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Apstracl The secondary structure, B cell and T cell epitopes for the AgB1 antigen protein of Echinococcus granulosus were predicted
and analyzed. According to the gene sequences of AgB1 antigen, the protein secondary structure was analyzed by PredictProtein, and B
cell and T cell epitopes of AgB1 were predicted by Intemet website Beepred, Abcpred, IEDB and SYFPEITHI. The results show that
many distinct antigenic epitopes of AgB1 were identified by computation, and the high scored B cell epitopes in the regions of 2-9, 15—
20, 22-35 and 41-52. The possible T cell epitopes is in the regions of 3-12, 26-33, 34-44 and 52-61. In this study it is determined
that there are 4 B cell dominant epitopes and 4 T cell ones in AgB1 antigen by bioinformatics methods ,which are significant in the
further research of AgB1 antigenic and development of the immune diagnosis method.
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Fig. 1 Secondary structure of AgB1 using PredictProtein analysis
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Fig. 2 Prediction of hydrophilicity
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Fig. 3 Prediction of flexibility
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Fig. 4 Prediction of antigenic propensity
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Fig. 5 Prediction of exposed surface
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Fig. 6 Prediction of accessibility

ffi 1 ABCpred il IR 55 #$ % AgB1 A9 B 4 & {7 1k 477
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% 1 ABCpred FUill B 48 B 5= i 71 il 45 5%
Table 1 Prediction of B epitope using ABCpred

BEERFH iR/ GIVAY 7HE
FGEVKYFFERDPLGQK 15 0.83
DGLTSTSRSVMKMFGE 2 0.74
GQKVVDLLEEIEEVFQ 28 0.62
LRMALRSHIRGLIAEG 49 0.55

ZEA PRI B 40 MR 1A Dk | ik 4 AN TEE B A
FAL DX, 53 B 2~9.15~20.22~35 Fl 41~52 ZIEFRIT 51,
24 T 4HBE R4 4R

43 36 B 10 A 7E 4 T %K £+ TEDB A1 SYFPEITHI 7
T 4318 %5 9 AgB1 25 11 MHC T 2% HLA-A 0201 BR ¥ T
YR RO 2550 BT X L R OR LR 2,

% 2 |EDB 5 SYFPEITHI #illA9 MHC | 28 PR %1% T 40 B & £z
Table2 MHC | nonamers T cell epitope using IEDB and SYFPEITHI

IEDB 7E 45
e . e it b D

A R A7 A5 S TR A srE

1 35 LEELEEVFQ 93.10
2 25 DPLGQKVVD 92.10
3 1 DDGLTSTSR 91.10
4 39 EEVFQLLRK 88.40
5 8 SRSVMKMFG 8750
6 45 LRKKLRMAL 86.80
7 46 RKKIRMALR 85.00
8 17 EVKYFFERD 85.00
9 38 LEEVFQLLR 83.00
10 22 FERDPLGQK 82.70

SYFPEITHI # {4

A S8 TR A B pixisl
33 DLLEEIEEV 29
52 AIRSHLRGL 27
26 PLGQKVVDL 24
30 KVVDLLEEL 23

3 GLTSTSRSV 22
44 LIRKKLRMA 21
56 HIRGLIAEG 21
10 SVMKMFGEV 19
37 ELEEVIQLL 18
43 QLLRKKLRM 18

ZEA I AE LB BT 255 | T Fh o 9 4540 AR HUA i
By DX Bk AE S AT RE RS T 4N Bl 2 17, 4 Gl & 3~12,26~33,
34~44,52~61 @ H R P51,
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