
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q80YV3 TRRAP_MOUSE Mus
musculus

Transformation/transcription
domain-associated	protein

25.810548 NaN S328;S749;S775 29187734 MTRKFVKRSIFLHLLRHQPANAQIG
LMEGNTFCTTLQPRLFTMDLNVVE
HKVFYTELLNLCEAEDSALTKLPCYK
SLPSLVPLRIAALNALAACNYLPQSR
EKIIAALFKALNSTNSELQEAGEACM
RKFLEGATIEVDQIHTHMRPLLMML
GDYRSLTLNVVNRLTSVTRLFPNSF
NDKFCDQMMQHLRKWMEVVVITH
KGGQRSDGNEMKICSAIINLFHLIPA
APQTLVKPPLEVVMETERAMLIEAG
SPFREPLIKFLTRHPSQTVELFMMG
ATLNDPQWSRMFMSFLKHKDARPL
RDVLAANPNRFITLLLPGGAQTAVRP
GSSSTSNMRLDLQFQAIKIISIIVKND
DAWLASQHSLVSQLRRVWVSETFQ
ERHRKENMAATNWKEPKLLAFCLL
NYCKRNYGDIELLFQLLRAFTGRFLC
NMTFLKEYMEEEIPKNYSIAQKRAL
FFRFVEFNDPNFGDELKAKVLQHIL
NPAFLYSFEKGEGEQLLGPPNPEGD
NPESITSVFITKVLDPEKQADMLDSL
RIYLLQYATLLVEHAPHHIHDNNKN
RNSKLRRLMTFAWPCLLSKACVDPA
CRYSGHLLLAHIIAKFAIHKKIVLQVF
HSLLKAHAMEARAIVRQAMAILTPA
VPARMEDGHQMLTHWTRKIIVEEG
HTVPQLVHILHPIVQHFKVYYPVRH
HLVQHMVSAMQRLGFTPSVTIEQRR
LAVDLSEVVIKWELQRIKDQQPDSD
MDPNSSGEGVNSVSIKRGLSVDSAQ
EVKRFRAATGAISAVFGRSQSLPGAD
SLLAKPIDKQHTDTVVNFLIRVACQV
NDNTNTAGSPGEVLSRRCVNLLKTA
LRPDMWCKSELKLQWFDKLLMTVE
QPNQVNYGNICTGLEVLNFLLTVLQ
SPAILSSFKPLQRGIAACMTCGNTKV
LRAVHSLLSRLMSIFPTEPSTSSVAS
KYEELECLYAAVGKVIYEGLTNYEKA
TSANPSQLFGTLMIHKSACCNNPSYI
DRLISVFMRSLQKMVREHLNPQTAS
GSTEATAAGTSELVMLSLDLVKTRL
AVMSMEMRKNFIQTILTSLIEKSPDA
KILRAVVKIVEEWVKNNSPMAANQT
PTLREKSILLVKMMTYIEKRFPEDLE
LNAQFLDLVNYVYRDEALSGSELTA
KLEPAFLSGLRCAQPLIRAKFFEVFD
NSMKRRVYERLLYVTCSQNWEAMG
SHFWIKQCIELLLAVCEKSTAIGTSC
QGAMLPSITNVINLADSHDRAAFAM
VTHVKQEPRERENSESKEEDVEIDIE
LAPGDQTSTPKTKELSEKDIGNQLH
MLTNRHDKFLDTLREVKTGALLSAF
VQLCHISTTLAEKTWVQLFPRLWKIL
SDRQQHALAGEISPFLCSGSHQVQR
DCQPSALNCFVEAMSQCVPPIPMRP
CVLKYLGKTHNLWFRSTLMLEHQA
FEKGLSLPIKPKQTTEFYEQESITPPQ
QEILDSLAELYSLLQEEDMWAGLWQ
KRCKFSETATAIAYEQHGFFEQAQE
SYEKAMDKAKKEHERSNASPAIFPE
YQLWEDHWIRCSKELNQWEALTEF
GQSKGHINPYLVLECAWRVSNWTA
MKEALVQVEVSCPKEMAWKVNMY
RGYLAICHPEEQQLSFIERLVEMASS
LAIREWRRLPHVVSHVHTPLLQAAQ
QIIELQEAAQINAGLQPTNLGRNNSL
HDMKTVVKTWRNRLPIVSDDLSHW
SSVFMWRQHHYQAIVTAYENSSHH
DPSSNNAMLGVHASASAIIQYGKIAR
KQGLVNVALDILSRIHTIPTVPIVDCF
QKIRQQVKCYLQLAGVMGKNECMQ
GLEVIESTNLKYFTKEMTAEFYALKG
MFLAQINKSEEANKAFSAAVQMHD
VLVKAWAMWGDYLESIFVKERQLH
LGVSAITCYLHACRHQNESKSRKYL
AKVLWLLSFDDDKNTLADAVDKYCI
GVPPIQWLAWIPQLLTCLVGSEGKLL
LNLISQVGRVYPQAVYFPIRTLYLTLK
IEQRERYKSDSGQQQPSSAGNQSHS
ASDPGPIRATAPMWRCSRIMHMQR

None None None None None None None None None



ELHPTLLSSLEGIVDQMVWFRENW
HEEVLRQLQQGLAKCYSVAFEKSGA
VSDAKITPHTLNFVKKLVSTFGVGLE
NVSNVSTMFSSAASESLARRAQATA
QDPVFQKLKGQFTTDFDFSVPGSMK
LHNLISKLKKWIKILEAKTKQLPKFF
LIEEKCRFLSNFSAQTAEVEIPGEFL
MPKPTHYYIKIARFMPRVEIVQKHNT
AARRLHIRGHNGKIYPYLVMNDACL
TESRREERVLQLLRLLNPCLEKRKE
TTKRHLFFTVPRVVAVSPQMRLVED
NPSSLSLVEIYKQRCAKKGIEHDNPI
SRYYDRLATVQARGTQASHQVLRDI
LKEVQSNMVPRSMLKEWALHTFPN
ATDYWTFRKMFTIQLALIGFAEFVLH
LNRLNPEMLQIAQDTGKLNVAYFRF
DINDATGDLDANRPVPFRLTPNISEF
LTTIGVSGPLTASMIAVARCFAQPNF
KVDGVLKTVLRDEIIAWHKKTQEDT
SSPLSAAGQPENMDSQQLVSLVQKA
VTAIMTRLHNLAQFDGGESKVNTLV
AAANSLDNLCRMDPAWHPWL


