
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

Q4DCQ5 Q4DCQ5_TRYCC Trypanosoma
cruzi

NaN 19.946178 NaN NaN 30984116 MADRLRLSLSLYFSKHMDRGDWRS
VLRALHGCAETGTLLHSLPHDTIFPF
LVANGQWESVLRLSSQLIAVEESHS
NNKTKTKKGNKGTAVSLAQEEGLYN
TLLRATLAQEAVSSMGSWQAAAAIV
QRAARRRVRLETPVIRDVLRTVENW
QHELANGSNSSGTLSGKEESPGCSD
ALLLTRDMLAADLHLRGKSPPIPKST
PACRPPRVLQSDLVQAIHDTVFQGS
FTKDRNDPTHWEKLREQMHASFTS
SWEDAVYTVLHVCVPRTDSIRKVEE
GETVDTVLQATIDYITVRPDAAEKILH
WTQQRMFNGAIITLPHSSLLGIEQH
DNVVGGGGGDGDSRSDGSDNGTSL
AWWRREVEKQPALELPKWEMVKAL
AMAELEQRERQWAMVEGGLCCWK
EESREKRTHTSTLTRLCIAVQLICMR
DDALEQKEIPVHWDDMKQKEMECL
ARKLLLHGSVVMVTATGVDDFPFSL
LSDTVQTLMTVYIRLCCVRDHRRRM
LLNHTGGSHGGQPQTPKEYVGGTF
DKKGNANNNANEIYSLSSKSALASG
RDVFWENVLFPYTLAGWQRSPIAAS
WQELLRRVFCDTSLLKMWFFDDGL
SHGRNATIDERLMPSAEKKEENTAG
GGGVGHSRGRRRRRFGGSGVMRSS
SFFCEEALKQLQELVYFLSRRFPPLD
NYRAIFPLHYEKRDEEYQRGSQFRV
SDNACMNTDNDVRRIPALFNLLAR
QEEVDEIGRGLLQACVKDNLSVSDA
SNVWRTFVFSIAPRHVVPLLRCMMD
VASAQTCEGPWRSCRVALVVVMHE
SDLSSTEEKVNYTARLFHSIEPRTTS
WRAALALCVAAASKIGEQLHDGKTD
GSLSHILDALLVSAAPPRWREALQVV
ELMHHVVPNTGEIRGKDDGCMNGA
LPNRTPLSESERIDLYEFIAPLKQRR
HWMSAIELFTTYEARQLSGHDCACF
AFAVKHGPLSFARRVLISLRGKEKSR
EVAQAALVASERHVKQAVRALQKKR
QRQRQLHQGEQHDDDGSVEHERAF
MLHEANQVARLALAAWPTPISNDED
FALIWKCVKGVCAGNVNAAKLLLRQ
SALYDTDQARNEADALLQTVRLCST
AQDAASAIAAYKKFRERFIGMVLPEE
TMLQLLSLCVASVVDAVEDVTTSDGI
TILCTVLKDTLLMHDVSIRYESKPTG
TPRNFMLHACVVLFRLSAPADERAV
VGIPKFRCDATPVMQRHAQRLLHVL
TKHLVGTDARILRNLPDFIGVLRALP
PLCLNAAVSPTSQTLPEASGVNPIAV
LNHHVQKLEKKLGPVVPVDCLFWL
GILQSEKVTLGTSAFPSSLSCPSVRE
EGDGEAVQGEVRDVPRWNPETFLM
SNDVMNTREATAQLDRIILHAIERAA
PHDAEKKLSSSLRCLLLPCIIEALAFL
LHHCWHAQPPLTVILAAAAYALHSL
DATPEWVLGENAMEIVAAFQTIFFS
FHVCHTVAELAVLAHPAHRLSSAVD
TVLSRTAYEEVRYVHDFILLVSAWM
QRRLHAAESEERRMLDEPHAHFMI
RLVGNLAGTCASWPESSLRKESLRQ
LRLLCEMMERCVNAGKTAPLSSTAL
LVLRVMSTILRNGPMDNDAVESHFV
GATAVSKVHTSSDVNMESPPAGNAA
LSDLFLAITLLHIVRYGARSSIRLVRA
FLPALQLEEGLQTVLSDDEGFVGGL
VAMQSARLNATAAVRRAFSMSLSAA
TRFITRLVEFPPILSVDALTAQWLRS
EEQLVEFAVFAALAACRDGEASDEN
DIVGAMDAVGTLVPHRWDLPYAIAF
ECPLTATQKTTSMDLTLRSRLAFVL
QCCGPWPGGIVLRLLLQASWPAVSG
GKNDGILSNYNEILDVMANLSLDRR
FRTISIAPLLQREASLPLMQCVVLCH

None None None None None None None None None



0

HQASTAACIILGNATPQEQEPQRQQ
KRRWDVWKAFFTSDGAVQFIAIAYM
TGSLSETRSTLQERQQLRQLLADMT
SWLSSSLSSSSFFSWPWRSLCLEAR
QLLLWSRVTLTVPKWASVNEKMHE
TMTEEKRMIAAAMSLVTSPDIVSSTT
FYSVNRERAPTFLSSSADATAGETSF
VMCFQCALFNTAWVAEMCAKQFAF
KSSFIYSRLCRALRVLPDVCVMRVGE
NDVDDDVVGMIAAGSLFATPCGFSS
LQYVRAAIDMVSDVTKLGSEKSFLLS
IACSQSMQDALELLEKRLSQRPYTPL
CVQSLLAAWNTLLIRSVEVDKQKGK
RMQPMGHSVEAHAESSGKEYNNAK
NEETSLHHCLAAAFLALAVTTRIENC
EASISMKSPQPAEGEGKLRQRLCGEI
LAYGAYVGEFLCSSASINPSELRFQQ
ASAEIAARAISLLPKEQTLASDFDAH
VKLATELVGQYMRGDGMPWISLWP
PLSLEMWRSREYIKCLHEPTPALVPL
CQLRHPVAVSWMMHQIVTDASPFG
SSTRPLIALFNTLRVYVTTGTALFSPS
RVKNLEKGKQPANEGKDDGVMVPV
VRGAGAGMVIDQFLCITLQEWQKSG
HHDKAEVRDRDVIRHVVDAVFPPVQ
IGESSSATPLSFLSGYTPLTTDGLQSL
LRLVVLRDGFDKRRTASVNHVEKLL
QMEQRREMARRIAANDAGLPLTRV
HIGLPRGVQDVKAQLLFYLRALAATL
AFLNPMAWHNERQASLDVAYTALM
DFLHLCSASYDDDVDIMSRQLKVEL
EGIFGHGVVRVICAATSQQDGIVTLR
QLINFFTGNWHHQQTKKKRQEKAS
DLHRRLRNLLSAHRHGGGVSDVLLL
KGDDLLSASPMPLFTQTTSMVQEAL
WSTAVLPSHELILELLDAAVTTAAAD
SANPPMEALHAARHGLKLFTTIAPY
MVVPTLMLEKVLMLLLVLLRQKFNA
AAFSTEVDETKKEEKALCESTFYLVL
CRFQYVQLNTPTAVALLCELYAVLAT
MNATSDTQKDAGDVHAIKTIHYPLP
WSSNKATQLPQEEWLLWRCALEAN
QVSWAPLQTALSSLKDESLRLLQRG
CLAFLMQGHRRSHYDPPFLRLGRM
LDTLIPHESGVLDESATPGIHGGGGF
TVQLLRMMEADSTRAKMSVVPWRR
ALKFLPDPHEGSKEMVTDIKRFRFY
VALMSQLLTAASKKNDSVRQIWQHA
LSIIVPQLISAKEQKGLDTELMHHGT
ACALRALHIVQPPHAWSLALHLTLR
LPIAAFPSLSWWPSPEAVLFHTLKYL
VEVCDVTEIPVKSLVFYMQVVAKRQ
SAAAAPELLTGRVNRSKVVEAFTDR
LQRHPHLRWVDALALLESLCVLEKA
LVQKNSKEINSGSPRNNSMEENEV
QWVFNQAKCKFTTAVIERLYKKQSY
ESLLRFVEAAQQHYRVSGREVLEWV
NHAASVVVAPSRSGGLSEVLLLLNG
TLVGKTLDDILREQSAGVLRERVSL
MRDLLLNGHYVDAAALVRQTPTLLR
TREFYDACARLMKYAHHRTVVLFYD
AYIHPEDELESGAKKLEENCSEGNN
CALTKLLEEEVYHTEEASLLRHVPN
GLLEQGMIAFETAANSTKGISFSARR
TGIWIAATWIRRVTALMQSQDSLVAT
LRWVHRDIVGGHAGKPGDEIQILAD
AVRDMLHAKVTHDTSQFNNNNND
DDDDGTNTKESLINILQRERELACLF
VKIFSGTFSGVASELCEFLLQREQHL
MRDSGVERKAVECDNKDMEWWSF
LRCTASYNAAIEEGYKYCRTLMDTTV
NNGSNGHHPIVEWRDRSLFRIGTES
HAWVLALAAYATSRSYVGHTYISGA
HIARLVKLITASGFLRVVIPAARNVFF
HLNLSNPKSGVASPFLNAMLLLCQS
ICTMKRHTMHRLQNAAEMDSGEVQ
AVLGELDEINQFIGDGLALLLQQHQ
EKRQSTVQDTVLDGRMDLVCSMIRS



LTVTPGPSVTPAAALEAWRSLVQQII
TALPSAQRCSNVLDACMDTVRDSFE
ELSLLRKYPTPALTSLENACNGLWC
TALGLITADESLRRHLFAHTNTQQL
RAMTQLEIFLCCASLVADGGVAAMR
SICDVAVRAQTVPLSEDAKALVKMA
CIHGKGAAWRSEYEAITGFAPTTVQR
QRTLSPAEEAMEQVRCLHALEAVED
WAQALRLSQAKREVGVRLQHLHYH
RMLHLLGKYNMDNTGAVAFNTAM
GDAVMGLYFARLQDGCLPNTYSIEQ
SLRLFSVPTVSPLLALQYAQALTLLPP
LSNRRHRKTESRGDGSHATHASSVS
HAPDDMGFAVSILMLRLVTDAALRL
PDAVRRHRLTKSEGVEGLQMFAAFI
RWVSEFSRVPCCDGDVMEAIALLLC
TVPKQLLSELTTTKKNLPHCDAGDV
RRLLFSAFVAPCNDGMPVVDAHTSS
ASMKLYRFVSRVSKHQNNGNDDDD
NDGGEIPTPATLCALRGNAEAALRF
VEKQASLHHVMHLSNALLCRMCAA
VTAGMSPTAKSLQSLSHIMQNTKLI
SPPLRYMLTLIVAEQSTLWEIYHTGG
SDPKKMTMISSPRHAAANEEVPTSV
VLRSVSRTYKLVRQHFTPPDAIMLH
GLLLPKHLAAAETKDDHKIAHEEEE
DEEDDDGAIRSQEKEEEENEEGASD
SVAQNVAWEQALKLFDIFIRNAQPN
ADLSVPFEALIEIFCRGGQWNTASR
HVSLAGTPSTCTLHTSQPARSREVA
DDAFKKNDASHFFSRHVVVDCFLLK
RLLDAMEAARQRHYRHGEQSPSEG
VQHGCGPPGFWRLTLHILQQQQQM
FLLPSEMRSDGTEKSDVAISSVTLLA
IMQGISKGRGG


