTVQFSELLELLDSSPLKAPEII
EDFLFLIKDWLRGYENEDFFRFMQR
LLNAMASKNSTDVSMLARDFTMYL
GYLRNQSREGNFDVGFLSHMLNQE
QLTDLSAIQWFLESIVMNSVNNFAE
LSQQAAPSFSGTTLQIADFMNLILN
HMQSKNDGEAAGRTEDFLKQLLET
FFSSLLSGLPENQISLLLKDFHSNVT
AETRDKILESLKLDPVFTWMNKSPS
MNIFSSLKTIYYLIKDSISLGNRELSG
ILKGLSHEDPREPMVKTDTEGHLDF
FTVVAQFLSQVNTSEDLSKFNQNLR
SVLHLVQESSAEMATIMDIVLHSTT
QACPSSYPMLQHTMVAKLSDLFSVV
NSSFPLRNRETLESTMRLFATISRVG
EESHVLESALEISRTLTMLVNSTTEL
GSLASSVDSIVRLLSLAKKVSRKMAT
MLRTLSIFSREDSGKFFDTLYSIVLQ
NVQRHVKQTLKKVDPSILEKTKELLI
PFLDLVFGMIGITPNVSQDSDVFSIS
SNMLSYVNQSRDFSEILEELAGNLT
SIKISSRDWEHLVVMIKNRTQNFSN
DAGDLWEGILDCLVPISNITNQMDF
LKLHELSSTRHPQVLKQERSHDIIRF
LDGMLTDNSTERETFLKMVIDLTLQ
ALWNGLKEDNWDIFNLLLTFARNP
NDLLKTIESVVEASSEIPSSSLNDFN
QDSFSDLSLIQNTTRYQLAKAVLIGL
SRTGFSRGGLPLNNTQWTHFTHSLF
HPDYNSFSNSAPHQNVTLAEDGRTK
EEMMAIPHGFGPVSSLQKFLKALFV
SIEQWQKVPQAEQSVFEMCQVFRQ
LQKPMEAVEMLHRVEMMTLRVFIIL
AGNPSLTKDILCSMLSCKQGGMRH
LILSALQGVTLVHRHYQEIGKIWSSP
DQLDCERLSRNLSSALEGFKSILENT
SSHGCTCQPPVGTVQQHMHRLTKS
LEEAWMSKVPVIKFLSNLTVTEDVTI
KDLVKNTTRLTEDLRTFFHISEETIH
SVLEANISHSKVLSSVLTIALSGKCD
EEILHLLLTFPETEKSWFATRELCSL
PGSQVFSLLVMMGQNLNLRSLIYKT
LIPSEANGLLKSLLDVIASLSSIVARA
RHTLEYLPEFLHTFKITTLLGMSDFQ
QVSTNGPARSSAFSSFQSVMKLLCK
DQESFLSNSNMFINLPRVNELLEDD
KEKFNIPQDSTPFCLKLYQEILQSPN
GALVWSFLKPVLHGKILYTPNSPEIN
EVIQKANYTFYFVDKIKILSETFLKMS
SLFQESGNGQMFKQLQDALRNKFIR
NFVESQLHIDMDKLTEDLQTYGQKL
DKMFNHMEAGNFQFLGGILANLSS
CVLLDRFQAVETVDTLETKAHELMQ
QNSFLASIIFNSSLGHRHIRSAPHKL
PPHVTYTIRTNILYSMRTDMIKNPSW
KFHPQNLPASGFKYNYIFVPLQDMI
ERAIIVVQTGQESLEPTAQAQAAPYP
CHTSDLFLNNVGFFFPLIMMLTWM
VSVASMVRKLVYEREIQIEEYMRIM
GLHPVIHFLSWFLENMATLALSSAA
LALILKMSGIFMHSDAFIIFLYLLNFG
VSAVMLSYFLSVFFNKANTAALCTS
LGYMISFLPYVVLLVLHNQLSFALQT
LLCLLSTTAFGQGVFFITFLEGQEEG
IQWGNMYRAPEPGGMTFGWVCWM
ILFDSILYFLGGWYFSNLVPGTFGLG
KPWYFPFTASYWKSICGLMERRRCS



LSSGLFFFNEDFGNKGLSQQNGPG
EMEGGSPGVALISVTKEYEDHKVAV
QELTLTFHRDQITALLGTNGAGKTTI
ISMLMGLFPPTSGTIIVNGKNLQTDF
SKVREELGVCPQHDVLLDNLTVREH
LMLFASIKAPWWTNKELRQQVNKT
LEEVELTQHQHKPARVLSGGMKRK
LSIGIAFMGMSKTVVLDEPSSGVDPC
SRRSLWNILLKYRKGRTIIFTTHHLD
EAEVLSDHVAVLQQGRLRCYAPPAG
LKETYGQGLTLTLSKQPSVLESQEPK
DVARVTSLIQVYIPQAFLKDSNGGEL
TYTIPKDADKTCFKGLCQALDQNLQ
HLHLTGYGISDTTLEEVFLMLLQDT
NKKSYITPDNKLESQNEKPVGPCLR
HCGSLMRTLPDSLPEPMGGCQLLL
GQAGALLRKRLLHTLRAWKSTTSDL
FLPVLFVALAMGLFMVQPLAITYPPL
KLTPGHYETAEAYFFSSGNHDPDLT
HVLLRRFGDQDPVCSDAQWVNSSS
WHRDPYSGPEFQDSCGCLKCPNKS
AGAPYLTNCLGHTLLNLSGYDVEEY
LLVPSAKPRLGGWSFGVQIPNEAED
VKTNTSKPKTLAKVWYNQKGFHSLP
SYLNHLNNLILWQNLPAHAADWRQ
YGITLYSHPYGGALLNEDRILESIRQC
GVALCIVLGFSILSASIGSSVVKDRVT
GAKRLQHISGLGYRTYWLINFLYDM
LFYLVSVCLCVAIIAAFQLTAFTFREN
LAATALLLALFGYAMIPWMYLISRIF
SSSDVAFISYISLNFIFGLCTMLMTT
MPRLLAIISKAQSLQKIYDVLKWVFTI
FPQFCLGQGLIELCYNQIKYDLTHNF
GIDSYVSPFEINFLGWIFVELTLQGT
FLLLLRILLHGDCLRWPRGHSALQDI
VKPVKDIDVEKEQMRVLEGRTGGD
MLVLCNLSKSYRGVCRGKTTAVHGI
SLGISRGECFGLLGVNGAGKSTTFKI
LNGETPPSSGYATIRTPQGWLQIW


