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name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

D4AA77 D4AA77_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MDCGRGLHGAAPGLSAAPESGRGA
GAGGGRRGQEAPRGPGPPPASRRLR
APGSRPRRAPCTRRAAQPALAWMAP
RAAGGAPPSARAAAAVPLPPRSHSR
CPGLLPLPLLLLLGAARAGALEIQRR
FPSPTPTNNFALDGTAGTVYLAAVN
RLYQLSGANLSLEAEATVGPVPDSPL
CHAPQLPQASCEHPRRLTDNYNKIL
QLDPGQGLVVACGSIYQGLCQLRRR
GNISALAVSFPPAAPTAEPVTVFPSM
LNVAANHPNASTVGLVLPPASGTGG
SRLLVGATYTGYGSAFFPRNRSLED
HRFENTPEISIRSLDARGDLAKLFTF
DLNPSDDNILKIKQGAKEQHKLGFV
RAFLHPAVPPHSAHPYAYLALNSEA
RAGDKDSQARSLLARICLPRGAGGD
AKKLTESYIQLGLQCAGGAGRGDLYS
RLVSVFPAREQFFAVFERPQGTPGA
RNAPAALCAFRFADVQAAIRAARTA
CFVEPAPDVVAVLDSVVQGTGPACE
SKRNIQLQPEQLDCGAAHLQHPLTIL
QPLRASPVFRAPGLTAVAVANANNY
TAVFLGTATGRLLKISLNESMQVVSR
RVLTVAYGEPVHHVMQFDPMDPGY
LYLMTSHQMARVKVAACEVHSTCG
DCVGAADAYCGWCTLETRCTFKQD
CANSSLPHFWTSASEGPSRCPAMTV
LPSEIDVHRDYTGMILQISGSLPSLS
GMEMACDYGNGVRTVARVPGPAYG
HQIAYCNLLPRAQFPPFPAGQDHVT
VEMSVRVKGHNIVSANFTIYDCSRIG
QVYPHTACTSCLSTQWPCSWCIQLH
SCVSNQSRCQDSPNPTSPQDCPQIV
PSPLAPVPTGGSQDILVPLTKAAFFH
GTSLQCSFGLEENFEAVWANDSLVR
CNQVVLHTTQKSQVFPLSLKLKGPP
DRFLDSPNPMTVVVYNCAMGSPDC
SQCLGREDLGHLCVWNDGCRLRGP
LQPLSGTCPAPEIRAIEPLSGPLNGG
TLLTIRGKNLGRRLSDVAHGVWIGN
VACEPLADRYTVSEEIVCATGPAPGA
FSDVVTVNVSKEGRSREQFSYVLPR
VHSLEPSMGPKAGGTRITIHGSDLN
VGSMLQVLVNDTDPCTDLTRTATSI
TCTVPRGTLPSPVPVCVRFESRGCV
HGNLTFWYMQNPVITAISPGRSPVS
GGRTITVAGERFHMVQNVSMAVHH
IGREPTFCKVLNSTLIICPSPGALSNA
SAPVDFFINGRAYADEAAEELLDPAE
AQRGSRFRLDYLPNPQFSTAKREKW
IKHHPGEPLTLVIHKEQDSLGLESHE
YHIKIGQVSCDIQIISDRVIHCSVNES
LGTAEGQLPITIQVGNFNQTIATLQL
GGSETAIVVSIVICSVLLLLSVVALFV
FCTKSRRAERYWQKTLLQMEEMES
QIREEIRKGFAELQTDMTDLTKELN
RSQGIPFLEYKHFVTRTFFPKCSSLY
EERYVLPSKTLNSQGGSPPQETHPL
LGEWNIPEHCRPSMEEGISLFSSLL
NNKHFLIVFVHALEQQKDFAVRDRC
SLASLLTIALHGKLEYYTSIMKELLV
DLIDASAAKNPKLMLRRTESVVEKM
LTNWMSICMYGCLRETVGEPFFLLL
CAIKQQINKGSIDAITGKARYTLNEE
WLLRENIEAKPRNLNVSFQGCGMD
SLSVRAMDTDTLTQVKEKILEAFCK
NVPYSQWPRAEDVDLEWFASSTQSY
VLRDLDDTSVVEDGRKKLNTLAHYK
IPEGASLAMSLTDKKDNTLGRVKDL
DTEKYFHLVLPTDELVEPKKSHRQS
HRKKVLPEIYLTRLLSTKGTLQKFLD
DLFKAILSIREDKPPLAVKYFFDFLEE
QAEKRGISDPDTLHIWKTNSLPLRF

False True 1.022 1.953 1.88 0.789 0.596 4.677 1.618



WVNILKNPQFVFDIEKTDHIDACLSV
IAQAFIDACSISDLQLGKDSPTNKLLY
AKEIPEYRKIVQRYYKQIQDMTPLSE
QEMNAHLAEESRKYQNEFNTNVAM
AEIYKYAKRYRPQIMAALEANPTARR
TQLQYKFEQVVALMENNIYECYSEA


