
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

K2MEB2 K2MEB2_TRYCR Trypanosoma
cruzi
marinkellei

SEC7
domain-
containing
protein

19.946178 NaN NaN 30984116 MTWRYDEVLDACGKALIEERSARIR
SLLNVVVKDLTKIKSIANETSGQKLH
AANGEAFKKAENSKGFEESTLSHLG
FVTQVVLMENCGNRFSSKGLTAVLE
FATVLLNSGLIPTSLLSIPPEISITKSP
SGGAGEFFSKLLGGGAAANRHCVQF
ASIESPTAQSEFKNGAVNVFAAVVE
GVLAVARHIQGRDVNDQLLFTLVTA
LQASAVPCSGRAGLSEKPRDDYNNY
FLAVRGDMLLHVIGELFGVFKRNNL
ILPLVEGTKSALNCIAKALSKAIEYET
TEVIEETAIVNTIGESYQKDASRILEY
CCSLTRSSESPSTSPRPQGNIAGIISV
PNEASIMLLTALGIILHLTVNGGPTF
RNSTVILSAVKSRVIPCTLSTALLKDL
DAFRLSVNVLLTCAMNFGHLMVNE
TKTIFRYLFFRVLESKTSSLTQKSIVV
EAFHRYIEEPQNLIALFLNYDCNTSS
QSVYEQMIGYLAALSLPFGMKMDAV
SDRNEAISGRIVLDFPIPESLQRSALS
TLLLVAYSNRQWIERFECDQTISFAN
SSNFNSSSGVSEFAKHLEKRVDPQG
EMVVSGSVGKENDQFVHALRIKDAF
RKFIYLMNDVKDSKAAIEFLIREPLLI
PNIKEEETNHEESMEGNESAIGSGM
SKCSETASETHFKNCDNSEEKVNSK
AEMIAFFLKEKEDYIDKLVLGEYFAK
SFGDPQRRMIFVKWVERHSFAGMT
LDAALRLFLGGFKLLGEAEVVDKTM
EIFAAQYCRENPTAFRSANTAFILSF
SICMLNTDAHSPHVKNKMTLDEFT
RNNRGIDEGDDVDFSLLKGIYERIVV
NEIKLRPSRFVSSASNSGITGRNNSL
SSNRISSGLFESIPILKRFAPVARRIT
DTVMIPLDVAGNMLFNTLQRKKEEI
YQAELRNALKDVIEALDTANALKSKF
VEATRIENAIPMWGITVDYLIRCLLC
AFESFFSVAEATALPSNAQGCHDPT
QRYIDIAENREYFDNLLRGLVNTVRV
CCDFGNISQAEGLIERLFELTQLSNI
VVLSQEPIPCVSLLNGISKPRIELLKT
ILDLFLVNGASLTTRGWCVAYTGISL
LELIFNGLEGTWKSQRRKPPLCESG
KSLPVTRFGKVDDIPTSFDKNSVQKR
IAILEALRCFSSVDVWLERLFDATEY
PSQTQVFMSNALVSVCEKELISLRTF
SLTKLLDFLTVCASFSSRMQWRDLW
NNANKVFTLAGTMTFEIASLSLGGL
RIIALTYLMREELLNYSFQKEVLMPF
ESILMGNQDVNIRQKVIETIAEIIEFR
ASRLASGWNVVFSILSHCAVIPEVVK
SAWDLSEGVITSHTALMKDCFRDLI
FCLTSFACNNVDEEVALLSISYLRVC
GHWLQFGLEPPPEDIRDASAVAEWA
GRFKGADNEANAAQLIVGVPRVTLS
MVPITSQQPLEKPTTLSVKTNYHLW
MSILEGMFPIILVHPSVRVRAHVICS
LWALIEQYAIAFATNIQESLFTGILRP
VLCNLLMHAPVDQETVIDPVDYKLL
TLLSLKSMFLACRLHSHLLKLACET
FVTICTTPVSLEHVQAGLVDVILRICV
DLEPRGYVHRLGLSETASELWVTRL
LHELFQIGYIDVIHFKRTTGWSELHH
AIAVTTPRIDFDLNIKEEVRNNIINTV
LTSVLDGIIVQLFAAMNRCSLQEEYL
RLFKAMRRAYLVIALFCSADSTGKVF
PRLLTGFSSSSLVIPEQQLLIPYLCVLI
EFVFALRSNTPTIAETQALQEAMKL
MCETIRKSREFCIHSQAEHIAALESD
GTREEVTVPLKKHRGRTFVDVFRSG
RAPLNCRAQHISQTVPERVLNEWRY
LTHTLGLRYAFTVDGVTARCIPVECL
HELILLLPSELEEQLVEPFICSCWEE
LDVGTPLLRVSVISQTLRVLERKRGL
LHA

None None None None None None None None None


