
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

V5BRY2 V5BRY2_TRYCR Trypanosoma
cruzi	Dm28c

NaN 19.946178 NaN NaN 30984116 MRAAEEARAREEELHDRLDESAAR
GRALESKLSELTRTADSLQRALDGG
VLAVGDEEDASAAGDRAVEALKRLC
EDSVTVSAVMGGAMQRKLDDAEAE
PLLQQCRKMASDMEALRRSERCSV
VNLFNQRALFLVSLLVSEELDERISL
LSELSFFPSNLLKIFVSYFVSVSGICA
LLRCDAGSIVHQVEELLESRDYYCRL
VGGGDFILEADDDDVTRAECVHVIR
RAVSLLAPAILDDATLRLPEKLQGAV
QGIMLDISRIRASLEEASDSAGRAEK
DLQTIVSASERALLMLRGVDSSSEAV
DGVVVARPSVSFLSRSLLSQAGEITG
RLRDLNDVCVECNAIVGQALKRECE
QLQVGAEGSLSSTAPIEPDFLFLVDH
CRELVAEVFTLREQRRSSLAAIERNV
GEHEVLLGAVRGSVNALLFALDNAA
SVASQGEEDGDSSDSVANLCDRLGS
CTRAVTRLLREKEHAASASVKLLQE
ALLPEEDRRSSDNDGLFSLASDVVR
ALEARRVELDSMGKALEQSRHFAKE
YRRRMDKNFAEQDAAMTAQVQTHA
VMEGQLKEATERQVQATASAAKLLR
DLSEFAGSVAAITLYDGDVKVDEGER
SEDARVAHEKDVVTYEVSRERLEGIL
ENCSTVMRTLEAAKTKAKSLSSEAE
DLRGRLRESENTSRELEYQSRHAET
KAAARVAAMTEEMNFLRNALQAKV
TECERIQQQVQDTERRVDRLQAEMA
DNTRTFGNERDNLSKVQSLLLLENE
EMRRQLEELRTEQKELQNFLRGCQ
VTSLDDAAKKMVAFAGDVLLNSLAL
EEAENRVQLLQNWALSYGVHTAPLL
GICTRVANAISASEFEDIPMRVAEML
KREQEFSRLLGVPAKTVGPTRAALLK
MVTDWAERIGVEQQPDAGTFLTELD
FALSDLHAGYASLKNKIAAIQNELYQ
ALSTLETGGKQAEQITALLRSAHPTE
ELTVTTATAGEMSPSAILQVALASLR
LEVEWAVEKIVSNTEQTRRTLEVLEP
VCSGRSVLEVCLHAAEELQERRSTE
EVLRAELANAQAKAESYRGCIEASM
RCLPDSLIHVKAGDDLQRRCASASA
ELRRRMEVLSSAQRIIALAGHDNRS
GDLCMNVDDMLRKLRQLKEREKML
EATYESSQQRALRLEKTLRATEERLE
ETITLHEEKERNAIMQEKEKQNLLQ
AQLSESIHEREKLRTTLAACASAVGC
SLEGGSGGNDAANHNNKNGDDKE
VADVLRAVKALASAHDASVNELEEL
REQHALSRKALASANDIRALAQEEQ
CRLMEEVERLRAEIIAVTASNEEHRA
ALLHLTEQAEGVVLRISTAHSPSLFW
ASSTLTKRAPLVAQCLLDACNVFEE
NRCALEDELSALKKLHEERQHEMK
AVNEVLCEALELTGETNPSDTAQLG
AIVKEKLSKALKEKNAIADVTGALQS
ENATLKASCTSTEAKLEETKTALEQV
DRQKRALQEELRAFAAFAENVAETV
GEPLPSGSTDLEPLKVAFAANQASL
QHHAEELTRVREELDVASSSSAVMR
TKIDENAAERERLTEQLLGAEQERE
ALLKASEQLVERVQSILDDHVEVQR
ELTFAEGDDDVTVVDIVQACVEQLD
KNRIGAETSNEQLAALQRENAMLM
KEIQRLQNSAAVKSGEVTELHEQLRI
LLESRQVAQTDYSKLQAEHDSLSRQ
VQALFTDALRMVADEMRLQLPMFT
DTTASGALQGLRSLFDYIAEKFRSGA
LRSDDTEDKIESLKQLLQLQERQNA
KENRILYRTFCDHVVVHTGTNYSRR
EDGDEDSSNGKPHRLTTDFLVAVGE
TLHSVHTEFRHAGRLFRRLMGGPVE
LSSSLRGMTLPESAAWIGEAANETV
ERSELLHNAIRAVSQIVEILPIDLASS

None None None None None None None None None



QEQVTEWVESFSLWLERAQRGLDS
FDRLLEALTSVVHSHGGTVEETLST
NTTITSFNNYNNNSSSNHHHLDIVD
TSLQDLNNSRTDMSFSRYITDPHHR
AVFNAVRDLFSQLEGRGRVLTSEWQ
ALMDQNNRLIHERRQTEEEQARVE
DHVQELRRVVQRKIEEDRRVEQSLK
ELDRHLDMQARELAMKYRSDHDIIV
RQFTELRGTIRRTIKPPRSHSTAATTF
GSASHRTF


