UniprotKB Entry name |organism full oglcnacscore oglcnac phosp ylation sites PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi plasma ext!:acellular
ID name sites reticulum apparatus membrane region
E9Q8I9 FRY MOUSE Mus Protein |24.474581 NaN T213;S1382;S1383;S1936;5S1940;S2 (33300544 MASQQDSGFFEISIKYLLKSWSNAS |None None None (None None None None None None
musculus |furry 427;S2428;S2495;T2516;52815 PVGNGYIKPPVPPASGTHREKGPPA
homolog MLPINVDPDSKPGEYVLKSLFVNFTT

QAERKIRIIMAEPLEKPLTKSLQRGE
DPQFDQVISSMSSLSEYCLPSILRTL
FDWYKRQNGIEDESHEYRPRTSNKS
KSDEQQRDYLMERRDLAIDFIFSLVL
IEVLKQIPLHPVIDSLIHDIINLAFKHF
KYKEGYLGPNTGNMHIVADLYAEVI
GVLAQAKFPAVKKKFMAELKELRHK
EQSPYVVQSIISLIMGMKFFRIKMYP
VEDFEASLQFMQECAHYFLEVKDK
DIKHALAGLFVEILVPVAAAVKNEVN
VPCLRNFVESLYDTTLELSSRKKHSL
ALYPLVTCLLCVSQKQLFLNRWHVF
LNNCLSNLKNKDPKMARVALESLY
RLLWVYMIRIKCESNTATQSRLITITT
TLFPKGSRGVVPRDMPLNIFVKIIQFI
AQERLDFAMKEIIFDFLCVGKPAKAF
SLNPERMNIGLRAFLVIADSLQQKD
GEPPMPVTGAVLPSGNTLRVKKTYL
SKTLTEEEAKMIGMSLYYSQVRKAV
GNILRHLDKEVGRCMMLTNVQMLN
KEPEDMITGERKPKIDLFRTCVAAIP
RLLPDGMSKLELIDLLARLSIHMDD
ELRHIAQNSLQGLLVDFSDWREDVL
FGFTNFLLREVNDMHHTLLDSSLKL
LLQLLTQWKLVIQTQGRAYEQANKI
RNSELIPNGSSHRMQSERGPHCSVL
HAVEGFALVLLCSFQVATRKLSVLIL
KEIRALFLALGQPEDDDRPMIDVMD
QLSSSILESFIHVAVSDSATLPPTHN
VDLQWLVEWNAVLVNSHYDVKSPS
HVWIFAQSVKDPWVLCLFSFLRQEN
LPKHCPTALSYAWPYAFTRLQSVMP
LVDPNSPVNAKKTSTASSGDNYVTL
WRNYLILCFGVAKPSIMSPGHLRAS
TPEIMATTPDGTVSYDNKAIGTPSVG
VLLKQLVPLMRLESIEITESLVLGFG
RTNSLVFRELVEELHPLMKEALERR
PENKKRRERRDLLRLQLLRIFELLAD
AGVISDSTNGALERDTLALGALFLEY
VDLTRMLLEAENDKEVEILKDIRAH
FSAMVANLIQCVPVHHRRFLFPQQS
LRHHLFILFSQWAGPFSIMFTPLDRY
SDRNHQITRYQYCALKAMSAVLCCG
PVFDNVGLSPDGYLYKWLDNILACQ
DLRVHQLGCEVVMLLLELNPDQINL
FNWAIDRCYTGSYQLASGCFKAIATV
CGNRNYPFDIVTLLNLVLFKASDTN
REIYEVSMQLMQILEAKLFVHSKKV
AEQRPGSILYGTHGPLPPLYSVSLAL
LSCELARMYPELTLPLFSEVSQRFPT
THPNGRQIMLTYLLPWLHNIELVDS
RLLLPGSSPSSPEDEVKDREGEVTAS
HGLKGNGWGSPEATSLVLNNLMYM
TAKYGDEVPGAEMENAWNALANNE
KWSNNLRVTLQFLISLCGVSSDTILL
PYIKKVATYLCRNNTIQTMEELLFEL
QQTEPVNPIVQHCDNPPFYRFTASS
KASAAASGTTSSSNTVVAGQDSFPD
PEESKILKESDDRFSNVIRAHTRLES
RYSNSSGGSYDEDKNDPISPYTGWL
LSITEAKQPQPLPMPCSGGCWAPLV
DYLPETITPRGPLHRCNIAVIFMTEM
VVDHSVREDWALHLPLLLHAVFLGL
DHYRPEVFEHSKKLLLHLLIALSCNS
NFHAIASVLLQTREMGEAKTLTMQP
AYQPEYLYTGGFDFLREDQSSPVPDS
GLNSSSTSSSISLGGSSGNLPQMTQ
EVEDVEAATETDEKASKLIEFLTTRA
FGPLWCHEDITPKNQNSKSAEQLSN
FLRHVVSVFKDSRSGFHLEQHLSEV
ALQTALASSSRHYAGRSFQIFRALKQ
PLSAHALSDLLSRLVEVIGEHGDEIQ
GYVMEALLTLEAAVDNLSDCLKNSD
LFTVLSRSSSPDLSSSSKLTASRKST
GQLNVNPGTPGSGGGGGGSGNTTT
AERSRHQRSFSVPKKFGVVDRSSDP




PRSATLDRIQACTQQGLSSKTRSNSS
LKESLTDPSHVSHPTNLLATIFWVTV
ALMESDFEFEYLMALRLLNRLLAH
MPLEKAENREKLEKLQAQLKWADF
PGLQQLLLKGFTSLTTTDLTLQLFSL
LTSVSKVPMVDSSQAIGFPLNVLCLL
PQLIQHFENPNQFCKDIAERIAQVCL
EEKNPKLSNLAHVMTLYKTHSYTRD
CATWVNVVCRYLHEAYADITLNMVT
YLAELLEKGLPSMQQPLLQVIYSLLS
'YMDLSVVPVKQFNMEVLKTIEKYVQ
SIHWREALNILKLVVSRSASLVLPSY
QHSDLSKIELHRVWTSASKELPGKT
LDFHFDISETPIIGRRYDELQNSSGR
DGKPRAMAVTRSASSTSSGSNSNVL
'VPVSWKRPQYSQKRTKEKLVHVLSL
CGQEVGLSKNPSVIFSSCGDLDLPE
HQTSLVSSEDGPREQENMDDTNSE
QQFRVFRDFDFLDVELEDGEGESM
DNFNWGVRRRSLDSLDKCDMQILE
ERQLSRSTPSLNKMSHEDSDESSEE
DLTASQILEHSDLIMNLSPSEEANP
MELLTSACDSAPADPHSFNTRMAN
FEASLPDINNLQISEGSKAEAVPEEE
DTTVHEDDLSSSINELPAAFECSDSF
SLDMTEAEEKGNRGLDQYTLASFGE
GDRGVSPPPSPFFSAILAAFQPAACD
DAEEAWRSHINQLMCDSDGSCAVY
TFHVFSSLFKNIQKRFCFLTCDAASY
LGDNLRGIGSKFVSSSQMLTSCSEC
PTLFVDAETLLSCGLLDKLKFSVLEL
QEYLDTYNNRKEATLSWLANCKATF
AGGSRDGVITCQPGDSEEKQLELCQ
RLYKLHFQLLLLYQSYCKLIGQVHEV
SSVPELLNMSRELSDLKRNLKEATA
AIATDPLYIEGAWSEPTFTSTEAAIQS
MLECLKNNELGKALRQIKECRSLWP
NDIFGSSSDDEVQTLLNIYFRHQTLG
QTGTYALVGSNHSLTEICTKLMELN
MEIRDMIRRAQNYRVLTAFLPDSSV
SGTSL




