}J];I iprotKB Entry name organism full oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular extracellular cytosol [nucleus mitochndrion en(.loplasmlc golgi plasma extl:acellular
name sites sites reticulum apparatus membrane region
Q6PRD1 GP179 HUMAN |Homo Probable (22.903221 S672 NaN 38253038 MGTRGAVMPPPMWGLLGCCFVCA |None None None |None None None None None None
sapiens |G- WALGGPRPIRSLPPLSSQVKPGSVP

protein MQVPLEGAEAALAYLYSGDAQQLSQ

coupled VNCSERYEARGAGAMPGLPPSLQGA

receptor AGTLAQAANFLNMLLQANDIRESSV

179 EEDVEWYQALVRSVAEGDPRVYRAL

LTFNPPPGASHLQLALQATRTGEETI
LQDLSGNWVQEENPPGDLDTPALK
KRVLTNDLGSLGSPKWPQADGYVG
DTQQVRLSPPFLECQEGRLRPGWLI
TLSATFYGLKPDLSPEVRGQVQMDV
DLQSVDINQCASGPGWYSNTHLCDL
NSTQCVPLESQGFVLGRYLCRCRPG
FYGASPSGGLEESDFQTTGQFGFPE
GRSGRLLQCLPCPEGCTSCMDATPC
LVEEAAVLRAAVLACQACCMLAIFLS
MLVSYRCRRNKRIWASGVVLLETVL
FGFLLLYFPVFILYFKPSVFRCIALRW
VRLLGFAIVYGTIILKLYRVLQLFLSR
TAQRSALLSSGRLLRRLGLLLLPVLG
FLAVWTVGALERGIQHAPLVIRGHTP
SGRHFYLCHHDRWDYIMVVAELLLL
CWGSFLCYATRAVLSAFHEPRYMGI
ALHNELLLSAAFHTARFVLVPSLHP
DWTLLLFFFHTHSTVTTTLALIFIPKF
WKLGAPPREEMVDEVCEDELDLQH
SGSYLGSSIASAWSEHSLDPGDIRDE
LKKLYAQLEVHKTKEMAANNPHLPK
KRGSSCQGLGRSFMRYLAEFPEALA
RQHSRDSGSPGHGSLPGSSRRRLLS
SSLQEPEGTPALHKSRSTYDQRREQ
DPPLLDSLLRRKLAKKASRTESRESV
EGPPALGFRSASAHNLTVGERLPRA
RPASLQKSLSVASSREKALLMASQA
YLEETYRQAKEREERKKAKAAMASL
VRRPSARRLERPRGAPLSAPPSPAKS
SSVDSSHTSGRLHEEARRRLPHPPIR
HQVSTPILALSGGLGEPRMLSPTSTL
APALLPALAPTPAPALAPVPVSPQSP
NLLTYICPWENAELPAKQENVPQEG
PSGPERGHHSPAPARARLWRALSVA
VEKSRAGENEMDAEDAHHQREAND
VDEDRPKIFPKSHSLKAPVQQGSMR
SLGLAIKALTRSRSTYREKESVEESP
EGQNSGTAGESMGAPSRSPRLGRPK
AVSKQAALIPSDDKESLQNQQNAHT
SRMLQVCQREGSREQEDRGRRMTQ
GLGERKAERAGKTGLAMLRQVSRD
KNIKQSKETPVGWQELPKAGLQSLG
SADHRVAEVCPWEVTESETRQPDSG
NKAEICPWETSEGAPESRALRQDPG
DSQKKRGEARGKSEPIDVVPMMRK
KPERLVREQEAVCPWESADRGGLSP
GSAPQDPGRIRDKSEAGDSVEARKV
EKPGWEAAGPEAHTPDITKAEPCPW
EASEGGEDGKPAQEAVKDLPQEKQK
TRKATFWKEQKPGGDLESLCPWEST
DFRGPSAVSIQAPGSSECSGSLGSGI
AEVCLWEAGDAPAIQKAEICPWELD
DNVMGQEMLSLGTGRESLQEKEKA
SRKGSFGEMGEQTVKAVQKLSQQQ
ESVCPRESTVPGHSSPCLDNSSSKA
GSQFLCNGGSRATQVCPQEDLRPEA
QEATPAKTEICPWEVNERTREEWTS
AQVPRGGESQKDKEKMPGKSEIEDV
TAWEKPEGQIQKQEAVGPWESVDP
GSFSPQPRPQDTERPQTLLQMSGSV
GSKAADICPLDVEENLTAGKAEICPW
EVGAGAGEERALGAEAIRKSPNDTG
KVSADLGPRERAVTAPEKPQKPTPE
WEVACPWGSVGPGACSQHPGTLDA
DGPKAGFQELDHMGCRPGEVCPWE
AQEAATSEKAKICPWEVSEGTTGKG
LDQKAGSESAEQREKALEKGRLTSL
GEDVSKGMAKLCQQQETICIWENK




DLRESPAQAPKISDLPSSMSSEVAEG
HSLEATEKGDLRQDPKTGSFPEHIT
QEKAPAADTEEFTTEDGEKTSHELQ
SVCPWETTAPADSVSHLDRQRPDQP
KASSQRLVSTGGRAADVCPWDVPDA
GVYKSDSSAKAETCPWEVTERIPVK
GVSRQDGKGDSQEEKGRAPEKSEPK
GVPVQKKPEMADFRQQEAVCPWES
QDGKGLSPQPAPDASDRSRGSSEAA
GSVETRVAEVCLWEVVEAPSAKKAEI
CPWEAGGGAAEEGEQERESQGQGE
MFLQKAGPGGTEEHFSKAAAKPREQ
EAVCPGEGTGSGGLLPQSGALDPEL
KVSPKEAGSMGSRMAELCQWEITD
PEGNKIKGTMADICPGEETGVPSEE
SGLLALTATRREFFPTAPEKPLCLLV
HGPLDHFFPESKIPCPKVSRPASTFT
LEGVRELQGPSGLEPRTSLAPEPSLQ
EAESQSSSLTEDSGQVAFEAQYEEF
TPPTVYPWDWE




