UniprotKB Entry name |organism full oglcnacscore o-glcnac iphosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasnia
ID name sites reticulum pparatus ‘
Q5TBA9 FRY_HUMAN [Homo Protein [18.033055 NaN T213;S1382;51383;51936;5S1940;S2 [30379171;37217939;34105348 MASQQDSGFFEISIKYLLKSWSNTSP [None None None [None |None None None None
sapiens |furry 419;S2420;S2487;T2508;S2808 [VGNGYIKPPVPPASGTHREKGPPTM
homolog LPINVDPDSKPGEYVLKSLFVNFTTQ

IAERKIRIIMAEPLEKPLTKSLQRGED
PQFDQVISSMSSLSEYCLPSILRTLF
DWYKRQNGIEDESHEYRPRTSNKSK
SDEQQRDYLMERRDLAIDFIFSLVLI
EVLKQIPLHPVIDSLIHDVINLAFKHF
KYKEGYLGPNTGNMHIVADLYAEVI
GVLAQAKFPAVKKKFMAELKELRHK
EQNPYVVQSIISLIMGMKFFRIKMYP
VEDFEASLQFMQECAHYFLEVKDK
DIKHALAGLFVEILVPVAAAVKNEVN
IVPCLRNFVESLYDTTLELSSRKKHSL
IALYPLVTCLLCVSQKQLFLNRWHIFL
NNCLSNLKNKDPKMARVALESLYR
LLWVYMIRIKCESNTATQSRLITIITT
LFPKGSRGVVPRDMPLNIFVKIIQFIA
QERLDFAMKEIIFDFLCVGKPAKAFS
LNPERMNIGLRAFLVIADSLQQKDG
EPPMPVTGAVLPSGNTLRVKKTYLS
KTLTEEEAKMIGMSLYYSQVRKAVD
NILRHLDKEVGRCMMLTNVQMLNK
EPEDMITGERKPKIDLFRTCVAAIPR
LLPDGMSKLELIDLLARLSIHMDDEL
RHIAQNSLQGLLVDFSDWREDVLFG
FTNFLLREVNDMHHTLLDSSLKLLL
QLLTQWKLVIQTQGKVYEQANKIRN
SELIANGSSHRIQSERGPHCSVLHAV
EGFALVLLCSFQVATRKLSVLILKEIR
IALFIALGQPEDDDRPMIDVMDQLSS
SILESFTHVAVSDSATLPLTHNVDLQ
WLVEWNAVLVNSHYDVKSPSHVWI
FAQSVKDPWVLCLFSFLRQENLPKH
CPTALSYAWPYAFTRLQSVMPLVDP
NSPINAKKTSTAGSGDNYVTLWRNY
LILCFGVAKPSIMSPGHLRASTPEIM
IATTPDGTVSYDNKAIGTPSVGVLLKQ
LVPLMRLESIEITESLVLGFGRTNSL
IVFRELVEELHPLMKEALERRPENKK
RRERRDLLRLQLLRIFELLADAGVIS
DSTNGALERDTLALGALFLEYVDLT
RMLLEAENDKEVEILKDIRAHFSAM
VANLIQCVPVHHRRFLFPQQSLRHH
LFILFSQWAGPFSIMFTPLDRYSDRN
HQITRYQYCALKAMSAVLCCGPVFD
NVGLSPDGYLYKWLDNILACQDLRV
HQLGCEVVVLLLELNPDQINLFNWA
IDRCYTGSYQLASGCFKAIATVCGSR
NYPFDIVTLLNLVLFKASDTNREIYEI
SMQLMQILEAKLFVYSKKVAEQRPG
SILYGTHGPLPPLYSVSLALLSCELAR
MYPELTLPLFSEVSQRFPTTHPNGR
QIMLTYLLPWLHNIELVDSRLLLPGS
SPSSPEDEVKDREGDVTASHGLRGN
GWGSPEATSLVLNNLMYMTAKYGD
EVPGPEMENAWNALANNEKWSNN
LRITLQFLISLCGVSSDTVLLPYIKKV
IATYLCRNNTIQTMEELLFELQQTEPV
NPIVQHCDNPPFYRFTASSKASAAAS
GTTSSSNTVVAGQENFPDAEENKIL
KESDERFSNVIRAHTRLESRYSNSS
GGSYDEDKNDPISPYTGWLLTITETK
QPQPLPMPCTGGCWAPLVDYLPETI
TPRGPLHRCNIAVIFMTEMVVDHSV
REDWALHLPLLLHAVFLGLDHYRPE
VFEHSKKLLLHLLIALSCNSNFHSIA
SVLLQTREMGEAKTLTVQPAYQPEY
LYTGGFDFLREDQSSPVPDSGLSSSS
TSSSISLGGSSGNLPQMTQEVEDVD
TAAETDEKANKLIEFLTTRAFGPLWC
HEDITPKNQNSKSAEQLTNFLRHVV
SVFKDSKSGFHLEHQLSEVALQTAL
IASSSRHYAGRSFQIFRALKQPLSAHA
LSDLLSRLVEVIGEHGDEIQGYVMEA
LLTLEAAVDNLSDCLKNSDLLTVLSR
SSSPDLSSSSKLTASRKSTGQLNMN
PGTTSGNTATAERSRHQRSFSVPKK
FGVIDRSSDPPRSATLDRIQACTQQG
LSSKTRSSSSLKDSLTDPSHINHPTN




LLATIFWVTVALMESDFEFEYLMAL
RLLSRLLAHMPLDKAENREKLEKLQ
IAQLKWADFSGLQQLLLKGFTSLTTT
DLTLQLFSLLTPVSKISMVDASHAIG
FPLNVLCLLPQLIQHFENPNQFCKDI
IAERIAQVCLEEKNPKLSNLAHVMTL
[YKTHSYTRDCATWVNVVCRYLHEAY
ADITLNMVTYLAELLEKGLPSVQQPL
LQVIYSLLSYMDLSVVPVKQFNVEVL
KTIEKYVQSVHWREALNILKLVVSRS
IASLVLPSYQHSDLSKIEIHRVWTSAS
KELPGKTLDFHFDISETPIIGRRYDEL
QNSSGRDGKPRAMAVTRSTSSTSSG
SNSNVLVPVSWKRPQYSQKRTKEKL
[VHVLSLCGQEVGLSKNPSVIFSSCG
DLDLLEHQTSLVSSEDGAREQENM
DDTNSEQQFRVFRDFDFLDVELEDG
EGESMDNFNWGVRRRSLDSLDKCD
MQILEERQLSGSTPSLNKMHHEDS
DESSEEEDLTASQILEHSDLIMTLSP
SEETNPMELLTTACDSTPAEPHSFN
TRMSSFDASLPDMNNLQISEGSKAE
IAVREEEDTTVHEDDLSSSINELPAAF
ECSDSFSLDMTEGEEKGNRALDQFT
LASFGEGDRGVSPPPSPFFSAILAAF
QPAACDDAEEAWRSHINQLMCDSD
GSCAVYTFHVFSSLFKNIQKRFCFLT
CDAASYLGDNLRGIGSKFVSSSQML
TSCSECPTLFVDAETLLSCGLLDKLK
FSVLELQEYLDTYNNRKEATLSWLA
NCKATFAGGSRDGVITCQPGDSEEK
QLELCQRLYKLHFQLLLLFQSYCKLI
GQVHEVSSMPELLNMSRELSDLKK
HLKEASAVIAADPLYSDGAWSEPTFT
STEAAIQSMLECLKNNELGKALRQI
RECRSLWPNDIFGSSSDDEVQTLLN
IYFRHQTLGQTGTYALVGSNQSLTEI
CTKLMELNMEIRDMIRRAQSYRVLT
TFLPDSSVSGTSL




