UniprotKB Entry name organism full oglcnacscore oglcnac p'h osphorylation PMIDS [sequence intracellular [extracellular |cytosol nucleus mitochndrion en(‘loplasmlc golgi plasma extl“acellular
ID name sites sites reticulum apparatus membrane [region
'V5B4S9 'V5B4S9 TRYCR|Trypanosoma |NaN [19.946178 NaN NaN 30984116 MDSTNSIEKSLLMEMEREVERAKG [None None None [None None None None None None

cruzi Dm28c

GRADPNGTRAALPPPFEIFPIDDQIE
KREEDAIKAEIERRLRAKRQERVNN
EQTTHYSSPQNISLAFGIEPSSTVKY
GESTQEENGKSSQSESEEXXXXRAQ
REAEERALYSNDVVLTMRGVTEGKS
KLVAPAERSLVLSGEAEEEVVGDSD
DEYETISNGSCTNNSVVSQVENDNG
ILSGMTGSATDILSAANPPYEVFEEY
IASQELKRLGLTEAELRYRRIECHRYE
TIREPGRCLFPPGERLEGDLSAASVQ
LGFFCAKQVIVSSSIPRQTKVAKRER
HGDPNRRPLSRVHCFFESELVQDPS
VTFDDEDLPHNASSECVITERELLTG
SMNTAVNKALARVSFGDPIQVWERT
RGRSFNLLESGDKKLQRQRTHTTGP
TANDIWVSEIDAGKPTTAVKVFAGGV
PLRVECTKFGGPMIDIHGSDVDPVIL
SLAFFSITSNSRLKVSETFFFHSAVDI
FYPHKERQELSRRNQVVAFIPREFM
SSLHLVVHAFRPASEDYDNYVDLYT
RPDRYKNQHVIQMKQETQLLAITSD
VLEELGWGFVHCQQDSNSRSVTLSI
QKLYRKSVCDTQLCKLLDDEKSRNT
FRTVPFELEFTISECASHEVAFPSQH
DKPLPEENETMVSLLDLDIPGARAE
TYRYVPCAIPILNSGFFNAYHNVYYF
RLKKVKIINVGVLRKVPNTHRTYLM
QICVKDQDVSLGEEGLPLIYGRGLSG
KRLETSAWSSTIHNCLEFELNDEFK
LQLPLFLTDAHHIFITLYASYQKKNP
PTPGQQRLYKIGYAAFPICRNGVVRV
KQDWSINFVSAEQAVVIAAGGYLKK
FPEAPSSALLNNGIPVLNASTQTRTS
VHASNELIAGVLRGATPALKSISQND
NVLAVSGKLSAGVAARDDGAHAKIIA
LMRKLPLAEILAFFPFLSFFSLALVSS
PSSHVSLDCRTAALDVLVDMTFRAQ
EYDVSTQASRRRQGQPTAPGYIRTSV
TTVLYHHLSNNVLYSGQRYRLYAGV
IAEAWLNLLTQTRHASSGPAVKPTSE
GASDTENKSKGNTPLQRNVKKQMA
DLSWYLFDVILRSIYLMALENPNTSR
SELFHPSFYTLIRKLCTEVLDVLGGF
TVGGILVRRVALFLRNLGNYCDRGH
LLEIYQSVVKFFEERGEMEGLCAFLK
ITMEDPDVVGWMLPLSGHEKPIFFT
RIFVDAMSRLLVHRDRDTRAEAAEM
LYAFLCGLANNPRIPAVNLRWLASQ
LFSLLRPLSLQWKTYMQLCEKVEGT
IVAAVDQRQLVVSILWITYYTSREVLR
QWLLTEEDSKVFAGFMSFMTDAQS
LLRYNAGTDKSEFRGGKNTAKELRE
WDARMSTFSTAMGSRMCSIFLEYIP
HILRTLRNDRANVVVYPFFITLENLV
HLGNSTLALQIGSSALFEVVCSLFPE
IISRTARMSSGIVLLTFRLMSSCSQH
IVRSIAGRTFFFMSQSYFKWNRSLAR
MKSLTANALVSVAESKTRDLRLAGR
FIEFQFDDLFEKALREEEYFRAPSQD
[YDTRYESDSNQSCGNSGVTYRYDVD
PLFLSVQRRLSVSQYLLEREKKEQG
KNKHAGEEITGICQGSDKAPPRFHE
EFTAMSETALSLFRDVLRLQMEDS
MRFKEAKVFAYFEVVQNFLRQNALR
EVLNWLHRLHNTHKANSDMAEAGL
IVLFFIAALCFRVTEMFYVLKGKDSRG
IARMPFGLLTYVFWHDYVRVLPEVDV
LLPVDTIYAIVSELYVCPDEACFSAEG
QIKSLREAAEHLEKDQYYELAIGAVTI
IADKYLRAIGDYKGAALVHTAMGTWC
TAIAQQSRRRNHRYFLLWARMEREE
RRRTRRELQEEDILLGERPRGLPAAR
IAIKRVYKMPPETSLKEFKEYAKEFIT

SLLQDANLVVLTDDLVDTLPAPPEPT




SKKKRVASLHQPPNHCWVTVCEVH
IANVAKGEPAPPDGFDRSVQIKKFESI
LYVHTKPEAAGTRTIDVMNQRMSIN
IYELDRAFPSTTSAIDVCNVDTSFLN
IAYETARETLKQRTDAIARAPANETLI
TVLREALSPMGITPPGAYVKEIIAVM
GNNNDVIDAVKLLSTTARKKLSVCE
KQGVLLTRPEEYALVLKAVTDIECCL
IAMEDAPREQDE




