}Jl;l iprotKB Entry name organism (full name |oglcnacscore o-glcnac p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi ex
sites sites reticulum |apparatus membrane re
P10586 PTPRF_HUMAN [Homo Receptor-  (20.143272 NaN S1305 34019948;35138101;33214551;393 [MAPEPAPGRTMVPLVPALVMLGLVA [False True 1.309 |[1.892 |1.277 2.015 2.156 4.718 4.2
sapiens type 02247 .GAHGDSKPVFIKVPEDQTGLSGGVA
tyrosine- SFVCQATGEPKPRITWMKKGKKVSS
protein QRFEVIEFDDGAGSVLRIQPLRVQRD
phosphatase EATYECTATNSLGEINTSAKLSVLEE
F EQLPPGFPSIDMGPQLKVVEKARTA

TMLCAAGGNPDPEISWFKDFLPVDP
IATSNGRIKQLRSGALQIESSEESDQG
KYECVATNSAGTRYSAPANLYVRVR
RVAPRFSIPPSSQEVMPGGSVNLTC
VAVGAPMPYVKWMMGAEELTKEDE
MPVGRNVLELSNVVRSANYTCVAIS
SLGMIEATAQVTVKALPKPPIDLVVT
ETTATSVTLTWDSGNSEPVTYYGIQY
RAAGTEGPFQEVDGVATTRYSIGGLS
PFSEYAFRVLAVNSIGRGPPSEAVRA
RTGEQAPSSPPRRVQARMLSASTML
VQWEPPEEPNGLVRGYRVYYTPDSR
RPPNAWHKHNTDAGLLTTVGSLLPG
ITYSLRVLAFTAVGDGPPSPTIQVKTQ
QGVPAQPADFQAEVESDTRIQLSWL
LPPQERIIMYELVYWAAEDEDQQHK
VTFDPTSSYTLEDLKPDTLYRFQLAA
RSDMGVGVFTPTIEARTAQSTPSAPP
QKVMCVSMGSTTVRVSWVPPPADS
RNGVITQYSVAYEAVDGEDRGRHVV
DGISREHSSWDLVGLEKWTEYRVW
IVRAHTDVGPGPESSPVLVRTDEDVP
SGPPRKVEVEPLNSTAVHVYWKLPV
PSKQHGQIRGYQVTYVRLENGEPRG
LPIIQDVMLAEAQWRPEESEDYETTI
SGLTPETTYSVTVAAYTTKGDGARSK
PKIVITTGAVPGRPTMMISTTAMNT
IALLQWHPPKELPGELLGYRLQYCRA
DEARPNTIDFGKDDQHFTVTGLHKG
TTYIFRLAAKNRAGLGEEFEKEIRTP
EDLPSGFPQNLHVTGLTTSTTELAW
DPPVLAERNGRIISYTVVFRDINSQQ
ELQNITTDTRFTLTGLKPDTTYDIKV
RAWTSKGSGPLSPSIQSRTMPVEQV
FAKNFRVAAAMKTSVLLSWEVPDSY
KSAVPFKILYNGQSVEVDGHSMRKL
IADLQPNTEYSFVLMNRGSSAGGLQ
HLVSIRTAPDLLPHKPLPASAYIEDG
RFDLSMPHVQDPSLVRWFYIVVVPI
DRVGGSMLTPRWSTPEELELDELLE
IATEQGGEEQRRRRRQAERLKPYVAA
QLDVLPETFTLGDKKNYRGFYNRPL
SPDLSYQCFVLASLKEPMDQKRYAS
SPYSDEIVVQVTPAQQQEEPEMLWV
TGPVLAVILIILIVIAILLFKRKRTHSPS
SKDEQSIGLKDSLLAHSSDPVEMRR
LNYQTPGMRDHPPIPITDLADNIERL
KANDGLKFSQEYESIDPGQQFTWEN
SNLEVNKPKNRYANVIAYDHSRVILT
SIDGVPGSDYINANYIDGYRKQNAYI
IATQGPLPETMGDFWRMVWEQRTAT
IVVMMTRLEEKSRVKCDQYWPARGT
ETCGLIQVTLLDTVELATYTVRTFAL
HKSGSSEKRELRQFQFMAWPDHGV
PEYPTPILAFLRRVKACNPLDAGPMV
IVHCSAGVGRTGCFIVIDAMLERMKH
EKTVDIYGHVTCMRSQRNYMVQTE
DQYVFIHEALLEAATCGHTEVPARN
LYAHIQKLGQVPPGESVTAMELEFK
LLASSKAHTSRFISANLPCNKFKNRL
IVNIMPYELTRVCLQPIRGVEGSDYIN
IASFLDGYRQQKAYIATQGPLAESTED
FWRMLWEHNSTIIVMLTKLREMGR
EKCHQYWPAERSARYQYFVVDPMA
EYNMPQYILREFKVTDARDGQSRTI
RQFQFTDWPEQGVPKTGEGFIDFIG
QVHKTKEQFGQDGPITVHCSAGVGR
TGVFITLSIVLERMRYEGVVDMFQTV
KTLRTQRPAMVQTEDQYQLCYRAAL
EYLGSFDHYAT




