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Abstract; Our study was conducted to explore protein structure, function and the possibility as a
vaccine candidate antigen of immune-related gene, CAMK/TSSK protein kinase (CTPK) gene of
Parabronema skrjabini. RNA was extracted from Parabronema skrjabini and cDNA was ob-
tained by reverse transcription. A pair of specific primers was designed to amplify the coding re-
gion of CTPK gene. The protein structure and antigenic epitopes of CTPK were analyzed by
using bioinformatics softwares. The bioinformatic analysis results showed that the length of CT-

PK gene was 519 bp, contained an open reading frame of 519 bp which encoded a polypeptide of
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173 amino acids with a predicted molecular mass of 20. 264 kDa and PI of 9. 53. Analyses of do-

main and structure indicated that the protein was dominantly composed of 60% hydrophillic amino

acid residues, with numerous curls and no transmembrane structure. The antigenic epitopes pre-

diction results indicated that CTPK protein is a hydrophilic protein with high antigenicity. It con-

tained more potential B cell antigen epitopes and more T cell antigen epitopes. These results pos-

sibly suggested that the CTPK antigen has been promised as a candidate for immune diagnostics

and could be used as a vaccine against Parabronema skrjabini. This research provide the theoretical basis

in order to establish iELISA corresponding diagnostic kits and development DNA vaccine.

Key words: Parabronema skrjabini; CTPK gene; antigenic epitopes; protein structure predic-

tion; bioinformation analysis; serine/threonine protein kinase
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Fig. 1 PCR amplification of CTPK gene
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Fig.2 Prediction of hydrophobicity of CTPK protein

A DR A th SCA 4 i & 3L CTPK RAEFEAS 5 K
(1) B & fE 32 H SecretomeP #4415 i A i 7Y 43
WEE 4 & M, NN-Score = 0, 912 (# NN-Score >
0. 5. A Ky AR M A 43 WA TR D i LLZE H s T3
WEH .

12

1.of
£ 038}

0.6}
£ 04f
021
036 40 60 80 100 120 140 160
— B5JIX (transmerbrane) — [N (inside) —— AR (outside)

E

obabil

i

B 3 CTPK EHEELHTN

Fig.3 Prediction of CTPK protein transmembarne domain
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Fig. 4 Prediction of signal peptide sequence of CTPK protein
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Fig.5 Prediction of CTPK protein phosphorylation sites
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Fig. 6 Prediction of tertiary structure of CTPK
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Fig. 10 Prediction for T-cell antigenic epitopes of CTPK protein
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