UniprotKB Entry name organism full oglcnacscore o‘glcnac p‘h osphorylation PMIDS |sequence intracellular |extracellular |cytosol nucleus mitochndrion env.loplasmlc golgi plasma extl'"acellular
ID name sites sites reticulum apparatus membrane [region
Q4D5X2 Q4D5X2_TRYCC |Trypanosoma |Clathrin [19.946178 NaN NaN 30984116 MNGPLTTAEVFQLNSVAGGLRPGTI |None None None |None None None None None None

cruzi heavy SFKTLTLESDKYVCLRDVQPDGQTS

chain

LVIVDLEKRESMRNNIRDAESAIMN
PKSKILALRSGRNLQVFDVVAAKRLK
IVVLFSEDVVFWRWVDDRTIGLVSGT
IAVYHWSLDSAEDAAPERVFERAPD
MGASVQILNYCTDEKKKWLLLSGVA
RVAEGMVGKTQLYSVENRDGRVVD
GHAGTFISTNTPTEPRACNIMCLAW
NTPHEGGKVQLMELPTSPKMDITM
PRRVVDVAFPPGDFPVALTVSPRHK
LLTIMTSRGTAILMDIFTGTIIQSQQV
TPNIVFCGTLYTKTGGLLCVNNQGS
IVFHVSPNDNGIIPFVKDQMRNPELA
IVRIASSANLGGVDDLYRMQLENGLR
IVGNIEEAIRACLRAPNNALRVPEVLQ
RFVHHPSAPGQPPAISTYFKMVLAET
TLNAHESVELARAVVPKGGSAYIKQ
QYEANKLTPSEELADLLAQAEPEMA
MKMYYKAEAHAKVVNILLQRNETQ
KAVEYCRRSNFSPDWRVILNNFIRV
NPQNAVSLALMLHRDLGDTPVVDP
NEVVDMFVTAQQIQQATEFILEVLR
GKNDESTKDLQTKLLEINLKHSHPS
IVAEKIFARGVCLYYDGMKLAPLCER
IAGLPQRAIECYVTAQNQDPDLDNLS
NIRRCLSHARSFNPEWILEFFGKLS
QADSMRCLGDLLQNHRENFKVIVQ
IVATKYSDALGADKLIELFLEQKLYPIL
YYYLGAIVPYTRDPEVHFRYIEAAAEV
GQAQELERMTRESPCYDPERTKNYL
KNKKLTNLWPLINVCDQHGYIDELV
RYLIDTDNETLIEQYLQRRSPGKTPE
IVVAALIDCNAREDFIKNILNAVGTMC
PIAELVQAVEERSRLRLIQGWLEARL
IAEKKTDPALHNAVGKLYVDTDQQPD
KFLLENAYYEPLVLGKYCENRDPNL
SYIAYRKGHLSEELVELTTKNGMWK
QLARYLVQEKNLQLWASTLKNDTKD
RDRLVEAVQQTALPESEVDEEVSTT
IVRAFMNAGMTHELTSILDQIVVRGR
FRKNRFLENLLIMTAIRSRKEKVME
YVSTLENYDAKEVASIASNAELPEVA
FAVYEKNDMKKEAATVLLRDLKDIS
RGRSYAQKCDIPAVWSVLGEYLLAA
DEVHEAIESFIRAKDPDFLEEVTAAA
ERNNQFGDLIKYLTMARKESRAKDN
KIDTALVLTYAKTGRLMELEEFLKET
HNVQIQPVADKCFDEGLYDSARVLY
TLASNFSKLAVTLLRMNNLPAAVEA
IAQKAQSRKTWTAVNIACIEANEIKLA
NICAVPLVLEAEMLQSVMDRYESYG
LWEELLSLLKTASSTPGAHMGVFTG
MGLLLAKYRPEKLLEHVNMHAKKI
NTHKMIAACEEYHLWLVLRVLHVN
NEDWLAAATTMMRHHVDAWDHDV
FKTVVSHLGSSDLVYNSIPFYIQNNP
QLLDDFLTSMFKTLDPERVLLEVKK
LAPVHFIRQYLESAQERNSRRVNEAI
NKLYMEEEDFTALRDSVERFDNFDS
IAELSAELEKMELFEFRKIALFLHRR
NKRFTHAIAVAKENKLYQDAIETAAE
SANPQIVEDLLDFFVVDHPECFVAC
LYTCYDYLTPQVVMEKAWLNKRTDL
IAMPYFIQVIQEYTTKLSRMEKSMMD
IAQQLAKEAARRAGPLHTGANDPLMI
QAGPANPMGGAMPMPMPMPMPM
PMMGGVPPGNYGPPPQFDNRRPY




