UniprotKB Entry name organism full oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane [region
B2RR24 B2RR24 _MOUSE Mus NaN [38.223321 NaN NaN 40997131 MPRGRPPKPRDGAARGDSDGVLAL [True False 1.547 |4.181 |False False False False False

musculus

NDEDIDDDCPIPNFHKCEICLLSFPK
ESQFQRHMREHEQNDKPHRCDQC
PQTFNVEFNLTLHKCTHNAEDPVCP
IVCNKKFSRVASLKAHIMLHEKEENL
ICSECGDEFTLHSQLAIHMEEHRQE
LANTRAHTCKACKKEFETSPELKEH
MKTHCKVRASGTRSYNRNIDRSSFP
YSCPHCGKTFQKPSQLTRHIRIHTGE
RPFKCSECGKAFNQKGALQTHMIK
HTGEKPHACAFCPAAFSQKGNLQS
HVQRVHSEATIFQTLPLQQVEAQVS
SVSSEQSSQAVSDVIQQLLELSEPGP
IVEAQQSPQSGRQLSVTVGINQDILQ
QALENSGLSSLPVAAPPSDCSHAQT
IATVSTQSPHASSVSAEQADPMDAEQ
EKGQESPEKTDKKEKKLLKKKSPFL
PGSIREENGVRWHVCPYCTKEFRKP
SDLVRHIRIHTHEKPFKCPQCFRAFA
VKSTLTAHIKTHTGIKAFKCQYCMKS
FSTSGSLKVHIRLHTGVRPFACPHC
DKKFRTSGHRKTHVASHFKHTELRK
LRQQRKPVKGRVGKSSVPVPDIPLQ
EPILITDLGLIQPIPKNQFFQNYFNNS
FGNEADRPYKCFYCHRAYKKSCHLK
QHIRSHTGEKPFKCSQCGRGFVSAG
VLKAHVRTHTGLKSFKCLICNGAFT
TGGSLRRHMGIHNDLRPYMCPYCQ
KTFKTSLNCKKHMKTHRYELAQQL
QQHQEASSMDDDSTVDQQSMHVA
IAPMPVEIESAELQQTPETVAADPESI
LELGPQHVVGTEDAALGQQLADQPL
EADEDGFTASQAPLPGHMDQFEEQ
GTPQPSFESAGLPQGFTVTDTYSQQ
TSFPPVQQLQDSSTLESQALSTSFH
QQNLLQVPNSDAINVATRLLPESSQ
EDLDLQTQGPQFLEDSEDQSRRSYR
CDYCNKGFKKSSHLKQHVRSHTGE
KPYKCKLCGRAFVSSGVLKSHEKTH
TGVKAFSCSICNASFTTNGSLTRHM
ATHMSMKPYKCPFCEEGFRTAVHC
RKHMKRHQAVSSAAAAAAETEGGD
TCVEEDEENSDRSASRKPRPEVITFT
EEETAQLAKIQPQESATVSEKVLVQS
IAAEKDRISEMKDKQAELEAEPKHAN
CCTYCPKSFKKPSDLVRHVRIHTGE
KPYKCDECGKSFTVKSTLDCHVKTH
TGQKLFSCHVCSNAFSTKGSLKVH
MRLHTGAKPFKCPHCELRFRTSGRR
KTHMQFHYKSDPKKARKPVTRSSSE
SLQSVNLLNSSSTDPNVFIMNNSVL
TGQFDQNVLQPGLVGQAILPASVSA
GGDLTVSLTDGSLATLEGIQLQLAAN
LVGPNVQISGIDASSINNITLQIDPSIL
QQTLQQGSLLAQPITGESSTASQNSS
LQTSDSTVPASVVIQPLSGLSLQPTV
TSANLTIGPLSEQDSVLTTSSSGSQD
LSQVMTSQGLVSTSTGPHEITLTINN
SSLSQVLAQAAGPTASSSSGSPQEIT
LTISELNPSSGSLPSTAPMSPSAISAQ
NLVMSSSGVGADASVTLTLADTQGV
LSGGLDTVTLNITSQGQQFPALLTDP
SLSGQGGAGSPQVILVSHTPQSSSAA
GEEIAYQVTDVPAQLTPHSQPEKEGL
SHQCLDCDRAFSSAAVLMHHSKEV
HGKERIHGCRVCRKAFKRATHLKEH
MLTHQAGPSLSSQKPRVFKCDSCEK
AFAKPSQLERHSRIHTGERPFHCTL
CDKAFNQKSALQVHLKKHTGERPYR
CDYCVMGFTQKSNMKLHMKRAHS
FVGTLQAATVVQEQDGDELRTLHLE
EVVPEAAGEWQTLTNVF




