UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular cytosol [nucleus mitochndrion eanplasmlC golgi plasma extl_"acellular
1D name sites sites reticulum |apparatus membrane fregion
AOA571BG59 |A0A571BG59_MOUSE |Mus NaN |22.380232 NaN NaN 37507081 |MAAQCTPSILTILVLLGLARAGPFSP |None None None (None [None None None None None

musculus

RSNVTLPAPRPPPKPGGPSSQLYEHT
VEGGEKQVVFTHRINLPPSAGCGCP
PGSEPPVPASEVQALRVRLEILEELV
KGLKEHCTGGCCPTAAQAGTGQTDV
RSLCSLHGVFDLSRCACSCEPGWGG
PTCSDPTDTKTPTSSPPSKSCPEDCN
DQGRCVRGRCVCFPGYSGPSCSWPS
CPGDCQGRGRCVKGVCVCRAGFSG
PDCSQRSCPRNCNQRGRCEEGRCV
CDPGYSGEDCGVRSCPRGCSQRGR
CENGLCVCNPGYSGEDCGVRNCPR
GCSQRGRCEDGRCVCDPGYSGEDC
SMRTCPWDCGDGGRCVDGRCVCW
PGYSGEDCSTRTCPRDCRGRGRCED
GECICDAGYSGDDCGVRSCPGDCNQ
RGHCEDGRCVCWPGYTGADCSTRA
CPRDCRGRGRCEDGVCVCHAGYSG
EDCGVRSCPGDCRGRGNCESGRCV
CWPGYTGRDCGTRACPGDCRGRGR
CVDGRCVCNPGFTGEDCGSRRCPG
DCRGHGHCENGVCVCAVGYSGDDC
STRSCPSDCRGRGQCLNGLCECDE
GYSGEDCGIRRCPRDCSQHGVCQD
GLCMCHAGYAGEDCSIRTCPADCRR
RGRCEDGRCVCNPGYTGPACATRTC
PADCRGRGRCVQGVCMCYVGYSGE
DCGQEEPPASACPGGCGPRELCRAG
QCVCVEGFRGPDCAIQTCPGDCRSR
GECIQGRCVCQEGYAGDDCGEEIPAI
QNMRMHLLEETTVRTEWTRAPGPV
DAYEIQFIPMTEGVSPPFTARVPSSA
SAYDQRGLAPGQDYQVTVRALRGTS
WGPPASKTITTMIDGPQDLRVVAVTP
TTLDLSWLRPQAEVDRFVVSYVSAG
NQRVRLEVPPEADRTQLTDLMPGVE
YVVTVTAERGHAVSYPASIRANTGSL
PSGLLEATDEPPPSGPSTTQGAQAPI
LILEHHPLGELKVLGRDKAGRLSVA
WTAQPDSFAHFQLRMQVAEGPWAH
EELLPGDVQQALVPPPPPGAPYKLFL
HGITPGGKISVPITYQGIMDRAQEQP
GKPSVQPRLGELTVTGLTSDSLLLH
WTVPEGEFDSFLIQYKDKDGPQAISV
EGPQRSTPISGLEPGRKYKFILYGLIG
KKRHGPLMAEAKILIQSDPDPGSPPR
LGELWVTDPTPHSLHLSWTVLGGQF
DSFVVQYRDKEGQPRVVPVEGPDRS
'VVISPLDPNRKYRFTLFGIANKKRYG
PLTADGTTAAETKEESSEPPRLGELT
VIGVTPDSLRLSWTVARGPFDSFVIL
YKDAQGQPQSVPIEGDENEVTVPGL
ESNRKYKMNLYGLRGRQRVGPVSV
'VAKTAPPDVVDQPLSPPEPSTEAPEP
PEKPLLRELIVIDTTPNSLSLSWTVS
EGQFDQFVIQYKNGDGQPKVVRVPG
HEDQVTISGLEPDHKYKMNLYGIHS
GQRVGPVSVVGVTAAEEEPPSPTEPS
TEAPEPTEEPLLGELTVTGSSPDSLS
LSWTVPQGDFDSFTVQYKSSDGRPQ
'VMRVGGQEREVIVRDLDPGHKYKM
NLYGLHEGHRVGPVSTVGTTDKQPE
EKPPLEPRLEELTVTGVTPNSVSLSW
IVPEGQFDSFVVQYQDRDGQPREVP
LTAEQREVTVLDLDPARIYKMNFYG
LHGRRRVGPLSVSAMTAPAPATEAS
KLLPEPRLGELTVTDVTPDSVGLLWT
VPEGEFDSFTVQYKDRDGQPHVVSV
AADLREVTIPGLEPSRKYKFLLFGVQ
DGKRRSQVSVEAKTATHDDTSPGAP
PRLGELWVTDPTTDSLRLSWTVPEG
HFDSFVVQFKDKSGPRVVPVKGQER
TATITALDAGRKYRFLLYGLLGRKRF
GPLTAEGITEPTNAADHTKSRLGEEL
RVTGVTQNSVDLSWTVSEGQFDSFV
VQYKDRDGQSQVVPVDGSHREVRV




SGLDPGRRYKLLLYGLRDSKRVGPLS
VIAVTDPRETTEAWTEVPTTSTPAAV
PRLGELRVEEATPHSLHLSWVVTEG
EFNSFEVQYTDRDGQLRVASTEGDQ
TDITLTGLESNHRYLITLYGFHDGQP
VGSAQIEALTVPWEEEEEEEESTEPP
TMTPEPRPQLGELTVTDATPDSLSLS
WTVPEGQFDQFVIQYKNGDGQPKVV
RVPGHEDQVTISGLEPDHKYKLNLY
GIHSGQRFGPVSTVGVTAAVEEPPSP
TEPSTEAPEPTEEPLLGELTVTGSSP
DSLSLSWTVPQGDFDSFTVQYKDSD
GRPQVMRVGGQEREVIVRDLDPGRK
YKMNLYGLHEGRRVGPVSTVGVTDP
KEEPTDASSLKPRLEELTVTDATPDS
LSLSWTVPEGQFDQFVIQYKNGDGQ
PKVVRVPGHEDQVTISGLEPDHKYK
MNLYGIYSGQRVGPVSAVGVTAAEE
EPPSPTEPRTEAPEPTEAPEPTEEPR
LGELTVTGSSPDSLSLSWTIPKGDFD
SFTVQYKDSDGRPQVIRVRGQEREVI
VRDLDPGRKYKMNLYGLHEGRRVG
PVSTIGVTAPEEEALTTQAVPTTTPEP
PPKKPHLGELTVTDATPDSLSLSWT
VPEEQFDQFVIQYKNGDGQPKVVRV
PGHEDQVTISGLEPDHKYKMNLYGI
'YSGQRVGPVSVVGVTAAEEEPPSPEP
STEAPEPTEAPEPTEEPLLGELTVTG
SSPDSLILSWTIPKGDFDSFTVQYKD
SDGRPQVMRVGGQEREVIVRDLDPG
RKYKMNLYGLHEGRRVGPVSTVGVT
EEEATTTQAEPIVITEPPPKKPHLGV
LTVIDATPDSLSLSWTVPEAHFDQF
'VIQYKNGDGQPKVVRVPGHEDQVTI
SGLEPDHKYKMNLYGIYSGQRVGPV
SAVGVTAAEEEPPSPTEPSTEAPEST
EEPLLGELTVTGSSPDSLSLSWTVPQ
GEFDSFTVQYKDSDGRPQVMRVGG
QEREVIVRDLDPGRKYKMNLYGLHE
GRRVGPVSTVGMTEKEALTTQVVPT
TTPEPPPKKPHLGELTVTDATSDSLS
LSWTVPEGQFEQFVIQYKNGDGQPK
'VVRVPGHEDQVTISGLEPDHKYKMN
LYGIHSGQRFGPVSTVGVTTAVEEPP
SPTEPSIEAPEPTEEPLLGELTVTGSS
PDSLSLSWTVPQGDFDSFTVQYKDS
DGRPQVMRVGGQEREVIVRDLDPG
RKYKMNLYGLHEGRRVGPVSTVGVT
ASLTTEPPIEPRLGELAAVEVTSSTV
HLSWTVAQGPFDSFLVQYKDTQGQP
QMVPVSGDLGEVTVSGLEPARKYKF
LLFGLKDGKRHGPVSTEAKTVSDAK
LLPRLGELTVTDTTQNSVGLSWTVP
EGEFDSFLVQYKNRGGQVQVVPAAA
DQREVTISSLEPNRKYRFLLFGLIGL
KRLGPVSVEGTTAPVEKTPQPRLGEL
SVTEETSDSMHLSWSVAQGPFDSFL
VQYKDRDGQLQTVSLAADQREVTIE
GLQPGRKYKFLLYGLTGGKRLGPISA
LGVTASEVDISAPDHTEPPHAPGLGT
LAVTEATPDSLRLSWAVARGPFDSF
'VVQYQDTENETQALLVDGDQDKVLI
SGLEPKTSYKFFLYGLREGTRHGPVS
VEGTTDPVPAGQGPGDPGPRLSQLS
VSDVTTSSLRLNWEAPLGAFDSFLL
RFGVPLLSTLEQNPRTLQQRELMVP
GVRRSAMLRDLRPGTLYSLTLYGLR
GPHKADSIQGTARTLSPVLESPRDLQ
FSDIGETSAKVKWVPPTSRVDSFKIS
YQLADGGEPQSVQVDGRTQTQILQG
LIPDTRYEVIVVSVRGFEESEPLTGF
LTTVPDGPTQLRALNLTDGSALLHW
KPPHKPVDKYDVEVESPGAPPLQAS
APGSAVDYPLTDLALDTNYTATVRGL
RGPNFTSPASITFTTGLKPPQDLEAK
EVTPRTALLTWTEPEVPPTGYLLSFD
TPGGQIQEILLPAGTTSHRLLRLFPST
FYSAQLRAIWGESLTPPVLTSFTTGG
LRIPFPRDCGEELKNGPSASKTTTIF




LNGNRERPLDVFCDMETDGGGWLV
FQRRMDGQTDFWRDWEEYAHGFG
NISGEFWLGNEALHSLTQAGDYSLR
'VDLRAGKEAVFAQYDFFRVDSAKEN
YRLHLEGYHGTAGDSMSYHSGSVFS
ARDRDPNNLLISCAVSYRGAWWYR
NCHYANLNGLYGSTVDHQGVSWYH
'WKGFEFSVPFTEMKLRPRNFQVPTR
GT




