
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

Q4DTI4 Q4DTI4_TRYCC Trypanosoma
cruzi

NaN 19.946178 NaN NaN 30984116 MGRLNSAVAEGCVAVTEKALKRRLG
ITANRAHQSERTVEFTFTASKDRLGE
ISSALFKEFVQAACGSEQGRTKLGSV
DVSVDAQKGLQSVLFTDVVRVHNFR
FDELPDDSPAITAVAEATYFRYLAKH
SDAQAYAVTEFPKCLTAKGGPRLDVI
IAGYVLFSLLSDDGDEVKLRMYIKNI
DEVLGTMCTSSFASTVLPHSWSNLD
QLEPHQLVDLLEETQLAISDFWTDS
AQDTRARSQVIFLMTTIGSELREYFS
KKTLAAGGVFGDSKSATEMALSCCD
DWVNMCRNLTTIDWGAVWGGRFE
DLQLRVVCDRLRVVASLRDLVGEMV
ELLNASGELHFLRKETLWEAMESID
IFQTTAAVEKQWDAALSAFYRRLEPV
EHRCAAALRDFFGERGNLAPQTILN
EVVKFRQLIRRPVVAKELVSERDALL
AKLNERLQGIRLEFEHRSESTEDDL
FLEDEDRRCQTGRFMPGVVNNMIW
LRQLRGRVEEMIKMCKSLLLDLQNA
REFVLAADTLLEEIGDYELELYKHWA
MDVEDNSHALILDANAPLMDIDAN
GRVEVNYPERLVQLIREVRIFRGLGL
RITGEIQRMVDQGICFYRNGVSLKQI
ASTYNSMTKDIIPCTRAMLLEPALFF
ENIITASGDRKLTWRNVEDAERFIGK
LRTASQSLTDSNRRLHRLHKEIEAIV
VELFSVDLLRSRERWMGKVHTIREK
MEMSGFKNMETWKLFWDVQLYKA
MEYQYQLGLESLHEVVAEMKADIVY
DQETGLAALRPSLEVIRGQYYQRIKD
FMTFPLGFRGCGENEFFKEMPARN
ERGIFAVMQHAAQLFKKVQQELKRF
HPLLIIGQCGRNGNPSLEEIVGKTLT
EVQHWEQGIRLLKQKGKEINAEELF
IKCGCITLCTASIKGTVEDHLYKLSEV
LRVTLRRSAENHLRRIDAYLVEVSGS
LDSTLTKLDEIGAANVHHAYLVEQR
PAMEVEFYHFYNKNMLLQNMANR
AGLDFAKTRDEWDRVMHRLDSYES
EMEEQMDKLKGVIEESVKSWQKKL
ERFTNQWHELKPKSADSPNAVQFV
KDQQEKFKALEAEGEECVQQCKYFQ
LEEPDIEPLHDLGRDIEEYALMWSM
VGKFNEELGVLRAEPWLALRAKLYR
FDDLIKVWQEKLKEIPNNPITVQIRT
LLDSWSRCAPLFKFVRGDGFTPGH
WVELFRLLGTPNATQDTLQFGDIIDR
YENILRHEMELKKLHSRAQGEAQIR
EALDDVRSWGTNAKFTLCAHPERPG
VMLITEWKDTLSALSDNQALLLSMK
ESPYFSIFASDANKWEERLACLDEYL
RSMNQIQRKWVYLEPIFRRGALPQE
QERFARIDKEYLQVMHTIAKDSRIVP
LATHKEYKEVLRNVLEQLDRCQRAL
NQYLEAKRDSFPRFYFISDDDLLEVL
AQSRNPLVIQSHLKKLFMGIHGVRF
DTQKEHILQIHSLEGETVQLEEPVRI
TDEVEEWLSKLDVAMKDTLRVHLV
RCLEKLDIGAYATQILCTAGMIDFTK
KTEGAIRESKVSGLLKLKANLQSQLR
DLTIYTGGSSDLVVVLKLKSLIMDLI
HNIEVVDILIRNGVEKETDWLWRKQ
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
DVHSWIVCDGDIDPEWIESLNSVLD
DNKLLTMPNGVRIQFGDNVSFLFET
HSLEFASPATVSRMGIIYLSEEDVNP
KMMVATWLLEQPEDSRDQMRSWI
DEFFYKAIDNLLATGNLIVETTRTGL
VASGLSQLQNCSNKAQFTLALVYGL
GSYLPEENRREYAKDIHYMTGERVL
DMKDPLGTRYDLQHGGYRSFEFQP
AFELSVEDLYRYPMIATIECQRNME
VMRAWTKPLRPGVYRPFILVGPEGC
GKTMLLTNLFAGISGTRVATVNCSA
QTEAIHVIQKLKQTCQMFNTNQGRV
LRPKEAERLVLLLKDMNLPKPDKYG
TVQLHSLLQQLILYSGFYDTDLEWIT
VERVQIVGSMNPPGSMGRYPVAPRF
LAIVSVLCMSYPSRESMQIIYSEFFNI
MIQSHKLKFELPGKGAADIARIMTIV
YETIAIRCTVDVSSHYIFTPRDVTKW
ALNLLNYNSVDIPDAIGYEGRRIFIDR
LISPDERTKFAKLIYDNLIFLVGHRA
GITEKETTYYVSWMDVASSRVKKLN
ATSMDELKKSAEHLLLNYSREFAEL
DVQLIPEVCAWIARVDRVLSQERGN
LLLVGRSGVCDRAIIRLVAYNLHMEV
MTLAITREYGMKQFNAELKSVLCKA
GIEGQHVVLLLEDHHFGNNPLFLEY
VNSLLSSGEIPGLFTQEEQEALLAPL
REEAMGEGMSPYAYFVDRIARMLH
VCVVMDPTNPNYEVHCRSNPALFTR
CNVYWMGTWYSDSLKLIPRLMMSN
VFKALDMRSDKKEFSLTTEIVHIHRG
FAEKFSPQHFKTLCLTYQRIFNEKST
AIAEILDRLQSGVSKLDEAQENVDQI
ATDVADKKTLMEAKQREADEALQQI
QANMEEAGNQKKNIQRIHKDLEKE
QRAIEERKRVIEERLSGIQPMLDAAL
SSVRSIRAEHLSELKSMKQPPAVVQ
DVMEGVIILIASNSVTDINWTAIRKIL
AGDIKSDILNFDLDNVNETARWKLE
RFIQSHENSFRREVIGRASKAAAPM
AEWLKAVVEYGKVLQTVAPMREELK
GYEANLKSGNEKKKKYEVKLSKLEE
HVEELKKNFGEKTMEAERLKDRLE
QAEQLYQSAHDLLVKLASEHDRWA
SQIRAIRADQHLLPKRCLLAAAFVMY
LGNEAEDVRRRTLDGWKERIKQLDG
FNFFTFLRPQSTQLQYKAEGLPDDE
LSMDNAVMMQEQVTTPLIVDSSDQ
AV


