
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

0

V5BJL2 V5BJL2_TRYCR Trypanosoma
cruzi	Dm28c

NaN 19.946178 NaN NaN 30984116 MLPRRIAVPELSFAGLQAVKVSRRYT
QHSGRLQQFAYLPPGSHAPRMPWL
RDAVSQDSTVKMAPYDSTAPLYANS
TVAAAVKTPPSASITAAAPSFIAEPSE
LDGILENSLEPPDQVAARAAWVAAE
SVGLMQTSAAQGGPLRATAACRMS
ALAEPTLDTHIGDILNVSDSLAGEML
PDVVRLLIEPSADGVENVSLSDFAA
MQPKRQLAALGGKKQWHEWLIEST
HYKQVARLELESPYYDLRALRQAGV
TTLYQWAEQPDLVKVSSCTRSLLDA
AVEKSVEAYVEEVVRVVNTSNRLSI
MLISWAADTVSKFILETLHITVEQAA
LQRQSTGAGKPVLGTENANEAIAEQ
AAAIAAMDNTSSSMSPGHVCTLEHY
YSLARKVLASVRKEYIAQRHADHGG
NTTGKVMLDSQAEAEIREKAYATLN
EAILKVLEARAPSMPKELHSLRDHG
FLALERIPGLLRQAASVLQLRNLPVR
YFVFHSTGEQEADDLDRNDLDILSS
GGPDAQTPGTTPNSSMNVAAPTLTS
GVFLAGTANYNVKLGEWPGHPQPPP
PPSSTSWTEDTVQNEYFSLLHRLKR
HTIRVARMTLFDTFRGADEFRHGFN
AAEALGLQQLFGTAKLVEDRLTSVL
NCYSIPPSAVKPVHFVEAGHSCGKTS
VLERLCKRMSENGKKAIIVRYTGAT
MPFTPGLDDNPLAFPSRFWFRVALA
SCPYLIRTEELFTRAPNSVMWWANR
LNWSWELYQKRIQLYACSAGVPSLL
HAILVDDMDRVLDAMEARLVATAGS
TCSMTINGVSGLFPQAGYMDAMGE
GSTEAAVGKTTTTAALMSANHNYVS
RTHNNENSSSNSKKKKEDFATSPLK
SLMHFKHQIPFQLDTVEAALAKVTV
AVGQIDMVFTGHCASKLLLTHADAP
VRRYFIPLSNGIGLQQRLRVLPLVSV
LYALHQRSRLEFSGLMYEVLKNCPG
LLGYTMNVFWSGQAALMDLRGGTP
RLMQWSGTHPLLRSYVPTELFSELP
QRNYLLHNLPEARLRLVELLQRQLS
SPTGYLTTGVDTTVQDERDGFVVPY
NHTTCQVHPFALFTIFTHQDMLESP
RETMVVRAWGEVWAEYCAVVNSM
GTTNERKRDALRVILHGALLLRVVAV
SGAQMDLNMKIPPYGFPLLASPTRV
KQKGGAEPIVMKATPDTVRKAMGAY
KNFFSQTEQTHIPFRPSVGINGGCD
VVCIAGTTLALYDLVTTPEALQEISYR
FAEALLGVLHCLGKNVLPQNKIRQI
HYVSVVSIDQTMTMLSHSSKLSLTG
GTASPMATDDVFAAPPTPVVPYLLDL
SAVFEDGVIDRLRELQETLGISKEFR
TLNDLLDELESAHQVNVHQDVVAS
QEELESLLSPTLMQLVPDATVLPAYR
AEVVSPDTLLMDLLVDEEEEGFRGA
EVEEVRHDSALAKEVSMTESYADAE
HVQESAELLEALLNDSLTDPRQLSA
AERVTNATTHAALLTDMATEDAINN
NMPVAAGLLAARKTNSSSSSQPTTP
GPAQEDALAWLHDIVTPATIATDGA
DGKLDQVTVRTTFSGNPSSGAVGSG
AFVSLNNEEDVDVDSNEEEEEEEEE
EEGEGEEDEEAEDEEANHLGRQAV
QPKGNKKSSNNGGSTRQRSRSQRS
KSQKLKAKKLKNSPPSLSVARKKSG
GNASSAAAAAATAAAAESAAAAQAR
RKGGKLKKRSSKTVPSSPSRSAAAA
GGEKKRKKKKR

None None None None None None None None None


