
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

V5BCQ8 V5BCQ8_TRYCR Trypanosoma
cruzi	Dm28c

NaN 19.946178 NaN NaN 30984116 MLGRIGTARGQMGTQYQYSETMTG
HYLPLPPPVLQQYTLRLKACLGDPA
MTPKVFEAMLHDEEFYRDVNSMYT
KEFVELLRAVGCRWLRLHVFEILGH
GQDAKGNRLDTDLVEDDGAGAAAA
ATAGHLSLEANEEEVMEPEREGRQ
ENTMISKEPNVYKELHSILLLLTVMG
SPYRMVRDEGCLTMSCNIRLLLCRD
PSLVYLGLLINFTQPHLPDKALDGVA
LMRVIAHGWGASPTFEDVLRCSLQA
RQRSRQRTGACSQQDVDAAMLQLP
NLVKDPLRILHERFLQRTLRGGTSQI
DPVPMCRTVLKNMEEAAGNPEKLL
WWCRCRLLCSQLLPSSDREEVFSGP
LSDFFRSVWRTERLFSTILEEAEFDD
NPGGDCEESSCGAVPSAAMLVGTIA
DVVHAWHFALRGCAAISGLLAIRYV
QNPLDSVNCVVPQHRKFQEGSHCC
LAEDWQYRLLTEYHSTHLALFTPTS
STGHASALPAMVAQLTDILRLQPHY
CPVLLMRSLALTGENTNISIALNHGL
VRAVVAVMRTYMDEQQVSDAGYEQ
QHIRRRTGEERTIVYGWTYEAVRILR
CCFVVLERLATVSTHEYINPIVFLLTP
NEEDGYELCQDICRRILHRDGHPVL
LAAAFRFFSACIHHNVRDVVPALLQ
RGVLQTILEIGENPTILRRYNERTGG
VPLSSAPVGSAGTEPRGATGPQTTSG
SSSPDGRICETYAWLVSEEDATQRAS
VTTGRDANTIIPVDPSAYYEQAIPML
DICSVLQAFAVHNSTHAQLHRPQLM
WSLLWSLIVPVSTASPTPSTGVSPLR
VNTRAATAAGKDLISLLRTLPDLRDS
FFEAFSETLKGLVAASQRQNPPEEIA
ISMWNIIACISGAEFRQLSHRIQHRR
QRNYAPDHNSLIGEMLTQKLVRYKS
TLSQAIRVLLQLPHRISVVSANCSVL
SLFVCNIPLPILDHISSVILNHVTKIA
ELVQTSGSAPNGGLSEDQATSLLLLT
WAFFCRFHNQSPPAAISKLRCELAN
ALFDTYVALELARGKAVAATTTNSPT
GGNEADRNDTELNRAATEGSGIFFA
FSRLSTPAAISLPNTSEIDVPADWPW
VFGASHLEDSLLLQEERSLPEATSTL
FTVGDGGGGGAERGTLSAVDRFRES
IAFMLQPSSDRRQQFFSPTRAYRQH
GFLSANQQFLLPVSTAHLLTGAEKA
LKKIVQEMMKAVQGRLDMENETAE
GCMGGAGILRTLRVVALDALNISQL
KEVEMRMRFAEGPISIVWRNGGNS
DGGFTALFTGILACLQFITEGVVPLR
KLTPSLAAASSPYTAMGTATDNGAF
TMTANCEEDENADEDGAVGSRLSS
VLSSMTRILELLLRTTPERSSTRRHW
VQPLLYFMLAIWRAHGLMFTPAMTL
GVLARLFDFSTDILDVSADRSLSAFL
SNIAEGDNEEMVQLTSFWPGLLARE
GGTAGDRDDDTVPESFRSPNEEGID
DAAPPASLPASGEQQQQRPCSSPHV
SLAECARDWVLDVASTLRFADGVTE
DEQKQMRRLCCRVCWIYTTLTPQKE
LPDRVAMPSGSDRHVILLPIIRRILED
PGRNYTLLELLAVLISQEETEKYFVV
LFKRTQLPRAIFDCVTAEVQRLSDES
SSDACQLQRQRLRRKAMLGQLFCFL
SVSSANTLGEKKMRVCAYYRSSPSN
FCWMGHLCRHLHPQNRTPMRRQIK
YDMSSSLVASVTSLLRGFGYSDACE
EEAPSENKSSKSRPDEVSGNNTNCP
KKAELEASVTSEENLNREPTGQAVA
VSPASLTSAGSNSTRKAVRDAPKVEL
RLSDVLGITSILPDDLLLQCAELVLDY
LAGEDAELEEQRQEQEQEQETEDD
GRGGNGGGGRQNKKLRELHVLETP
VTHIAVDFLSKVLGSSETSLVSHLYQ

None None None None None None None None None



0

LNETTKKGFIVRAISRLLRNDMSGS
GPRVPVMKALLDQTEHTEWVVYSA
MVSAVQNEIRMGSTYTLQEKDVQEL
CARHAPHASACRSHHGRGVAEVHR
QAIVLSDFFVALRSVIDKHPKAFYTV
FNVSCFVFILHIGNRGIGQESVKTTV
WLAPRKPPRQNVMGGSRTPHRLAV
EKVLEMLIQRLEGRTLVPPLVTSVLN
HITTLPSVASIVTSYNVNVRIPGSMQ
GVFAERKTAEDEQAHQQQQQQQQL
TYAPVLREAPLFLTPFLAVILFMEKS
QLELLEGFFFNVAQKAPSRLVHVLL
HALEVMLEAIPPGKNRFSGEEESTE
NASLRNPSPSDMACSFLHVLRVLLG
APRSSLVWRLCDELWQRDALELLYR
MVEKKCCNNERDAAALLLVIRRVLL
AYGKCNSTYGKKSSGSDKKNTESGG
RPELEGCSGRSGAMSSLQQQGQPL
QPPQAPQEQQPRQSLADSMAAHEA
SMLLLDEGDVSRTPRTQPSGAVDDA
FFLEDLVRGHDQHGRSGELDGIRDG
RRLQSHHEGTLTEVMFDIGEMLRP
NESVLLYHSNGDSDGDSNHDNDED
TVNTAEDEENDEGDVDIVGEEVDIP
GHAPTPISMRVGLQDNMSGEDDDD
DDGDDDDDDDDDDGDGDDAGEDD
GDNEEEEEEGEEGEEDEEEEDLEEL
SYVIDHPPFLRATPNDMAGVVSGGIA
DEFGDDGLTSSQLHGLAEWEYDHY
TTTLNRIPIDDDNWTLFSGQGHAAIL
EIIGRHRRETMEMNYSGVSGGDRH
GVLSRIVSLCEAINEAVDLSWDKML
MLEPLPPVLYAADSESPRVIPPPLPTL
FASSEEASGENDAGAVGDRHETPFE
LPFEAGATSDPTPQEPDGSTQQVAE
AAAAPNTTDTTINATVDNNSRVDVA
NARICALFFGNTEPGRSADPTVPPPS
SSSLLSANANAMGEMRNSAPSVAG
VGETMSLFGNASSTAETVFPEPPME
QQPWFGEIEPHFLVELPESFRRELLF
DHMNLLLCGQEREEGGQRTHIYAA
FMNQLPPDMRMEAIEVEHRWRRVT
GEDSGTGGAQGGDAPTFLTEVLATV
DPEVRRDILLTCDLRYLEGNAALLAE
ATVLRELQSMEAQGGEEEDDRRLQ
EGREEGERLSGDGAAEGAMYNELF
QVPAEDSHLPWFLQHQFLEEHGGRI
VRPTGAEAPPINFRDNNNNNAGGG
GGNRRPGRPPRGHNRVTESFLTTRI
RALQNRFTREEKVPPPPNRQNGETG
AHAPVPPVPIAVLRQLMELICFAKGG
FPSLEYGCASSSLSVSSQLVVLLITVC
VNTASATEALVNLLTVALDGPLERTV
RDPTSDGRPGLDRSRIAVQVVFVIEK
LIERCRAAGLSFTMLPDGVEEGGPP
KPIDEPYNEAEQQAMDAGLFRRLME
VILRFPSPRAELSFTRILSALNAQLRA
LEDNTVKVRSPREQSSMPLSNTIILH
PRHAHRLQWTSLCQYPCPNGSFLC
DCCDTKLFHDTFAFCCSLCHYVLCP
QCSLITLTAEEEAQRIRRCAYALVKS
NGTLQTAARLLSHSNCTNEMGLQT
VQLLRRGIKESARRDTSLVDQHSPIA
VVERIIVELAKELTEEIHTRFNAFRSA
FLNKTAMGPGAVTLSGVPATTGVDS
SGREWTTQEASLALSYLNLRCTTSQ
SHAFFLPYAETLRPEQREVSLMWHA
SQIYLAEVASILQRLQNRSSVLLPHA
VLLLLNRFCQFHMAEARRGSCSASL
VMESHSSTPTVEKTETERFMLDTTH
TPSSVSDAAVNALARAGPRQQQQQA
QHPQQSLRQTGRLYQQQRSNSEGE
SAETLDSTRDERPALPRLVRQFVER
NKTTINTLIQYDPKLLEENFAFLKTE
PGFIDFNIRLLDFQRHISHTTHGSRI
SLSISRDQCLRDSFAQLSKLKSFHGS
LNVRFRGEEGADAGGLTREWFQLL
AEEMVNDDYALFIHSREGMTYRPNP



FSDVNPNHLQYFKFAGTVVGMAVA
HSVPIDVHFTRAVYRHMTGVQPIFR
DLESVDPELYDNLNWLLRNDVNDL
GLFFTVSCERFGVIQETELVPNGGH
VAVTNANKSQYVRLRCEFHMTRQIE
QQMEEFLKGFYTVIPRKEIRNFTAQE
LELVICGMPDIDVEDLRVHTLYDGYT
ATSPQIRWFWEVVASMTKEDRANLL
QFATGASKVPHGGFSNLESASGTTQ
RFTITRWGDSVDLLPQAHTCFNKID
LPEYPSCEELRRKLMLAITFGSRGFS
ML


