
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

K2N6M0 K2N6M0_TRYCR Trypanosoma
cruzi
marinkellei

C-type
lectin
domain-
containing
protein

19.946178 NaN NaN 30984116 MSSFFFLPQSMKALHRRCAQTGEVL
WVTLPLLLLVAWATCCCVAVTAQGT
SPPSPFCPIGWALWPMEFKARDGVS
SDDATVWCVQPQKVRVAPAETVEAC
AHIFDLRPPRGWSEANRELIPQPFSV
HSHEQNLWLQELLSPFFGDLGELVA
LGGAAGFGDIFWWDGMNNVNGVP
SYTNFAPSTDWQTHSGCIAMQRDG
VWRLVDCKTPQMPFVCAFQWNALN
ETNTSSNDGDNSSDGGADATTTNSS
TGDNPVDVPQPTRPPVPQPPPECLD
GWSSYKDKCYRLYAELIDGGERGMN
QQAAQRFCQSIHPHVTLTAVLNAEE
NAFLGRLVQDSARDHNYDLAQMEV
FIGGIFTARGSVGVWYEDALWYGER
DYMLSFPSSPTWPTAKNNLYFNWG
VGEPSMSFGCVAVDNNGTWRAVDS
RLSLPFVCAYLNDGSVKPEVPTTAPE
SDSASSSVDTGSNTTAPTPTPHQSDL
CSDDWVYFAPTNRCFRVLTDRAVSA
ADLEQSCGRLLEFASDDTIHAATIKS
VEESAFVGRLVAEAGLQRVLVGVSYI
ERGMHGLYLDGTSAWESTLAESLW
AVGQPSRDSGCVVLDHTGAWYYFPC
GTPANAYACAYSAGAVIAPTSTPAPT
DVPTTTTTTSTSAPEREKWPLETRIA
SLSGAVHLVVAAGTVGTYTVAGSGG
RTDGLLLMFAPDLSEIVAKVGWDEH
VKVSPCLWGYKKQEYIFAVMQGVVT
VFHPNETMRGRVCVSDDGVHYVPA
GNITFEVLDVALRGFIPFSSSQKEAE
EAQGGGSNESSVIGGGNDSIFVTRA
VGIRLWSSEALQFLFHRRLPGTRAAI
CRLRFSSSPDCTSGRYVLFGESLAVV
ERERGRGLITYQLANVVPSNGSGLD
RLHDPAEDEEQPATEFFVCAAASIN
ALPPQSPNSSASVWSEGNSYDRSYS
SISDTDVLYENEMERNTSFSFSVDG
QPMWLYTLIPHLRVHVTPPHVAVRG
MWALPPSGFDTSGVFKPSSFGPSVK
TLFLTQFSSPVIVFDGEGLREGMALL
LSQKPGNCQRHQPTSARSSADSSLP
PALDTMVAVSTVFFSSRALNGSSVA
EQSRVAFMQLNLNHTGMWGTNFT
EKRQTWHLCFAYTPLSRFVPLTGFKI
IVSRARISLTATHEGYGGDVSSGSDN
SSQLNLGVGFSGLLILWGLDVHMW
SPSTISMAEIAFAHSPPGNARFADPT
LQCTNTSLFYRQRSFGIFNPQSATN
NDLRSSRNFSGVTLTEQQQQRAAVV
VIPPGFLNEETTRRMRLCLSVPLPFQ
NNRRVFIPTSATVDVYPIEVHFIGPYA
VRFPIATTDTPLTVVEVSENVNELVL
PLFGYGLSDYMMLFLSEKPCLSLFD
AGETHEEASEACVDCISRMNFTIMR
PYDVPPNYRQSNSSRSAASVGDFFIT
LNETHTASEVADRVFGRAREPLFLC
LYAPGTRRAVYPLRFKFVVRRPYIKSI
RSIGAAPLQQEGEATVVLYASFVDLV
VEGFGLHEGEAAFVPAVDCSNGTSF
LWRSPVRTSAVPSMVIKGDSMGYSV
SSSKSSFSSRYVSPLTSTSSWFLSLT
QAHTARIGAVEPTDDVIDRFQWCVR
YRDADADVDGSASDATAPAAAAAED
ANSWRRGFVPTGIPYRLVIPRVDGFL
FGNSTEKHIKRRTRHPTLGPWERLQ
IVGPLIDHTFALGNPLFMFLAEDVVP
CKKLKKYFINTNSFDRFITAVNGYAII
LPKLLNNTGLFKLCASAIHPERQSSE
EGTEAALQFFELKGLRIELVGPVYSV
FSLNRTDYVTVEQGQKWTLPIGGSG
LSNMSLVRFRPIGANCSTPMPDFLD
DVIVRNLFEELKLFGALATLFRPDGG
DVDKRTDSHYIVLERDLIRGLSVQEY
MLCFKPDRSTPWMSSDILLNVREH
VRRPSRYSYFNADGSEDVVAATALPP

None None None None None None None None None



TKIALEWLTNERDTTNIVGAAGREVA
VALWCRGGEKANTSAVVPCGNWRR
VMFVRPIDDGSDPCFTDFEAIQLDVV
RGPYVLDDGILTIPRAVSRNVSFYPN
ATQPWILCLETAPERWRKSIHPLLQL
QFTTVVPVGFRHFPDDASNTTATFF
GRMGDADISDDRTDLEGNRTLILYV
EDTSRIFYLNGYGIQRGFLMRFGSH
CEEDVLAVDSEGNRSRAELVAAVQE
LNNTLLYEEPLILEDDHGVFLFPSTH
FANLEARTPMCLSTNGGTSYVKTNL
SLAILPSRLRRDLPADESHISELAFR
RTLVVPRMSKGTVSIAELNAHDDNE
PNSTNYRTDSGGAFAVGTRVLFSSA
CHNSREGLPIIVVIVPNILTLTEAHTR
VATKGRLHICVQMPRDESSGGSDGG
NVSDEDGRTHALAFLPTGFFFQVLD
VTVTSVSLHRAIPSDVAEQNGIRHLV
FCRGNESMTLLVTIESGMEGKETND
NFDSVDAYSVEEQYINMLNVPGALS
FFRLAKFRLGRPCNVLDPQEPAATV
TSLSNLTATFANNKVRIWTEDGSDA
VIFVVPLHTERNETVEPWSPSSLCFS
VDGGRHYMSVGISYISVSWAPTLRV
RLSMGEEEAEKGMRNQSGFSSSMY
VFEQTNHFGRLVDARYSTDSSSFRD
TPLIRYLNGFTTDALWSGFLQGVGF
VSSGELYLPALTIGDAPNESELLFFIN
YRQRDVPTGLKMHLEPMSLQCIGET
PTTLQQVHSQSTGWLLPIASPCGRSI
QAGVIVRFVDGNVRSCDTPEVDHAY
VMDAFIMKPREWMGKGVTPTLTTL
QLPTSIRYVPNGRYKLCVKKFLPYQF
GRASVFVDTPVGIEVISSLSVKELSGL
GQGVLAVFQGGDVDLTVRGSVVPFA
DDVRISFVPVDMDVQGPVAVCGTLW
RNSGDRGVNGTIPTLWKRVTGGFTI
RLQSMELFPVTPRTLYHVCYSVDGGI
SFHPAGDAPPFLQLTILPPTILGLGTE
NEQRLYNRGGLTTTALRLERLLELD
SSTPSDSDPSSMRVTFFAERPPSYYH
HPSLCFIGNGIGTGNGREATGALGA
LAVAVLRTDLFGEVCNGANLTSVIRA
GDSESSNPLALPVFLVDTVTGCLWD
PAATTGGTVGADGSRNLTGGGCDGA
VLRDDWLNNTATLRRAGGLGATSLL
KGSSSTEEYLRRLSTSYLLCTSVDGV
LFYSANFLLRNESQGDVRESTFSSSL
ATAVPRESAVPLKNVSRLPLVLRVDP
NINGSYYTRDLAVILQLVVRPRLATV
PTTLELETSTESLVRFQRAVAELLHI
DPAIVVVRLSNRRMVLPPRAENATV
SIKYVTYTLSLSLLTDARVLDGSVEE
MGTLTPSPELLLRYANLLRNNDTQT
SLLSTLLPPAVSVAGLVTVRAPYVNF
TFGTGVDLHAALLQHSHELPKGPFE
EKMWRARFAAVPHATLVAEEIPDDV
TKRSKGKLKWWLVSLLILLSIVFVIG
SIFFYRRYLRLRSTKAQQQEERRRR
MGVEA


