
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

S4R294 S4R294_MOUSE Mus
musculus

NaN 25.775171 NaN NaN 34678516 MSEKSGQSTKAKDGKKYATLSLFNT
YKGKSLETQKTTVAARHGLQSLGKV
GISRRMPPPANLPSLKAENKGNDPN
VNIVPKDGTGWASKQEQHEEEKAPE
VSPAQPKPGVAAPPEVAPAPKSWAS
NKQGGQGDGIQVNSQFQQEFPSLQ
AAGDQEKKEKEANDENYGPGPSLRP
PNVACWRDGGKSAGSPSSDQDEKQ
LGQDESTAITSEQNDILKVVEKRIAC
GPPQAKLNGQQPALASQYRAMMPP
YMFQQYPRMAYPPLHGPMRFPPSLS
EANKSLRGRGPPPSWASEPERPSILS
ASELKELDKFDNLDAEADEGWAGA
QMEVDYTEQLNFSDDDEQGSTSPK
ESSSEDQTAKTPESTENRKEVDEAS
STKSSSQIPAQPPVTKSPYGKGPPFN
QERGPSSHLPPPPKLLAQQHPPPPD
RQIPGRQGPFPSKPPVPDNDEIWKQ
RRKQQSEISAAVERARKRREEEERR
MEEQRKAACAEKLKQLDEKLGIIEK
QPSPEELREREREKERERELEKEKE
RELEKEQEKQREMERARQQEKELE
QQREKEQELQRLREQEKEGEPKEQ
EKEEKVEPQEPVVEPATENQESENN
CKKEEEPIFTRQDSNRSEKETTQVV
QEAEPESGAQPRPGYFKQFQKSLPP
RFQRQQEQMKQQQWQQQQQQQQ
QGVLPQTVPSQPSNGSVPPPPHRPL
YQPMQPHPQHLASMGFDPRWLMM
QSYMDPRMISGRPAMDIPPIHPGMI
PPKPLIRRDQMEGSPNSSESFEHIAR
SARDHGISLSEPRMMWGSDPYHAE
PQQAATPKSAEETGDARPETAMDHE
HMTAAYPVEHSQLETHSKTDVARDS
TETEEQKFLSRSLEDVKPRHVDTNT
QSACFDVIDQKSLPTSAEERISALES
QPARKRSVSHGSNHAQNAEEQRNE
PSVSIPKVINRCMDSKETVEKPEEKP
RKDGFLRSSEGPKPEKVYKSKSETR
WGPRPSSNRREEGNDRPVRRSGPIK
KPVLRDMKEEREQRKEKEGEKLEKV
TEKVVKAEKPEKKDLPLPLPPPAPAQ
PQPQPLVSPPVQPEPEKPPSTETSTL
TQKPSQDEKPLEPVGSVQVEPVVKT
VNQQSVAAPTVKEEKPPEKVINKDV
GIERSRPDSRLAVKKDSSLPTRTYWK
EARDRDWFPDQGYRGRGRGEYYSR
GRSYRGSYGGRGRGGRGHTREYPQY
RDNKPRTEHVPSGPLRQREESETRS
ESSDFEVVPKRRRQRGSETDTDSEV
HESASDKDSVSKGKLPKREERPENK
KPVKPQSSFKPENHVRIDNRPLEKP
YIREEDKSKPGFLPKGEPTRRGRGGT
FRRGGRDPGGRPSRPATLRRPAYRD
NQWNTRQAEPPKPEDGEPPRRHEQ
FMPIPADKRPPKFERKFDPARERPR
RQRPTRPPRQDKPPRFRRLREREAA
SKTSEVLVPSNGTANNVVQEPVNPP
ADISGNKTPDLSNQNSSDQANEEW
ETASESSDFNERRERDEKKNADKSS
QAVVKAGESVLPPKREIAKRSFSSQR
PGVDRQNRRGNNGPPKSGRNFSGP
RNERRNGPPSKGGKRGPFDDQASG
TAGADPVSGNSAHHQEGVPNGAGQ
KNSKDAAGKKREDTKPGPKKPKEKV
DALSQFDLNNYASVVIIDDHPEVTVI
EDPQSNLNDDGFTEVVSKKQQKRL
QDEERRKKEEQVVQVWSKKNIGEK
GRSQTSKLPPRFAKKQATGTQQIQAP
PSAPVPVSSSAPGLTAPAAAAPASTP
APVPILASATALVPVSTPAPVLTSCPA
PVPTSASAPVPASTSSPVTASSSSQP
SVPAPTPVLASASTTVSVPILTSASIPI
LASALAPATVSSPTPVVSATAVPSIST

None None None None None None None None None



PAVPASAPTASVPLAPASAASTVPPP
ASTVQTQTQTQTHKPVQSPLPPSAPS
SKQPPPSIRLPSAQTSNGTDFVAAGK
SMPTSQSHGSLTAELWDSKVAAPAV
LNDISKKLGPISPPQPPSVSAWNKPL
TSFGSATSSEGTRNGQESGVEIGIDT
IQFGAPASNGNENEVVPVLSEKATD
KVPEPKEQRQKQPRAGPIKAQKLPD
LSLVENKEHKPGPIGKERSLKNRKV
KDAQQVEPEGQEKPSPAVVRSTDPE
TAKETKAVSEMSAEIGAMISVSSAEY
GSDAKESVTDYTTPSSSLPNTVATN
NAKMEDTLVNNVPLPNTLPLPKRET
IQQSSSLTSVPPTTFSLTFKMESARK
AWENSPNLREKGSPVTSTAPPIVSG
VSSSASGPSTANYSSFSSASMPQIPV
ASVTPTASLSGAGTYTTSSLSTKSTTT
SDPPNICKVKPQQLQTSSLPSASHFS
QLSCMPSLIAQQQQSPQVYVSQSAA
AQIPAFYMDTSHLFNTQHARLAPPS
LAQQQGFQPGLSQPTSVQQIPIPIYA
PLQGQHQAQLSLGAGPAVSQAQELF
SSSIQPYRSQPAFMQSSLSQPSVVLS
GTAIHNFPAVQHQELAKAQSGLAFQ
QTSNPQPIPILYDHQLGQASGLGSSQ
LIDTHLLQARANLTQASNLYSGQVQ
QPGQTNFYNTAQSPSALQQVTVPLP
ASQLSLTNFGSTGQPLIALPQTLQPQ
LQHTTPQAQAQSLSRPAQVSQPFRG
LIPAGTQHSMMATTGKMSEMELKA
FGSGIDIKPGTPPIGGRSTTPTSSPFR
ATSTSPNSQSSKMNSVVYQKQFQSA
PATVRMAQPFPAQFAPQKRAVGRGL
SHKTFGPRCWQSREQRFFSPRSGSS
LNSNRTNR


