UniprotKB Entry name organism full loglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular [extracellular cytosol jnucleus mitochndrion enqoplasmlc golgi plasma extl.'acellular
1D name sites sites reticulum apparatus membrane region
'V5BKD6 'V5BKD6_TRYCR [Trypanosoma |NaN [19.946178 NaN NaN 30984116 MQEHREANKVESVFLSLGSLQITEG |None None None |None None None None None None

cruzi Dm28c

MMNTTLVLIKPQACREKFLDVAREH
FDQYGVRTDDTLLLSGSQVERGAYV
ERHYSSVHALAGCSLEDLSAFVSEE
TASLFFSAFGELWDAAVERRRVMTP
DDAMTILGLSPEELHARWCASKSCA
RLEYGFYVSYLEEERVYVVNGFYPSL
LGSFTATDSQTCLFVLSWPESMYTW
KQFNLEVLGAANPSEAAPTSLRRLL
FENWREYGLSEQPSLMHNGLDASS
GPLEALAHRSVWMHWRATEDDFGR
IALLQEGVSLEFLEQLLKNPTITYCGE
TRPVFELLEDLQSSEVIHHLAVLYAA
EKLKRTNQASVGFGTSNTMSGAAE
IWTIVLDDEDAEERRNRALVFVKPHA
NTPETRALVEERLMQTRGMQIVSQR
HVFGGEIAAQQLMYKHYRTIARYAV
KVSPMSINVSTQNRALFKEVFGIAW
KEAVCSGRVWNAETAIHTLGEISAV
ELYGMWGSCTKTMKLASGAYVAQF
LNEKVFVINGFYPYLRDTYGAQDAK
IVTCYLVSWPEACMTWRAFREELIGS
TNPGNAPPNSLRGLIRDRWQELGLQ
YPPTTTDNGVHASAGPFEALLERHL
WMHLPLSHDPLTLRLQECGLTGALL
IYRWASNPEVLLRGKKLSGCVFDLLE
NMQTSEMVDIMREAEQQTMALYKE
TPMNRAVLILKPFAVNERTIAAVKKT
LDSVGLLVTREMSVFSARIVKCYLNS
IAAFCAATRFAEINSSTPQEVVSPAIK
DRFCEIFHSTWDYCVVDGSLMGATT
IACENLGLTPKELLQLWEASSPKKVG
RACYIAFLKAQGIFVINGFVPFTRECY
GRPGSRVYLFELEWNESAWTWRDF
CEVLIGDFSNPQNAAQGSLQRTFAD
EWSKFGLQQQPVSRATSALYASEGP
LEAAADREMWLDVDLPEDSFVQQL
LLDGVPLSLLLPYVRNEHHGGSISQ
GPQQQEHEGNGLLAGAIPEYTRSML
SKHQQSSEVVRRMKALTSRFLRAIK
MNYAFIWVKPHAGTPEVLKWIPSAL
QEHRLEVVASGHLMMEEVIEKHLV
DQQYNALYRNAMGRSAAEVPISAKQ
KVEFERTFGITWSTALKLHMIINAAA
IAEEIMGVVELLEAWNRATRKVCLSA
DLYVAYLEVEGLYVINGFYPYLRSRM
YTGSRIYWYVVMWDGEIMTWDEFQ
RYVIGGDVPATAKSASLRNLLWASW
IVELGLPQEPDGVDNGFHASASPIEG
LADRVAWLGTSVEDDVFGRLLIQGG
IVSAEYLRTLLRNPLVRHRDEPVDAV
GDVFEKLCTENPLLIAQLVGLQSTGG
MHLISNRACSGAAFSRPPLSRQGTPI
EKNSTNKKNTNEPAVEMVWQTNEA
IAGVVSPPSPPAAATATKTPGRNYAFL
LVNPKCLSTEGEELTTAYITDFLQRH
KIRVEAGGRVRAIAPALRHVWEELQ
IADTFRYAVKQTPSQYAIGGDAISAFE
IAAFGESWDPEKIWNALDTALEFNLS
IALRLKELWDGCALRKRIAPFLYIGKM
RDRGLYVVNGFALHSTEVFNLSSSIK
RYFLLSWDDADADYAQYLRHFIGDS
YVEQAEPGSLQRMLCDDWKNAGLK
CPPDPFEGAVMTSTSSLEAIQQRQL
WLSLGLLRDPVGCFAVRQLDVSPYV
LRWAVSNPRSRRGDGLYLFETVRGQ
GSADALQLLKAEDTRHRAAPLRNSA
FVLVKSHALCRSFAMTIEMVLSNAN
IVRIDEEGDLSGLVVRGRGLVQHLYA
TASRYAVREVSTIRLTEVERERVRRE
LGADWKELLRGGVIVNAYQALEVLG
GVTPQYLYGCWKGSSRKLVIRPNFV
VAELSEYGIFVVNGFFPELKNSLEST
TALLHWYVVSWREEEMSWPAFLDQ
IVIGDDCPSVAVPQSIRGQLFQRWRE




YGLSMEPDLLHNGIHVSEGALQAM
RDRTKSLNCPLSEDYLGDAMLRHGV
PERILRVWLDNPDVTSGGVEAGVFE
HLRHCDTSRLLMLLTALTEELRCEE
SDGTTVQAARIPLVENNDGLTAPLQ
EGSQEGHTRGIDNDNDNNKNESVL
GKFLDEAEGALLFRNTAVIILKPHAS
ENLGVMALLERILAGNNIRVRRELR
KRINPRIVDQHFSSPMYYAMQKYRT
IAFPEVTEEGRVRFYEAFGEEWEHAV
IASQRVMGAFNALKLFSMTPSQLYVK
IWSLSEQGHVQLAFDMEVVKFYAEG
IVYVVNATIPLERERMIQVGQATQDV
HCYLVSWDQRECSWQKFLYEVIGNT
DPATAAEISLRGQLYNDWERFGLPS
XXXXYRSAKTLPFRMRDERSVDWLQ
EALLKADEDDVVRLWEYYGGIADRE
EEEEEEGEAGAYADELVSTTGLHRR
LRGTINGEAFRRDIEALDCFGLPLSR
YKVKKLFEGMAWRGDGRITHEEFRV
IAMAVLQQM




