
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

Q4DBS8 Q4DBS8_TRYCC Trypanosoma
cruzi

NaN 19.946178 NaN NaN 30984116 MQELREANKLESVLLSLRSLQITEG
MMNTTLVLIKPHACREKFLDVAREH
FDQYGVRTDDTMLLSGSQVERGAYV
ERHYSSVHALAVCSLEDLSAFVSEET
ASLFFSAFGELWDAAVEERRVMTPD
DAMTILGLSPEELNARWCASKSCAR
LEYGFYVSYLEEERVYVVNGFYPSLL
GSFTATDSQTCLFVLSWPESMYTWK
QFNLEVLGAANPSEAAPTSLRRLLF
ENWREYGLSEQPSLMHNGLDASSG
PLEALAHRSVWMHRRATEDDFGRA
LLQEGVSLEFLEQLLKNPTITYGGET
RPIFELLEDLQSSEVIHHLAVLYAAE
KLKRTNQASVGFGTSNTISGAAEWTI
VLDDEDAEERRNRALVFVKPHANTP
ETRALVEERLMQTRGMQIVSQRHVF
GGEIAAQQLMYKHYRTIARYAVKVSP
MSINVSTQNRALFKEVFGIAWKEAV
CSGRVWNAETAIHTLGEISAVELYG
MWGSCTKTMKIASGAYVAQFLNEK
VFVINGFYPYLRDTYGAQDAKVTCYL
VSWPEACMTWRAFREELIGSTNPG
NAPPNSLRGLIRDRWQELGLQYPPT
TTDNGVHASAGPFEALLERHLWMH
LPLSHDPLTLRLQECGLTGALLYRW
ASNPEVMLRGKKLSGCVFDLLENM
QTSEMVDIMREAEQQTMALYKETP
MNRAVLILKPFAVNERTIAAVKKTLE
SVGLLVTREMSVFSARIVKCYLNSAA
FCAATRLAEINSSTPQEVVSPAIKDR
FCEIFHSTWDYCVVDGSLMGATTAC
ENLGLTPKELLQLWEASSPKKVGRA
CYIAFLKAQGVFVINGFVPFTRECYG
RPGSRVYLFELEWKESAWTWRDFC
EVLIGDSSSPQNAAQGSLHRTFADE
WSKFGLQQQPVSRATSALYASEGPL
EAAADREMWLDVDLPEDSFVQHLL
LDGVPLSLLLPYVRNEHHGGSVSQG
PQQQEHEGNGLLAGAIPEYTRSMLS
KHQQSSEVVRRMKALTSRFLRAIKM
NYAFIWVKPHAGTPEVLKWIPSALQ
EHRLEVVASGHLMMEEVIEKHLVD
QQYNALYRNAMGRSAAEVPISAKQK
VEFERTFGITWSTALKLHMIINAAAA
EEIMGVVELLEAWNRATRKVCLSAD
LYVAYLEVEGLYVINGFYPYLRSRMY
TGSRIYWYVVMWDGEIMTWDEFQR
YVIGGDVPATAESASLRNLLWASWV
ELGLPQQPDGVDNGFHASASPIEGL
ADRVAWLGTSVEDDVFGRLLIQGGV
SAEYLRTLLRNPLVRHRDEPVDAVG
DVFEKLCTENPLLIAQLVGLQSTGG
MHLISNRACSGAAFSRPPLSRQGTPI
EKTSTNKNTNEPAVEMVWQTNEAA
GVVSPPSPPAAATATKTPRRNYAFLL
VNPKCLSTEGEELTTAYITDFLQRHK
IRVEAGGRVRAIAPALRHVWEELQA
DTFRYAVKQTPSQYAIGGDAISAFEA
AFGESWDPEKIWNALDTALEFNLSA
LRLKELWDGCALRKRIAPFLYIGKM
RDRGLYLVNGFALHSTEVFNLSSTIK
RYFLLSWDDADADYAQYLRHFIGDS
YVEQAEPGSLQRLLCDDWKNAGLK
CPPDPFEGAVMTSTSSLEAIQQRQL
WLSLGLLRDPVGCFAVRQLDVSPYV
LRWAVSNPRSRRGDGLYLFETVRGQ
GSADALQLLKAEDTRHRAAPLRNSA
FVLVKSHALCRSFAMTIEMVLSNAN
VRIDEEGDLSGLVVRGRGLVQHLYA
TASRYAVREVSTIRLTEVERERVRRE
LGADWKELLRGGVIVNAYQALEVLG
GVTPQYLYGCWKRSSRKLVIRPNFV
VAELSEYGIFVVNGFFPELKNSLEST
TALLHWYVVSWCEEEMSWPAFLDQ
VIGDDCPSVAVPQSIRGQLFQRWRE

None None None None None None None None None



YGLSMEPDLLHNGIHVSEGALQAM
RDRTKSLNCPLSEDYLGDAMLRHGV
PERILRVWLDNPDVTSGGVEAGVFE
HLRHCDTSRLLMLLTALTEELRCEE
SDGTTVQAARIPLVENNDGLTAPLQ
DGSQEGHTRGIENDNNKNESVLGK
FLDEAEGALLFRNTAVIILKPHASEN
LGVMALLERILTGNNIRVRRELRKRI
NPRIVDQHFSSPMYYAMQKYHTAFP
EVTEEGRVRFYEAFGEEWEHAIASQ
RVMGAFNALKLFSMTPSQLYVKWS
LSEQGHVQLAFDMEVVKFYAEGVYV
VNATIPLERERMIQVGQVTQDVHCY
LVSWDQRECSWQKFLYEVIGNTDPA
TAAEISLRGQLYNDWEKFGLPSRPN
RIDNIVLASSGPLQAFMERELWCST
ADLVPDPLVRALCYVDYDSSQLFEW
KENPLVQYTGKKLGKHSVAMRMFG
FTHEMDTREFLELMAEHDGFFVPT
VPPCEMEDAQDQSYESFEMKADRT
VKRSGKRQAHRSAKTLPFRMRDERS
VDWLQEALLKADEDDVVRLWEYYG
GIADREEEEEEEEGAAGAYADELFST
TGLHRRLRGTINGEAFRRDIEALDCF
GLPLSRYKVKKLFEGMAWRGDGRIT
HEEFRVAMAVLQQM


