
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

K2MHI4 K2MHI4_TRYCR Trypanosoma
cruzi
marinkellei

NaN 19.946178 NaN NaN 30984116 MKQGQRGPSPPTPAPSFQHAVVVPE
ELLKDKTARERRVITRGYLAQWRLE
EREKPVIEHVVQQKMTESAAQPSWR
TRVSQLPPVRLPKMSDATAAPLPVR
MPKILANSLPSLRAASPPTTLESCRR
VTPSPPSPQPFSNTATSSATVQKKTT
AVLGPAYTRTYFQLEDFDNTDFETR
TPQEWVMLGEKDGGTPARSRYFDK
RSNEVQWLPCRVVAYDDERSCYQVV
WESNGCSKWTKRLNIIFDAEDEAV
WHERVRQAEAYRAETEAALRGRMY
LQSLDGSRFAPMDQDQMDRIIGLVA
KRFPLTALRLVEQCTRELEELYYFSL
KRAQHWREMASPEEQRRVELLGLP
PPPPSLLPSSTLSAGSGELPPSTPRGT
IETPSPNFSVARNFIAENLFQTHALL
HDTVYAIHNQWNEYRGELLCITHW
DPRETPIELRNFEELQAHRGFSISEK
LHNEWSVNVRCTIQNNLDMHFKFY
EDKLERYTVSRMSRFVNFVNVMMN
SQLRGLLLNSLEEFAAFIHRYRVMP
RVDDTPMDELQEDLEEAEHWRRRQ
EEWDEKQRAAMAEAEAEQTRNAGG
GGRGRQRKSVSLPPEEEKEKEVPFV
WRLGTFCNRLQYTKRVVEMTMNPK
GLRPLFVLNLVEDSGRVVFSPSLED
VSRKVKAVFEGCFELVDKIQGMGDQ
LFPLLALQPLALHPLDEFDPAVCEAR
SMVEKALAENVEAPLQLQQMYQNF
EYVLQLDTQELVEEVNARQLSLPDL
DWTFERLSRDRERIVRRTPNHVKYE
MFFIDCKGIKASLVAKATNIQNALM
EALAKRMRKTCSDMISEYNNMSER
MALEPRSPEELQEFRDFLDGIPARQ
EQLNATFGTLTEGFDLLFKYNYEFS
ADACNDYRTAYEWPRHLQQELEDG
NFRSKEYRSILMQKLRDNCETLTNE
IVQLGNIVDDFAHFGDDARADAYHE
QAKALEQRIREHQEQVQLYNSHETL
FGLQQSKWPQLKEIRAQLEPYSLLW
EVVSLFHNESERWLNTRLSALEPLE
VDRQLMDWLKKISIISKKVKEAEPM
GVLKRIRAEITDFKPYIPLLYALRSNL
QGSHWKAIYQACGVPKEKQSQGTG
GVDSNEWRPFNEFIKLGMLDFLPQI
ESIATVAQKSFELESELMAMEVEWK
KLLFDMEPYQDTHKLKANDIMQLTL
DEHILKTQSMLGKPIVRQAPALQAR
VSRWEALLDKIQCTVDEWFKCQGT
WAYLEPIFSSADISRSLPKEKQLFLA
VDESWHKIMELTRMTPQILTRCQDE
TLLRVLTENNNNLDIILKKLQQFLET
KRMAFPRFYFISNEELLQILSDSKDP
YLVQPYLSKCFEGIKRIQFADAHDIL
AMESSEGEVVQLIRRVNPGDHQNL
VEQWLQALERVMRDTILDQLRQATG
DYATRKKRTEFIRAWPGQVVIAVCSL
YWTMEATEAMSSEGTVGLTTYHEK
CVGQLDDLIVLVRDRNLAAVERCTL
EALVVVEVHGKDIIGQLSEKGVDSPK
SFDWLAQLRYYWEEDHLYVHQINAS
LRYGYEYLGNTGRLVITPLTDRCYRT
LIGALHLNYGGAPEGPAGTGKTETTK
DLAKALGKYCVVYNCSDQITAKDMA
KLFKGLSQSGSWGCFDEFNRIEIQV
LSVIAQQVAVIQEAIIQKRDEFLFDGV
QIRLDPGCAIFVTMNPGYAGRAELP
DNLKALFRPVAMMVPNYAMIGEIQL
YSYGFLHGKELAEKIVATYRLCSEQL
SSQDHYDYGMRAVKAVLTAAGRLKR
AYPDEDEMVLMLRSIQDVNLPKFLT
QDVELFKGIISDLFPGVQLPEADYVH
MHNGLVKVCETRNLQLTEYFELKIR
QTYEMIVVRHGMMLVGFSFGGKTKI
LQCLSEALGLMEAFGKERRTRLMT

None None None None None None None None None



0

MNPKSVTMPQLYGKVEPSGEWTDG
ILPHNFRRAAQDTSTDRKWLVLDGP
VDAVWIENMNTVLDDNKKLCLQNG
DIIPMSKEMNLIFEVQDLAYASPATV
SRCGMVYVEPDSLGWRCLLDSYFNT
LPETLRLDPDIMTALRSLVDLFLPPM
LEVARKQVKSVIPQGALVAISCFIKIF
SALVSELDADETAPVADAHTEARTLL
MKVEGWFLFSLVWSVGGCLFTKDR
TTFNAALHAELAAAASSGSYKFTLPL
IENKRSFFDVRLETGGGVRLAQWAE
YVPEFTIEEGLEYQDIIVPTSAQTRYA
FLTRLMIGAMYPVLLVGETGTGKTI
MTKALLKGLPDESYSTNMIQFSAKT
TAGLLQRLIDGSLEKRRKGFYGPPIN
KKMMIFVDDTNLPQLEEYGAQPPIE
LLRQFFDHGGWYSHTKDSIEFHRLV
DILLLCAMGPAGGGRNHVTQRFTRH
FNSIAVPAFEEATLRKIFGTLSEWILS
KGFPALLRGMSGALVSATIDLYETLV
DKLKPSPEKSHYTFNLRDVSKVFQGI
DMANPSKIVDDRKLSTLWAHEVSRA
FADRFIDEKDTSWFLGEVGKLSMKH
FKLAPENLHDVENPTLFSTFMNDEG
YYEELPNLLDARKTLESKLDSYNMG
TNSAPLDLVVFNYVLVHVSRICRVLR
QPGGNLLLVGVGGSGRRSCAKVAAY
LQECDYMTITQTKDYDHNSFLDDVR
LLLLRTGMNGYATMFVLSDTQIASE
SFLEEICCLLNTGEVPGIWDTKQDK
ETYENAVVSLREKGRELGRPDTAEA
LQALFVERCKKFMHIVLCFSPLGSVL
RERLRKFPSLVNCTTIDWFREWPED
GLRSVAARFLLKVDLTDHERQAAEE
MFVAYQQQVRDLGKVYLAEVRQHT
YVAPTSYLDLLSTFARLLEEKRTELT
AMMHRYANGLTQLKKTEDQVEVM
QQELARMRPQLAKKQEETDLLIKEV
EMESKLAEEQRAVVAVDEAAANEQ
AAAAKEIKDASQKKVDEAQPLVEQA
QRAVLDLDPKALQEIKALKTPPQGVK
YVIEVLCTLLGGSYKPKPVRDPLTGN
VSVPYWEHAKLTLLTGEFKNTLLSA
YPVIVDTAPNEQIEDVKKKMTNDMF
KNENIRKTSVALLGVATYIRAVVEYY
KQNKIIKPLLAQAAAAQQEYDTAME
SLNKKKEELRIINEKLAKLTSHLDRV
RKDKQDLEEKVNDTDVKLTRAKKLI
EGLGGEKVRFAKESQRFENELKYVV
GNVLISAGVVAYMGPFLHKYRAKTT
QTWLDMCKKHKIQVSEDYALAKFV
GSPIDIQTWRLQQLPSDGFSIDNAVI
VKTSDRWPLFVDPQKQANNWIRNM
ERANGLIITRLSDPDCIRTIRGAITEG
RPVLLENLEETIDPVLENVLLKRLTK
EGNVTVVHLGEPVEWNENFRLYMT
TNLPRPHYLPEVSTKVTLVNFMITQE
GLQDQLLQRVMMSERREVEEKKQA
LTLEAAENQANLKRTEDKILAILSSE
GNILESETAIEELDSSKVQSDQIAKR
QEEIEAMERISDRTRSLFIPVASLGAI
LFFCVTELANIDPMYQNSLNAYVAIF
QEALQQSEKSEDVDTRIENIRTTFQK
SLYRRICRSLFARDQLLFSFTMCLKI
YDADATQLRWLLMGGFEADDELTP
NPFASWLPEQNWKLIWRASTQIPLL
SEFVKIVQGNENFFRDFYEASDPLA
VEPPGTVGEKFRGLLQLILVRCFRAD
KIVPAVTDYVRNLLGNYFVEPALYAL
EDVVDELAHDPSVPLVLVLSPGADP
NLELDRLAERRGMSSRLFKLSLGQG
QGVFARQLIEEGVRGGHWVFLQNC
HLYQDFMPELARIVENYSDSGAKAN
LNDQYRLWLTSLPSETFPISILQNGV
KLVQEPPKGLKNNLMQSYLSNPVAD
PKFFNSSKKPSIWRKMLFGLCFFHA
VVQERRQFGPLGWNRMYEFNDTDR
RISVRQLNMFLDENEEVPYDALLYL



TGQCNYGGRVTDDWDRRCIVATLSL
YLTPLILEDDYVFSSDAPNYYAPPFG
EYDSYVEYIRGLPSQQPPAVFGLHEN
ADITKDERETRVLLEATLLTQPRESS
DADSKLDPKATVKDLAHHVLLRLPK
LFDIEEIQRKHPIDYSQSMNTVLLQE
TIRYRRLLLIVRQTLTDIQDAISGKVV
MSADLEEVFNAMYDGKVPDVWKRQ
SYPSLKPFGSYVSDLIERLGFLQKWC
DEGPPPVFWISGFFFTQSFLTGVMQ
NYARKWKVEIDKLVWQFSVLAEETC
TTAPEDGCCIYGLFLEGAGWDPVNA
AICESRPKELFMKFPLLRLLPCRPQE
LPDTPVYRCPCYKTTDRRGVLSTTGH
STNFILTIDLPRHPADSENHWVLRG
VALFTQLPF


