UniprotkB Entry name organism full oglcnacscore o'glcnac p.h osphorylation PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi extl:acellular
ID name sites sites reticulum apparatus membrane region
AOAOAOMQ79 [AOAOAOMQ79 _MOUSE Mus NaN [22.380232 NaN NaN 37507081 MSEKSGQSTKAKDGKKYATLSLFNT |None None None [None None None None None None

musculus

[YKGKSLETQKTTARHGLQSLGKVGIS
RRMPPPANLPSLKAENKGNDPNVNI
IVPKDGTGWASKQEQHEEEKAPEVS
PAQPKPGVAAPPEVAPAPKSWASNK
QGGQGDGIQVNSQFQQEFPSLQAA
GDQEKKEKEANDENYGPGPSLRPP
NVACWRDGGKSAGSPSSDQDEKQL
GQDESTAITSEQNDILKVVEKRIACG
PPQAKLNGQQPALASQYRAMMPPY
MFQQYPRMAYPPLHGPMRFPPSLS
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
IADISGNKTPDLSNQNSSDQANEEW
ETASESSDFNERRERDEKKNADKSS
QAVVKAGESVLPPKREIAKRSFSSQR
PGVDRQNRRGNNGPPKSGRNFSGP
RNERRNGPPSKGGKRGPFDDQASG
TAGADPVSGNSAHHQEGVPNGAGQ
KNSKDAAGKKREDTKPGPKKPKEKV
DALSQFDLNNYASVVIIDDHPEVTVI
EDPQSNLNDDGFTEVVSKKQQKRL
QDEERRKKEEQVVQVWSKKNIGEK
GRSQTSKLPPRFAKKQATGTQQIQAP
PSAPVPVSSSAPGLTAPAAAAPASTP
IAPVPILASATALVPVSTPAPVLTSCPA
PVPTSASAPVPASTSSPVTASSSSQP
SVPAPTPVLASASTTVSVPILTSASIPI
LASALAPATVSSPTPVVSATAVPSIST
PAVPASAPTASVPLAPASAASTVPPP
IASTVQTQTQTQTHKPVQSPLPPSAPS
SKQPPPSIRLPSAQTSNGTDFVAAGK




SMPTSQSHGSLTAELWDSKVAAPAV
LNDISKKLGPISPPQPPSVSAWNKPL
TSFGSATSSEGTRNGQESGVEIGIDT
IQFGAPASNGNENEVVPVLSEKATD
KVPEPKEQRQKQPRAGPIKAQKLPD
LSLVENKEHKPGPIGKERSLKNRKV
KDAQQVEPEGQEKPSPAVVRSTDPE
TAKETKAVSEMSAEIGAMISVSSAEY
GSDAKESVTDYTTPSSSLPNTVATN
NAKMEDTLVNNVPLPNTLPLPKRET
IQQSSSLTSVPPTTFSLTFKMESARK
IAWENSPNLREKGSPVTSTAPPIVSG
IVSSSASGPSTANYSSFSSASMPQIPV
ASVTPTASLSGAGTYTTSSLSTKSTTT
SDPPNICKVKPQQLQTSSLPSASHFS
QLSCMPSLIAQQQQSPQVYVSQSAA
IAQIPAFYMDTSHLFNTQHARLAPPS
LAQQQGFQPGLSQPTSVQQIPIPIYA
PLQGQHQAQLSLGAGPAVSQAQELF
SSSIQPYRSQPAFMQSSLSQPSVVLS
GTAIHNFPAVQHQELAKAQSGLAFQ
QTSNPQPIPILYDHQLGQASGLGSSQ
LIDTHLLQARANLTQASNLYSGQVQ
QPGQTNFYNTAQSPSALQQVTVPLP
ASQLSLTNFGSTGQPLIALPQTLQPQ
LQHTTPQAQAQSLSRPAQVSQPFRG
LIPAGTQHSMMATTGKMSEMELKA
FGSGIDIKPGTPPIGGRSTTPTSSPFR
IATSTSPNSQSSKMNSVVYQKQFQSA
PATVRMAQPFPAQFAPQILSQPNLV
PPLVRAPHTNTFPAPVQRPPMALAS
QMPPPLTTGLMSHARLPHVARGPC
GSLSGVRGNQAQAALKAEQDLKAK
QRAEVLQSTQRFFSEQQQNKQIGGK
TQRVDSDTSNPETLSDPPGTCPEKV
EEKPPPAPTITTKPVRTGPIKPQAIKT
EETKS




