}11;1 iprotkB Entry name |organism |full name |oglcnacscore oglcnac p'h osphorylation PMIDS |[sequence intracellular [extracellular cytosol [nucleus mitochndrion em!oplasmlc golgi plasma extr"acellular
sites sites reticulum apparatus membrane region
Q07113 MPRI_MOUSE |Mus Cation- 22.380232 NaN S2401;S2471;S2476 (37507081 MRAVQLGPVPSGPRVALLPPLLLLLL [True True 2.138 5.0 2.102 2.213 4.028 4.314 4.63
musculus [independent LAAAGSAQAQAVDLDALCSYTWEAV
mannose-6- DSKNNAVYKINVCGNVGISSCGPTS
phosphate IAICMCDLKTENCRSVGDSLLRSSAR
receptor SLLEFNTTMGCQPSDSQHRIQTSITF

LCGKTLGTPEFVTATDCVHYFEWRT
TAACKKDIFKADKEVPCYAFDDKLQ
KHDLNPLIKLNGGYLVDDSDPDTSL
FINVCRDIDSLRDPSTQLRVCPAGTA
IACLLKGNQAFDVGRPKEGLKLLSKD
RLVLTYVKEEGEKPDFCNGHSPAVT
IVTFVCPSERREGTIPKLTAKSNCRYE
VEWITEYACHRDYLQSESCSLSSEQ
HDITIDLSPLAQYGGSPYVSDGREYT
FFINVCGDTKVSLCNNKEAAVCQEK
KADSTQVKIAGRHQNQTLRYSDGDL
TLIYSGGDECSSGFQRMSVINFECN
KTAGKDGRGEPVFTGEVDCTYFFTW
DTKYACIKEKEDLLCGAINGKKRYDL
SVLARHSESEQNWEAVDGSQAESE
KYFFINVCHRVLQEGKARNCPEDAA
IVCAVDKNGSKNLGKFVSSPTKEKGH
IQLSYTDGDDCGSDKKISTNITLVCK
PGDLESAPVLRAARSDGCFYEFEWH
TAAACVLSKTEGENCTVLDAQAGFS
FDLSLLTKKNGAYKVETEKYDFYINV
CGPVSMDPCQSNSGACQVAKSGKS
IWNLGLSSTKLTYYDGMIQLSYRNGT
PYNNEKHTPRATLITFLCDRDAGVG
FPEYQEEDNSTYNFRWYTSYACPEE
PLECMVTDPSMMEQYDLSSLVKSE
GGSGGNWYAMENSREHVTRRKYYL
NVCRPLNPVPGCDRYASACQMKYE
NHEGSLAETVSISNLGVAKIGPVVEE
SGSLLLEYVNGSACTTSDGQLTTYST
RIHLVCGRGFMNSHPIFTFNWECVV
SFLWNTEAACPIQTITETDQACSIRD
PSSGFVFNLSPLNDSAQGHVVLGIG
KTFVENICGAMPACGTVAGKPAYGC
EAETQIEDIKDLRPQRPVGMERSLQL
SAEGFLTLTYKGSSPSDRGTAFIIRFI
CNDDIYPGAPKFLHQDIDSTRGIRNT
YFEFETALACTPSLVDCQVTDPAGN
EYDLSALSMVRKPWTAVDTSAYGKR
RHFYLSVCNPLPYIPGCHGIALGSCM
IVSEDNSFNLGVVQISPQATGNGSLSI
LYVNGDRCGDQRFSTRIVFECAQTS
GSPMFQFVNNCEYVFVWRTVEACP
VIREEGDNCQVKDPRHGNLYDLKPL
GLNDTIVSVGEYTYYLRVCGKLSSDV
CSAHDGSKAVSSCQEKKGPQGFQK
IVAGLLSQKLTFENGLLKMNYTGGDT
CHKVYQRSTTIYFYCDRTTQKPVFLK
ETSDCSYMFEWRTQYACPPFNVTEC
SVQDAAGNSIDLSSLSRYSDNWEAV
TRTGATEHYLINVCKSLSPHAGTEPC
PPEAAVCLLNGSKPVNLGKVRDGPQ
WTDGVTVLQYVDGDLCPDKIRRRSTI
IRFTCSDNQVNSRPLFISAVQDCEYT
FSWPTPSACPVKSNTHDDCQVTNPS
TGHLFDLSSLSGRAGINASYSEKGLV
FMSICEENENCGPGVGACFGQTRIS
IVGKASKRLSYKDQVLQLVYENGSPC
PSLSDLRYKSVISFVCRPEAGPTNRP
MLISLDKQTCTLFFSWHTPLACEQA
TECTVRNGSSIIDLSPLIHRTGGYEAY
DESEDDTSDTTPDFYINICQPLNPM
HGVPCPAGASVCKVPVDGPPIDIGRV
TGPPIFNPVANEVYLNFESSTHCLAD
RYMNYTSLITFHCKRGVSMGTPKLI
RTNDCDFVFEWETPIVCPDEVKTQG
CAVTDEQLLYSFNLTSLSTSTFKVTR
DARTYSIGVCTAAAGLGQEGCKDGG
IVCLLSGNKGASFGRLASMQLDYRH
QDEAVILSYVNGDPCPPETDDGEPC
IVFPFIYKGKSYDECVLEGRAKLWCS




KTANYDRDHEWGFCRQTNSYRMSA
IIFTCDESEDIGRPQVFSEDRGCEVT
FEWKTKVVCPPKKMECKFVQKHKT
YDLRLLSSLTGSWDFVHEGNSYFIN
LCQRVYKGPLDCSERASICKKSATGQ
IVQVLGLVHTQKLEVIDETVIVTYSKG
[YPCGGNKTASSVIELTCAKTVGRPAF
KRFDSVSCTYYFYWYSRAACAVRPQ
EVIMVNGTLTNPVTGKSFSLGEIYF
KLFSASGDMRTNGDNYLYEIQLSSIT
SSSYPACAGANICQVKPNDQHFSRK
IVGTSDMTKYYVQDGDLDVVFTSSSK
CGKDKTKSVSSTIFFHCDPLVKDGIP
EFSHETADCQYLFSWYTSAVCPLGV
DFEDESAGPEYKGLSERSQAVGAVL
SLLLVALTGCLLALLLHKKERRETVI
NKLTSCCRRSSGVSYKYSKVSKEEE
TDENETEWLMEEIQVPAPRLGKDG
QENGHITTKAVKAEALSSLHGDDQD
SEDEVLTVPEVKVHSGRGAEVESSQ
PLRNPQRKVLKEREGERLGLVRGEK
IARKGKFRPGQRKPTAPAKLVSFHDD
SDEDLLHI




