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UniprotkB Entry name organism full name (oglcnacscore o.glcnac e viation PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion ent?oplasmlc golgi o extl.‘acellular
ID sites sites reticulum apparatus membrane region
V5DUQO  |[V5DUQO_TRYCR [Trypanosoma |DUF2428 (19.946178 NaN NaN 30984116 MQKLLLFLGNVFFFFAYMSFDYYHL [None None None [None None None None None None
cruzi Dm28c |domain- FIYFCLYVRVSCFQILLAAPRERRTPQ
containing MSEYSTAMRMQQHRVRTTEYIPLPE
protein CVLTELTSGIPIICKASTSLQPFAPKA

ASIVCREVENMTSVTSSEHRVRCISQ
ITGVLRENTFMAQRSVTECRVFLRK
LAAHFVFPLMLHCAVRYLHRALATL
LRTVYVIDEDLETCFCAAFTAAHIRC
WGSGTSERRPTIFGDNAAVRLRSEA
TLLGFKDSVMSWINCIDSTTVVAMP
LFPRVFASTFFDVLPLLGESLQWMV
LNASVKCREVGIGNATNGTILGEDL
IAYVRYGIRVITTYTHKFLHLLQDVWN
NGDRTTHCHLKEDVGKLFSSAVLM
LSSPVFPKDVLNGAGLLVSSLLTLRA
CVPWLLLEVCRQCGTLDPPTAAAAA
KPGVTRIAYTLESLLQSDVRECVELI
CSDDHHRRARERPQALCALRNILGA
LTNNGRFALLKGLLAHLSTPIHGNV
DSLGILLKPITPLAGAGTSVEALEVV
HDIIMPAAEAYCSALQAPDTRFMAIQ
TIDSVVRHISSVLNCIAEVLEHPPSE
NETRRGNVRERNVQWPHGGKLLTE
PQKRGLMALCARNAKLTRTLNHATE
IIMGMWDDNTLQVTGPLYDAYNEIL
SVHAALRRCAALFPSTFETHVLDEDI
FDTAEALRRILCIPNERRGKYHALLG
ILSVLPVPQFLSVLKKNFSQETASISE
IVQGLCCFSRMLLSGACNHKVGNIA
GDVFAKAASLIRHSDNADAHREFLF
MQGIIDPLVKSLLVSGYAAPPHLSEA
IACVSNIVTHMIMPCLKSEEVFIPILLS
QLTQALEGKHNSSRVNQSVVEIIHR
ARVVGKDIGAYLQPKSQTFQAILASL
QVHETELRYTALGLCVLSTKKAETVK
AWQCRMMEWYISTNMYCGGDSVA
MRNLLEVYKKWMRRLVDSYGNQN
NKQKKGMAGSETAEQYKELVVDHC
VRMVGCLVPQIGENANWCRNLSLE
RRVAAMSTYSCLLRNALEFLSEEDV
RNLKEQLFPVALIEGLLECLSEGWE
KARLSAYSILITYCNHVPDAIFSHRHL
GDPTAASAAKAELLRARTFRKSEGE
VLWYVLATHFTPAAKQAAAENPSHE
CEKRVRDVECEMKLLKEKLSELRAL
GAKGACEFLQLHPLHGIISLCVALLS
NAWEIKRDFHLLYEACNNLLLCCSA
VLQTCSSLVGGEPVNSVDDGDVEVD
CRGHVFEKDGSYTEDKMRTVVNNT
WLSIRTAASAVERVMNLAKVEDLSL
PVVREICYVLIESLLRTKHNGVMRKV
REALKTVAAALLRSRDVAFHSLPRE
MLDFLLGPDGVTSRSVARMLRRSQ
GLPHAILAVLEAEDPTVPVFLFPRAM
KLLLRVAKGAHVGGDDCQHHLTEE
KCRSQRSNALNVLKFIFENKIFASRS
\VADLEEAFWIAAEGFDDPSWGIRNS
SLMLFSAVLPRFVGEHPSTGSVGVN
TSLHDIAVRAPRGVAFAYEELVKSST
TPVPSLGVFPLLQMLSMVTPDPPHL
FTNATTSQQIADADVDSSRIVRAIML
CGSSKNLMVRAASAVALTSLVPTSH
LETLLAEIISNLFQPKNGLNAVHGAL
LHLQQFHTFYVGTLRRNMRKKAMN
SSATATVAFLVNRLVVEGLGAPSLAV
SSSKLYQACVHCPTIAVTFLSLASDA
LYYIQSFGLCADNTAPIVNLMRFGVA
IVVYGAVCAPTRSFELARHDHAAVCE
NGALFALLVVRLLSLSKEEAEGTEEE
NDKLLSFNGNAQVWDTLSQVFTSE
SGEYLISCLMYHVSHHTAEKRWPRE
ESERTMRQFTLRLHCDPVNAALWM
LLRDLSEDSLLQRLPCTRILHMSVH
LEYLVLLGNDGGPRSETCEALCKAL
EENLLCRMDPQSKRPLQNTEVQSW
AIRFLGRCCVRHGASSVTLLRILEHY




SRPFFDVRNRAAVVSALKDGLLCLE
DDTAETAVKHRCAFLLILLRLLFDDA
[YDVRLESCRVVSQLTSPANFLLDHM
TCVLSLVFLIRQSGECRVFDTEFLQQ
YLLGADVSRNSPLGHNDENNNGVE
ADDSDSEESNVLFEKEAENMFAEN
TLLAYLVGAVMHERGSAAPSLGCTT
SCSVWQSGEAAWQLCTPHCLPTNS
RDVEAVGCEP




