}Jl;l iprotKB Entry name organism full name |oglcnacscore [oglcnac sites phosphorylation sites |PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion ::32‘
Q6PB44 PTN23_MOUSE |Mus Tyrosine-  |48.775771 S106;T818;T827;T880;T881;5S885;S [T744;51178;S1179;T1187(22645316;27669760;40885482;368 [MEAVPRMPMIWLDLKEAGDFHFQS (True False 3.227 |4.435 [0.971 0.582
musculus [protein 1540;S1552;T1557;T1676 52467;40021952;28528544;346785 |AVKKFVLKNYGENPEAYNEELKKLE
iphosphatase 16;39627609;34418053;40997131 |LLRQNAIRVARDFEGCSVLRKYLGQ
non- LHYLQSRVPMGSGQEAAVAVTWTEI
receptor FSGKSVSHEDIKYEQACILYNLGALH
type 23 SMLGAMDKRVSEEGMKVSCTHFQC

IAAGAFAYLREHFPQAFSVDMSRQIL
TLNVNLMLGQAQECLLEKSMLDNR
KSFLVARISAQVVDYYKEACRALENP
DTASLLGRIQKDWKKLVQMKIYYFA
IAVAHLHMGKQAEEQQKFGERVAYF
QSALDKLNEAIKLAKGQPDTVQDAL
RFAMDVIGGKYNSAKKDNDFIYHEA
'VPALDTLQPVKGAPLVKPLPVNPTDP
IAVTGPDIFAKLVPMAAHEASSLYSEE
KAKLLREMLAKIEDKNEVLDQFMDS
MQLDPETVDNLDAYNHIPPQLMEK
CAALSVRPDTVKNLVQSMQVLSGVF
TDVEASLKDIRDLLEEDELQEQKLQ
ETLGQAGAGPGPSVAKAELAEVRRE
WAKYMEVHEKASFTNSELHRAMNL
HVGNLRLLSGPLDQVRAALPTPALT
PEDKAVLQNLKRILAKVQEMRDQRV
SLEQQLRELIQKDDITASLVTTDHSE
MKKLFEEQLKKYDQLKVYLEQNLAA
QDNVLRALTEANVQYAAVRRVLSEL
DQKWNSTLQTLVASYEAYEDLMKKS
QEGKDFYADLESKVATLLERAQSICR
IAQEAARQQLLDRELKKKAPPPRPTA
PKPLLSRREEGEAVEAGDTPEELRSL
PPDMMVGPRLPDPFLGTTAPLHFSP
GPFPSSTGPATHYLSGPLPPGTYSGP
TQLMQPRAAVPMAPATVLYPAPAYT
SELGLVPRSSPQHGIVSSPYAGVGPP
QPVVGLPSAPPPQLSGPELAMTVRP
IATTTVDSVQAPISSHTAPRPNPTPAL
PQPCFPVPQPVPQSVPQPQPLPVPYT
'YSIGTKQPLPAPYTYSIGTKQHLTGPL
PQHQFPPGIPTGFPVPRTGPQAQAQ
PQPQPQPQPQPQPQPQPQPQPQSQS
QPQPQPQPQPQRPAFGPQPTQQPLP
FQHPHLFPSQAPGILPPPPPTPYHFT
PQPGVLGQPPPTLHTQLYPGPSQDP
LPPHSGALPFPSPGPPHPHPTLAYGP
IAPSPRPLGPQATPVSIRGPPPASQPT
PSPHLVPSPAPSPGPGPVPSRPPTAE
PPPCLRRGAAAADLLSSSPESQHGG
TQPPGGGQPLLQPTKVDAAEGRRPQ
IALRLIEQDPYEHPERLQQLQQELEA
FRGQLGDAGALDAIWRELQEAQEH
DARGRSIAIARCYSLKNRHQDVMPY
DSNRVVLRSGKDDYINASCVEGLSP
'YCPPLVATQAPLPGTAADFWLMVHE
QKVSVIVMLVSEAEMEKQKVARYFP
TERGQPMVHGALSVALSSIRTTETH
VERVLSLQFRDQSLKRSLVHLHFPT
WPELGLPDSPGNLLRFIQEVHAHYL
HQRPLHTPIVVHCSSGVGRTGAFAL
LYAAVQEVEAGNGIPELPQLVRRMR
QQRKHMLQEKLHLKFCHEALVRHV
EQVLQRHGVPPPGKPVASVNISQKN
HLPQDSQDLVLGGDVPISSIQATIAK
LSIRPLGGLDSPAASLPGLVEPPGLP
PASLPESTPVPSSSPPPLSSPLPEAPQ
PEEEPSVPEAPSLGPPSSSLELLASLT
PEAFSLDSSLRGKQRMSKQNFLQA
HNGQGLRAAQPTDDPLSLLDPLWTL
NKT




