
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

V5B673 V5B673_TRYCR Trypanosoma
cruzi	Dm28c

NaN 19.946178 NaN NaN 30984116 MGRLNSAVAESCVAVTEKALKRRLG
ITANRAHQSERTVEFAFTASKDRLG
EISSALFKEFVQAACGSEQGRTKLGS
VDVSVDAQKGLQSVLFTDVVCVHNF
RFDELPDDSPAITAVAEATYFRYLAK
HSDAQAYAVTEFPKCLAAKGGPRLD
VIIAGYVLFSLLSDDGDEVKLRMYIK
NIDEVLGTMCTSSFASTVLPHSWSN
LDQLEPHQLVDLLEETQLAISDFWT
DSAQDTRARSQVIFLMTTIGSELREY
FSKKTLAAGGVFGDSKSATEMALSC
CDDWVNMCRNLTTIDWGAVWGGR
FEDLQLRVVCDRLRVVASLRDLVGE
MVELLNASGELHFLRKETLWEAME
SIDIFQTTAAVEKQWDAALSAFYRRL
EPVEHRCAAALRDFFGERGNLAPQT
ILNEVVKFRQLIRRPVVAKELVSERD
ALLAKLNERLQGIRLEFEHRSESTED
DLFLEDEDRRCQTGRFMPGVVNNM
IWLRQLRGRVEEMIKMCKSLLLDLQ
NAREFVLAADTLLEEIGDYELELYKH
WAMDVEDNSHALILDANAPLMDID
ANGRVEVNYPERLVQLIREVRIFRGL
GLRITGEIQRMVDQGVCFYRNGVSL
KQIASTYNSMTKDIIPCTRAMLLEPA
LFFENIITASGDRKLTWRNVEDAER
FIGKLRTASQSLTDANRRLHRLHKEI
EAIVVELFSVDLLRSRERWMGKVHT
IREKMEMSGFKNMENWKLFWDVQ
LYKAMEYQYQLGLESLHEVVAEMKA
DIVYDQETGLAALRPSLEVIRGQYYQ
RIKDFMTFPLGFRGCGENEFFKEMP
ARNERGIFAVMQHAAQLFKKVQQEL
KRFHPLLIIGQCGRNGNPSLEEIVGK
TLTEVQHWEQGIRLLKQKGKEINGE
ELFIKCGCITLCTASIKGTVEDHLYKL
SEVLRVTLRRSAENHLRRIDAYLVEV
SGSLDSTLTKLDEIGAANVHHAYLVE
QRPAMEVEFYHFYNKNMLLQSMAN
RAGLDFAKTRDEWDRVMRRLDSYE
SEMEEQMDKLKGVIEESVKSWQKK
LERFTNQWHELKPKNADSPNAVQF
VKDQQEKFKALETEGEECVQQCKYF
QLEEPDIEPLHDLGRDIEEYALMWS
MVGTFNEELGVLRAEPWLALRAKLY
RFDDLIKVWQEKLKEIPNNPITVQIR
TLLDSWSRCAPLFKFVRGDGFTPGH
WVELFRLLGTPNATQDTLQFGDILD
RYENILRHEMELKKLHSRAQGEAQI
REALDDVRSWGTNAKFTLCAHPERP
GVMLITEWKDTLSALSDNQALLLSM
KESPYFSIFASDANKWEERLACLDE
YLRSMNQIQRKWVYLEPIFRRGALP
QEQERFARIDKEYLQVMHTIAKDSRI
VPLATHKEYKEVLRNVLEQLDRCQR
ALNQYLEAKRDSFPRFYFISDDDLLE
VLAQSRNPLVIQSHLKKLFMGIHGV
RFDTQKEHILQIHSLEGETVQLEEPV
RITDEVEEWLSKLDVAMKDTLRVHL
VRCLEKLDIGAYATQILCTAGMIDFT
KKTEEAIRESKVGGLLKLKANLQSQL
RDLTIYTGGSSDVVVVLKLKSLIMDLI
HNIEVVDTLIRNGVEKETDWLWRKQ
LRYYLDHNNNCVLRMVDAEFNYSY
EYQGNAPKLVHTPLTDRCYLTLTQG
MQLGYGGNPYGPAGTGKTESVKALG
NAMGRQVLVFNCDEGIDFKSMGRIF
TGLVKCGAWGCFDEFNRLKVDQLS
AVSQMIQVIQEALKNGESHCHLLGR
DIDVNPNAGIFVTMNPAGKRYGGRS
KLPDNLKQLFRSVAMSAPDNELIME
TILFSEGFENATELAKRTVEVFKLAA
GLLSYQQHYDWGLRAMKSVMRLGG
SLIHQYLMDRVGGKVKLTPQDVLQK
ECEILIKSLRVNTLSKLTFEDAILFNN

None None None None None None None None None



LIADVFPGVPIKEIDYTELHPAIVESIK
ELKLQFVESQVQKILQLYEALKQRM
GVVLVGPGGSGKSTLLRVLRRALQR
LGVSVPLYVMNPKAMPRTQLLGHM
DNDTREWFDGVLTEAAKKVVKEEN
DVRSWIVCDGDIDPEWIESLNSVLD
DNKLLTMPNGVRIQFGDNVSFLFET
HSLEFASPATVSRMGIIYLSEEDVNP
KMMVATWLLEQPEDSRDQMRSWI
DEFFYKAIDNLLATGNLIVETTRTGL
VASGLSQLQNCSNKAQFTLALVYGL
GSYLPEENRREYAKDIHYMTGERVL
DMKDPLGTRYDLQHGGYRSFEFQP
AFELSVEDLYRYPMIATIECQRNME
VMRAWTKPLRPGVYRPFILVGPEGC
GKTMLLTNLFAGISGTRVATVNCSA
QTEAIHVIQKLKQTCQMFNTNQGRV
LRPKEAERLVLLLKDMNLPKPDKYG
TVQLHSLLQQLILYSGFYDTDLEWIT
VERVQIVGSMNPPGSMGRYPVAPRF
LAIVSVLCMSYPSRESMQIIYSEFFNI
MIQSHKLKFELPGKGAADIARIMTIV
YETIAIRCTVDVSSHYIFTPRDVTKW
ALNLLNYNSVDIPDAIGYEGRRIFIDR
LVSPDERTKFAKLIYDNLIFLVGHRA
GITEKETTYYVSWMDVASSRVKNLM
PPAWMN


