
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

Q4DCM3 Q4DCM3_TRYCC Trypanosoma
cruzi

NaN 19.946178 NaN NaN 30984116 MSGVTSGVAGGENPSFSLDVIAVIAA
MMQSATVEEVREALRRVGDVGFRC
FLTDRAGSEKDADGEEPPLSRGDSS
SQVTKPHLAVCEFVEHNAGVGVAAG
HRVVATRDLSAVLQRPAEAPLGLAS
SPTASIDRAASATGSSPSTLVCCVLIL
LRHPAGGLEAVSERGPLTLRNLSIQA
VDMRRPLESLQTLLQTVYEPLLRSQ
HEVKLRSQLQDFLSSVRSHCQVFAE
VDLKLFVHAELLELCAAHPEADVEQ
LVEILGFEKCTNTVFLRQVMTLCGQ
CRSVLDTKFEGRDIVSARDEVAYWQ
AVLRWVEQVQKQLHCREWQLVHRL
LGNRVETSYEVEFKMHAKLVRDYLD
HLKSVPFQQIDEVEGENYAALVEEL
FSAMVRPTTYPASQSVRLLESIVREL
AERFLVLVSRNDVLRMETPEAQLQF
LRRHIQVLQDMHQRYMQTMELFQS
EIHMPSPPSPTRGGTQQQKQKYHAL
VLSRARQLWRFVNEHFHYERAVKR
TFADGSLEAGMTCSFHAELTDAYDC
FATATGATGRLWDVTPAGTSEFHRA
LAAYKRRLAKIDERLALLVGTMLATA
QEMSSSGLSLASASYSSESAVAVGTL
SGYAANTSCGPSLYRIYSRFRPLRRE
KVQAVVAGFQMALLEQINREMKNV
RERYFDAESCRDAVRITVARFGVTPV
VARMLWERSVQREIETYLVRRDAIY
EHGWHQLLNLRTIEHCWYLDESLA
QFLGAPLDDLMTKELGGDPEVYGTA
YALAYLDAVYGKDKPEWSADPYIHD
AQNFVQESDAHAISRAKSRLVILRVG
SGRGVEQSEVRDVRNFCDIISQRLQ
ERVVQWCEDVLRRIAALDLSPGTMT
MKGPLWHLVELSGRKGCGNICISGS
VNSNNGRSTAVGLRRVVMPHIPRN
MSSLLRDLHVLDGMQLLESHVQLV
ADVRSFFTNNEERFRIANCLSELICA
FERALNGEDELMVNLATEEYASVHK
SFLDGAQLSWSDEGMLQQFAQELS
ERVYAFCAAVAQVRGVTADMERGIT
QLRSHAVQKAEAVVGRVEEMHALV
NSLYANCANACWWVRRVQPCLDAA
LVWQLEQHLRRWTNEFLSMSRDPR
FLDKNAETEEFGLRPLRVRMRVVFK
EISLSLPVAACRHHWVNELNRSFAW
VHTLSTLRQESPHHHHHHHQQQQE
QEKRVPEWSLKVTQLTMASTSSTYD
RVWERISPHFIAEPLQAIEKSIRDAIE
VETQWRRGQQLLNIELGVLQQRLGD
DLEKWGDALQHIREMASRLMDYTQ
PSTLVGGIVIVADDAQKELGRKLDN
MTQYIHSRYRDVVEKHLDSCYHHV
MEVRTAAENCNVINDLEDAARFLCE
LPDIKADMQATERQLVSLATAEEYLR
RQGFSLPDSWIYVRKVKTEYRAYHD
LIERKVKALEFRRPFLREGVKSQEET
LFRQIDELEESLHTIAIQVQHHEQAQ
LEEVSDSAQRRFRDMEERATRLKEQ
RKQLIALQDALGVPILVEIKLETIMSS
MEELQWVCGHIARAYQRLNAIARTP
FFEMVPRQLHDEILAIESEVREFPEG
VRSHQAYKDLQVCIENRMACRHLM
QELRSDAMTPLERAERHWMALKSQ
LHAPWKLEELTVGDIWRSDPIEHAKI
YHDVLQFAHGELRLESQLGHIVAFW
NDFEFDTMVYQHQFVLIRGWDVIFE
RLADDLDSFQGLRSSPFFSSQHVIAI
LAEWDNRLHFLLQSLEVLMVVQRR
WVHLDSIFTGNADIRRQLPNDAIQF
DRSSREFMKIMPVKASTGSVPVLTA
QDLIQDKKLLSSLQRLEGQLSRVQR
ALSTYLDMQRRQFPRLFFVGDDDLL
ETLGNSRKPTLVEKHLPKMFAALAR
FIVSSDDTAVGGEAKGSDSSAAIQIV

None None None None None None None None None



GFASADGEKVMMVQPVALKDRVLH
DWLAEVEGSMVTSLCQLTVSAVNSL
TSAGKVTTAWITSFPLQVVCLAFQV
WWVRLQEQTLLTLQKQEGTGRREP
SMAVAHMVSLLDSLALDGITPETTP
ALRHGIEEIITIAVYQRDVSRVIESKRI
LSVDEFEWLRVLRLYLSENGTELHC
RMADASFRHGFEYLGWYQRLVQTT
LTDRCYLTMTQALHARLGGSPIGPA
GSGKTETVKALGTQIGRHVLVFNCD
DTFDFDAVGRIFLGLCQVGAWGCFD
EFNRLEERVLSAVSQQILTIQEALRA
QSNTVTLAQHTVPLRESVALFITMN
PGFAGRSNLPGNLKQLFRTMTMAA
PDRETIVEVMLFAQGFRTAEALSRKI
VPLFHLCLEKLSQQAHYDFGLRALK
SVLVTAGNLRRSSRDAAVTNLNAPV
TATSLEEVESEIVLQSLINSITPRLVT
EDLTLFYPLLRDFFPGLPLPGAAMTK
LRAAIEEVCRATHYIPTPAWVEKVCQ
LYHTRKMRHGLMLVGPSGTGKTLC
WKTLLRAMARLPVAGDDGDDDEGD
VSSVKEGTDRIGPLEAHAYVIDPKAM
SKAELFGVFEATTREWRDGVFTEILR
RIVNNEMGGDRSRQQHWIVFDGDV
DPHWVENLNSLLDDNKIYTLPNGER
LSLPPSVRIVFEVQDLRYATPATVSR
CGMIWFNRGTVPISSVLSRHFNVFC
RAPLIDKHGKKQIASVAYDGEDYKTR
SGGNCFMVQRIGVDRGEMLVDTLK
ETQGIKPEEIERETASPASNIPVAASK
EHVTPSDQSSQKETSLWYSSALTDL
DRDLLQLQISMANVWAPAFAKDGLV
EIAVRLIHSERYWKQGIMEHDELQM
LSSVQSLLLDGVSRIWRLREKQAKLP
TMDILQKYAANVLQYAVLWGFTASL
SHELRRRWMEELSLAVGSAFGGGL
ADGLSLLDVEPDPITGEWRAFRERV
QDTFITADQMGANDVLIPTVDTCRH
EGILRAWIAGGNAAILCGPPGSGKT
MLIASILLQSSEYDAVFLNFSSGTEP
KNIIRALEQYCSVQNTTRGPVMSPTS
GKVLLLFCDEINLPALDQYGTQSVV
QLLRQIIERRGYYRSCDNAWITVEGV
QVIGACNPPTDAGRVPLSHRFLRLAP
VLFVDFPTKESLHIIYTSYCRAILAFN
TQMQSSHAEKLASAMVEMYTATQV
HFTSWQQPHYVYSPRDLSRWARAV
HSAFLTWEESERHKLRVEGLVRLSV
HEGLRIFQDRLVEREERDWTDSTID
RAFTTHFPEITLASVYPPSLQRPVLYS
TILRPSYTENARDELRAHIEQKLDAF
CEEEVDTALVVYDAMIDHVTRINRV
LQQPLGHMLIAGSSGVGKTIIARLVA
WMNGMTAVRLGVHRNYQLDDYER
DLRDILRRVGCKLERICFIFDDSNIM
EASFLEYMNALLASGEVPGLFDGEE
WGKLMEEIRESVVAQQCLKASNKP
QKLPQEEDDDDSQGRHQQQPQQQK
QKQTSMLPSSHSKSEDAASSHGISA
PQREALDTMDSAVYVDTKSEQELYR
WFLSNVKRNLHVIFTIDPSSGEFVSR
AVSSPALFNRCTIDWFGDWDRDTR
HQVTRQLTKPIDIMFSCEKTFQKRE
EEARDALADAICGIHEITDEVNRVVR
LQNAHQGTFITPRHFSDCVQQLQLL
YEEKRGGSKEQVLHLRTGLAKLDAA
SEEVEQQRAKLREHEAVLATNSKKA
QTMLDCIVTDTETTKQEKQAAERLR
QQLAEEEEMIVTDKARVHSS


