
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

K2N5S2 K2N5S2_TRYCR Trypanosoma
cruzi
marinkellei

NaN 19.946178 NaN NaN 30984116 MERVGLVAVEAQLFSAAQRHLQVIF
GAANATRVDDCALFEFFPLGEKEEN
RLGDEVQRLFTALVREVTGRTSLRLT
GEDDETDVTLLRENTVKFGNFMADI
VEVDAPAGALDSLPSNSHVCEMLE
MLYMDVVGEVEKGARLVTEFPKVM
CPTGTRWDILLAKSVCIQVFSGTEKE
LIPNKTVMNVDASLLSASMSTTRCL
PEGPLMKVWMDLRVLANAISSYATA
PIESELPSQWRLKSFTLLEASEVLNL
VHESLRLYWNCNPRNERTKVNANS
LLCIVSGDLWEYIKGQILLESSDWRG
PWRMNLEHLEKALALITEWKGITHR
LLKKEWAGWDGGKFHDETLEKFAG
RLRDVVHIRQLLASASKLTNGAIENT
IVPEVIFKEESLTDSKRTSDERWAEC
RGKFEKEFSFLEDNLRGRVKHLFAN
QQQGSDGSLRLLQQHRILIQREGVR
SGIAGELEAVRGVLLQHIEEARGRYE
NKKRRATTELQMLRLLKSCQAECAQ
VLETAAKLFGSSADLEKVLGPARAL
MHETQEGEQEALTSWKQSMEAQCK
KVVNLPDVFVISGVDKDYIVCTLHAS
VKQLIQDFHNVRGWWGCGGGHEE
GSNNEKKSNGKEGINSGSARSSTSN
DDNDNNHQNSIDGQNTRRGGKELR
LSREVEHTIDLCERFMNAATRTMQI
VSNYNTVQRQMLHCTRPVLDPASA
RVRAQIFYGDTDSRIIPLANYHELEGI
NMRFQNAVEALSNDNRSIRRFHGD
FISQVIALHNVDLARHMDQWRSAVD
GMRSAFVEFLHTHRFGNHEAWRQ
HLDAQIYKALEYQYQRGLETLHEKM
EEFKVELVFKQGQVHFKPSFEAVRE
AYYVKLREFVSVPLRFRGLQEKRESG
GPYDMYEMMPLVNKDLLVTVQLKA
LDLFAKLSRLRKVFQAQMVVGACGV
NGAPDIDTVVEEVCRTLPQFVDGFS
TVKEQAQKLQRIENNMKVDCFTLST
IPAKASMEEQLHRLEESLLNAMRKT
MQKSLADIDDFVFNASNIITRQPITM
DEVGQANKAYYEFVETMPSYEAKFT
EVEKMNRVLRQQCGTAIDLSATKSR
WEHLSEAVASHHKIIDASVSKMRVS
LDGMIQKHLKDGQRFTNKWEKQKQ
QLVLAFKENKMELINKTLATLKDEF
QELDDLRAQGRDLESKCEYFKFPPP
NFHQITLTVEDVMETASMWELYETF
RESLHELRKEDWLTFRGHTYLFEDF
IKEWRKKLSGGDVSKSNISVGRVIVE
YLEALLQEWSTIVPLLRFVRGEGMM
NEHWNEMFRLLGIEKGMKTAELTF
GDILDHYKQIIAKENELKQLHARAQG
EVQIRDALQDLRAWALEATFTLANP
TDLSMPEKVKLITEWKDTLTQVSDN
QALINSLKDSPFFPHFADEISGWEVK
LATLAESLALMNTIQRKWTYLEPVFA
RGALPEEQARFKRVDKEFVSIMREV
EADPRVMSIGSQTDIVDRLKSILEQI
ERCQKSLMEFLEAKRESFPRFYFISD
EDMLEILGHSKNPSVIQTHLKKLFM
GIHSVVFSEDRKAITHMVSAEKEEV
QLSGRISIEDDDVEKWLCRLDAQMR
ETLRGLLVKCLRAEDVSVPKVMDAF
PSQILQVAHQVQFTMDVEKAIPSGG
LSNLAESLRGKLNRLTEFSSGANHV
LRIKVKSLILDVIHSIEIVDLLQEKCV
RALDSWWWQKQLRYYISDGSRCVV
SMMDTTFLYSYEYQGNAPKLVQTPL
TDKCYLVLTKGMGLGYGGNPYGPAG
TGKTESVKALGSALGRQVLVFNCGE
GIDFKAMGRIFIGIVKCGAWGCFDEF
NRLKIDQLSALSQMIQVIQEALKNRE
PTCILLHRSIQVNENAGIFVTLNPAG
KGYGGRTKLPDNLKQLFREVAMSVP

None None None None None None None None None



0

DNELITSTMLFSEGFTHAKSLSKKIV
ELYRLCEQLMTKQQHYDWGLRSLK
TVLCLAGTLMHTWKMENQGKDPTE
AEEAELILQSLNTNTLSKLTPDDVKL
FKGLMADMFPRVSAHEVTYRELQSA
TEKAVQELGLQLIPAQVSKVLQLQEA
MNQRMGVVLVGPSGSGKSTLLRILR
RALQILHVEVPLHTMNPKAVPRHQL
LGYMDLDTREWHDGVLSAAAREVV
KCPKEHRPWILSDGDIDPEWIESLN
SVLDDNKLLTLPTGVRIQFGNNVNFI
FETHSLAYASPATVSRMGVILFSSKD
ISLECAVDFFLGKQTPERREFLDPLT
KKYVIPAVEEVLELGALVLPTTPLGII
NSCLAHVLHTISEEDFVFSLMRGLC
GMLHAYGAQQISTTLYKLSNLSPISS
KRPLDTFYDREKKHLAEFSADLRLD
VSPETLLSTGAVIHTTDVQRLLTTLE
PLVDDPHCRPFFLVGQEACGKSIAL
QQCFLRYPGIKMTVLHCSAQTTSLH
LIQKLEQTCNLSSTNTGHVYRPKEA
ERLVVILKNVNLPKPDKYGTVELHAF
LLQLIMYHGFYNSDLEWIGVEKVQF
VASMNPTTSAGRYEVSPRLLASVCIV
SMPYPSRASLVQIYTAYFSLLMKNAA
IGDGADCNDGSGFAKFLINVFERIQR
RFEGEEYAYCLFSPRSITNCVTNLLM
YAMDSQTTTLPAVLAHECICIFADCL
SRTDDRRRAEKIISDLLATIGYSLPSR
DEPNPIMFVSWFSEVDERGVKPLKG
VPYEMIAAEVERALVKYGREFRELN
VHIIPEALAWITRIDRILARPVGHLILV
GRPGVGRRNAVHLAAYMLRMQVVT
LNMVQGYSVKNFRHDIRQFVQRATT
QNERLVLLLDEHNIVDESFLEVVNS
LVSSGDIPGLFTPEELETMYTSLRED
AASSGYIGSIYTYFLMRLRRNLRLAL
TMDSHHALFLVRLQSNPGLLSNCD
LLWMGNWSNDATRTICKKRLKNIM
KCIEAEPANKGFHLHRELFAVHEAF
GNDATPGRFQVFMETYEKILQGKSQ
NSEADLKRLEAGLSKLHEAEDNVEK
IRNDVTRKKEEVEAMQREADGALTE
IQKKMEESKEQRDNAQELQERLKEE
HEEILVKRQKVEDELSGIKPSLEAAR
EAVSSIRSEQLNEIRSLKAPPEPVRD
VLEGVLALLGVTDVSWQSMRKFLGE
RGAKERILEFDAQKVTRGIRENVGRL
LHQKANSFKPEVIHRASVAAAPMAA
WVKATVDYSTILDSISPLNSQLQQLE
KNQKEGEEQLHALKKKLKQIDVAVE
KLREEFSKKCKEAERLKDVLEKAEK
ELSKACELLEKLGSEKTRWAQDAEK
IETDNRLLPRRALLSAAFMTYIARET
EDVRQRYFKQWSNRLNFPSAVSVTG
FMRSESDLLQWKSEGLPRDDLSQE
NAIAMLDAVQTPLVIDPANQAIEWV
KTHLKNNNVVTEITSVHDERFAHTL
ELAVRFGKTLLVVDVDGIEPILYPLLR
RDLLSAGAKRVVQVGNKQVDWQDT
FRIMLFTRRTDLALPPGAAALVLEVN
FSVTRFGLENQLLGVTIQHERPELE
QQRVELLQKEENLKLELVKLEERLL
NDLARSHGNLLENAALIGALNDVK
MQASSITEALQQSHSLQMELDEKR
NVYRPFASKGATIFFLVKDVERMNR
MYHFGLSDFIDLFVECLNTYNGDSD
LDLKIKRLTLSFAQKCFFHVSLGLLK
SDRLMFGMHLVQGFFPEEFPTSLW
NVFIGVSTTNTTNPSHVEADESRNA
VFPSWAPATSRTKFIAMAADEVMAG
HMQKWQLHDNGRWSKWMMESFP
EESLVQDASLTLMDKLLLINTFRPDR
LTDFMHHAIMNLLKLDTLMPVTSLE
ETLTHGRATTPIILITSRGADPSLEIQ
DIALRLVGRGRFTQIALGGGQTEDA
MLHLHRCAAQGDWLFLKNLHLVLD
WASVLEKELCSMPIPSAEFRLIITTEA



HDSFPVVLLRMSAKVTIEAPPGMKQ
NLLQSYTTWDEAFLQGKTKTTSQVL
FGLAWFHALLQERRGYIPQGWVKFY
EFSSADLKSAADVLCTLSRDKMDWT
TVRGLLQECIYGGRLENSHDERVLE
RLITRIFNDETLVSCDRRLYDDMRVP
ATNVHRAVVQFIREHLPDADSPSILC
LPDNADRAVKEQFALKLTEDLHTLS
HLAQVCVSATEAWRTLLSPVLELWK
NSALEPERNAATVSPGESKEDPMSI
FFMRELELLVGIVSKLTETFYDLRCV
VEGTLIPSPELREVGTELIGGRVPPR
WLDLMDGPKDVNLWFALLRRRRET
MMEYAKRPFSPSTPFDLIDFLRPQTF
LNALRLYTVRVSNEALVELMLVATP
AGRTADRLGVGFTLKGNSIHLQGAL
LDAQGVVSLASAGSPSSTPLSCDVW
AAWRSKHNTEGLARIPLYTNAGRTA
AIMDLFLSCDRDMAEKLLLGGVAAF
LMSV


