
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

V5B2K0 V5B2K0_TRYCR Trypanosoma
cruzi	Dm28c

NaN 19.946178 NaN NaN 30984116 MRQPFYIHEKRHGIFSNENNIKKSR
RGLPFITPLYTRHMNLWETDTDASN
NRFFRGYVFGQRELHQLLGRPHGFE
ANNTDGSNDISAYEMTTDQRYKGIP
RPAITNLHYEPEWNYTLYRAGTHGS
QLSNPRSPLTAEVLGDELMKIRDIKS
FDHCKAWFDRLQYLIKLHYDAVGDI
GEFKSRHTQHVHEFFVAFHDALSSF
DFGDSYLFEQFHAARPSELTDLFGIF
LEMESNYVHEDYCPRCSLPYSTTRY
CGEGDANTPFRKHRGRWAPHQRW
GREWYAVVARRAEALWYRATEDPYF
GTPQHTQRQTEALLRVYVQTKQRGK
AIDFMNALRGSKEFLLGSICITPEMQ
ESYDRLLDTTPHPHLLTNGFTLESN
AAKYTGEVQKVPFSPLQFRIDMEMN
KYRRQQKEEGAVRVPPAMWRIDTSA
IVPYKVDPKTKRVINWREVKEGIEKS
FLSTGLPKEAYTGSEWREMLHLKSII
AGRAAKAAELERRLHTDKVKLLEVA
SKSKIASETNTSSSIIFPDKDGYHVFD
TSVASLRPFGVSQSGAVFQSVTHTYP
SPHAVPYNDPVHGKQFILDTTNESC
HLFGGFEHGDRLLIRARKSDKNDN
NPNSVLAVKGNEFEVIVLGVSKEGS
DSEWQLCAMHVDPALQREHGIVFL
GTDCVDIHERWASVRYAAAAPHVKG
RVALLEERRTAREESLGQIVGVRDG
VLFVQWRLLRGGGSEMDRSVAEPIG
TVEHVRNTYQITEQGVEELMHPPSW
RTPFRNDFAEERLEELRQAPFKREN
WVSLIQGRYTPKRKRFGYMQHTTM
DDFETKEYKDRLLSKQFFHNPQAFE
VIPDRRDRAVTFGGKWEYQRTHGLP
TVDRNELENGWSEVEAVTDAEMQV
IEQALRDISGRRPGNFIKSPTKKSTL
QLNESWWEPLEFGWEQHNKEQKA
LVDPTEQRLIDSTSLPFGGRIPPFGTT
IGIGERIREIAEDYAKGFGLGPHGHS
PSHDTSQYNTLNAEDDRVRELGYKD
ALVRLFDEKMAGKDVHQWAVEQCA
DGEADVRQLLLSLHEWRERGRPPSL
MLLQVLSKYLEQEIAAFNEGVPASVP
KLSLQTVDGTLSPSGNSGERSGTM
WADVEPTAYALQYASQANHSSLDEP
FILQLLKSAQLGGRNAQFTDPFYNAY
LENSVVSEFQLGLAALAGKGVSPSLL
AQKTSQLHRGSVRLSGNVIPFVKSR
ELAHLLERMGLSSENIAVVTRGIAN
CPEQESVGDDFAVPVSVILSWGGPG
SGSSTNAADRKGNATQSRNEQQRK
GSAALSSAIRQLGQKRSSSKNWQNE
DKMMVHVIEELALRDDGLVMDIQYI
VRENRRNPVLRHEFFAALLPVFAGK
HEKVAQLYDEYCEGKYVPNITLAIEA
FIAFLCNVTKHADVYPGSSYFDVDTT
NGPNAGQYTSLKLLDPLDGPFIFDNI
KAEHIETVERFKQHGIQVGPVRAPAT
GFIAANSKSLSYFTRRPEEVVYVSTD
ADQGLRRSLERSAHYKTIAASPAMQ
FLLHTQNGAGLVATFNRFFYRTMP
MLSFYQRILKHYSDNVQPLRQKAQN
SVRGLARVLENERSAAMEEFRRNSE
RYWRNVLEGRSVEQAMGGSGGIGG
GGGGTTPPVSSSPSQSSQEAMAADV
ARAIGSGRTGDQKGGAAKQQQQQR
LQKQQRTAGDDGGVRTTFASRQGG
SRSMTDLLSKLNKPKGSNTSGTAKG
PTKRGNPKFHTDGGRGAKP

None None None None None None None None None


