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Introduction

Echinococcus multjlocularis is a ci‘ doph“ llid <estede that causes
h'datid disease in man' mammals, including redents and humans and
is beceming an increasing preblem in urban areas [1,2] Echinececcus
multilecularis antigen peptides are mest suitable fer subunit vaccine
develepment because with single epitepe, the immune respense
<an be generated in large pepulation ,is appreach is based en the
phenemenen of cress-pretection, whereb' a plant infected with a mild
strain ef virys is pretected against a mere severe strain of the same virus

e phenet'pe of the resistant transgenic hests includes fewer <enters
of initial virus infectien, a dela’ in s'mptem develepment, and lew
virus accugnulatien Antigen preteip frem Echinococcus multilocularis
is necessar' fer new paradigm ef s'nthetic vaccine develepment and
target validatien [3-5]

Methodology

In this research werk antigenic epitepes of antigen pretein frem
Echinococcus multilocularis is determined using the Gemase in 2007,
Bull & Brge e, Eisenberg, Rae & ArgesCheu &, Fasman and Levitt
antigenicit' [6-8]
peptide binding ef antigen pretein is predicted uging neural ne'rworks
trained en C terminals of knewn epitepes In anal'sis predicted M C/
peptide binding ef antigen pretein is a leg-transfermed value 1]e_‘rafed
te the IC50 values in nM units M C2P1'ed predicts peptide binders
te M Cland M CII melecules
alig#menfs usintg _esitien Speci < Scering Matrices (_SSMs) Suppert

ecter Machine (E M) based methed fer prediction of premiscue
VM Cclass I binﬁing peptides S M has been trained en the binar’
input ef single amine acid seqt}ence [9-14] In addifien, we predict
these M Cligands frem whese C-terminal end is likel* te be the result
of pro@bsomal cleavage [15]

Results and Interpretations

e majer histecempatibilit' cemplex (M C)

m pretein sequences o1 sequen<e

e feund binding ef peptides te a number of di grent alleles

using _esitien Speci < Scering Matrix An antigen pretein sequence
is 426 residues leng, having antigenic M C binding peptides M C
melecules are <ell surface gl‘coprofeins,l_\lvhiCh take active part in}imsf
immune reactiens and invelvement of M C class-T and M C II in
respense te almest all antigens _SSM baldd server predict &i‘e peptide
binders te M CI melecules of antigen pretein sequence are as 1 lmer
2 b,16mter 2 b,9mer 2 b,8mer 2 bandalse peptide

Hbind%rs te i\ﬁ I%H mDoleculeinf anplgen puﬁin ssequence as1 Abyp,

I Adyp, anal'sis feund antigenic epitepes regien in putative antigen
pretein (Table 1) e alse feund the S M based M CII-IADb peptide
regiens; M cutad peptide 1'egion¥ M CII-TAg” peptide regiens
and M CII- RT1 B peptide regiens, which represented predicted
bil'je frem bacterial anfigen pretein (Table2) e predicted binding

it' is nermali ed b’ the 1% fiactil e describe an impreved
methed fer pyedictinglinear epitepes (Ta‘éie 2)  eregienef maximal
h'drephilicit' is likel' te be an antigenic site, having h'drephebic
characteristics, because terminal regiens of antigen pretein is selvent
accessible and unstructured, antibedies against these regiens are alse
likel® te 1'ecogr;i e th native pretein (Figurel, 2, 3) It was shewn that
a antigen prefein is h'drephebic in nature gnd centains segments of
redicted
antigenic fragments <an bind te M C melecule is the 1st bettlenecks
in vaccine design H

a

lew cemplexit' and high-predicted exibilit' (Figure 4, 5)

Conclusion

An antigen pretein frem Echinococcus multilocularis peptide
nenamers are frem a set of aligned peptides knewn te bind te a given
M C melecule as the predicter of M C-peptide binding M CII
Iﬁnlecules bind peptides in similar 'et H Sfrent medes and aligriments
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Figure 2: Hydrophobicity plot of antigen protein by Bull & Breese scale.

of M CII-ligands were ebtained te be censistent with the binding
me %Q the peptides te their M C clq‘ss, this means the increase
in aﬁit‘ of C binding pepﬁdes ma' result in enhancement of
immunegenicit” ef bacterial antigen pretein  ese predicted of antigen
pretein antigenic peptides te M C class melecules are impertant in

vaccine develepment frem Echﬁococcus multilocularis
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