}Jl;l iprotkB Entry name |organism full name joglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion en(!oplasmlc golgi pL
reticulum |apparatus m¢
Q9WU40 |[MAN1_MOUSE Mus Inner 38.939326 $28;5296;5298;S311S28;5S136;S137;S140;S261;S263;S2 |40997131;36852467 MAAATAAAAPQQLSDEELFSQLRRY (True False 1.506 |5.0 1.075 1.874 1.359 3.2
musculus |[nuclear 87;S412;S787;T893;5921 GLSPGPVTESTRPVYLKKLKKLREEE
membrane QQQQQQQQQQQHRAGGRGNKTRN
protein SNNNNTATAMGGRPGSGDLAYLRS
Manl PAGLGRLSASAAESPVAGGSGGAAA

'VPAAGSKVLLGFSSDESDVEASPRE
QAGGGGGGGARRDRAALQYRGLRA
PPAPPAAGEVTGGHPGERRKPHSW
'WGARRPAGPEPQPPAAGSDGAAEDA
DEELADGEDRDPEAEEPLWASRAV
NGSRLLPYSSCREHYSDSEEEEEEG
EEDGDVAPARQVLKDDSLARHRPRR
SHSKPFSALTAKSGGSRQETSVQGG
GALAMNDRAAAAGSLDRSRNLEEA
AAEPGGGGGGGCGCDPVDSIPRYRA
GAKKLAPLLSPPSPDGDSTLESPTGP
LLKTNNHIGGGAFGVDSPGLYANSL
PPGATAAAAPGTLRINHANHTGSNH
TYLKTAYGKPKLCEPEEELLQQFKRE
EVSPTGSFSAHYLSMFLLTAACLFFL
ILGLTYLGMRGTGVPEDGGLIKNPFD
ETFGKIQESEKNLLMSTLYKLHDRL
AQIAGDHECGSSSQRMLSVQEAAAY
LKNLGPEYEDVFNTSLLWIFKNGKD
'VGIRCVGYGPEEDLTNITDVQFLQST
RPQMPFWCRFRRAFITVTHRLLLLC
LGVVLVCVALRYMRYRWTKEEEETR
QMYDMVVKIIDVLRSHNEACQETKD
LQPYMPLPHVRDSLIQPQDRKKMKK
VWDRAVDFLAANESRVRTETRRVG
GADFLVWRWIQPSASCDKTLVIPSK
VWQGQAFHLDRRNSPPNSLTPCLKI
RNMFDPVMEIGDHWHLAIQEAILEK
CSDNDGIVHIAVDRNSREGCVYVKC
LSPEYAGKAFKALHGSWFDGKLVTV
KYLRLDRYHHRFPQALTCNTPLKPA
NKHMNSLSHLRLRTGLANSQGSS




