234992

o afelat

3 3
o lhsadudnausiiad (hepatitis C virus; HCV) e lhfaiitd Tunwiia RNA e

~

a A g o W - x:‘ o oA [ Ay a 9 @ Ao
fn FuluauvqueslsadusaruriiadisriafvundunaiFos vy ldsaTan Adaiiu
o 9 dy @ o A A [ - Y4
Hlgmidvgmedmnsuguusslszmalne Yo' hsadudnauriafuriailu 6 mowug
¥ ¥
MANAIANUHANANNIRUENTTuYRRade TisAu NS3 veude hhiadudnimuaiadern
o o w o o A w 7 - o 2 a = = o
dudhmnedmiumsiauiaduiagiszasvesmsinmasiidunsfnmdnnuiu
) _
uilsneugnssuvestu Ns3 veude hiadusnmuriindaoiug 3a uazldvimsInaubu
9 }-4
U5m Ns3 veude liadudsnmuaiin®  daed19019 5 ueveure T adusnimuyiiag
3 Qr [} ) 1A o 9 ~ o 3 ] 3 o
fuau 11 Medngminnduwiiuilumsadsmeddweduining @DNA) Maduihd
BUENURUIUINATURMZYT MU NS3 #2873 Nested polymerase chain reaction (Nested
4
PCR) nam3silSouiieudrduiinng e InduazdrdunsaesiiTunion Ns3 veudelasady
o | :z’ Qs ] [ = ) =® o Ao WA =y P o
Snirupilnding 11 #2019 wuhilianuadwadsiu @ddutinile inaniaseiu 89-96
alesiFud uaziidrdunsaozil Tufiasafu 90-100 lesiFud) NuaulefeddunsaeziTun
(1u Th (helper T cell) Az CTL (cytotoxic T lymphocyte) epitopes 119151281 Yo a1nd0619 L]
3 Ed ¥
NUAMUANAISTY 91nMIAnEIASailuaasldriun Tusau Ns3 veude Ihsadudniaurila
= [~ o 1 Qo o as - | =5 ; 9 o ~ =
Foailudumdsimnzaudwmsumstamdady msanwil18vims Tnaudu NS3 usnu
E 4 ¥

o ' o A st =] Y ¥ o 2 o A g
ANAI LA HTINITOAARADN clone NUSUVDI NS3 ﬂgﬂ@ﬂqqﬂ ﬂﬂ’]\'juliﬂﬁ']uﬂ1iﬁﬂy1ﬂiqu ﬂu

o

v ¥
msanuluszeziFuduusamnaallsaudiu NS 3 veude fadudnausiadaowus

a

{ I~/ a o W o W a
e Mg lddludunuvveimsnantaduiosiulsadusnauyiiag

234992

.Hepatitis C virus (HCV), a single stranded RNA vitus, is the cause of acute and chronic
hepatitis worldWide. HCV can be classified into six major genotypes based on analysis of
genomic sequences. One of the possible targets for vaccine development is the- nonstructural
(NS) 3 protein. 'This study is to determine the genetic variation of NS3 gene of HCV genotype 3a
and to clone NS3 gene of HCV. Eleven HCV RNA samples were reverse transcribed to cDNA.
This cDNA was amplified in the region of NS3 gene by Nested polymerase chain reaction
(Nested PCR). Nucleotide and amino acid sequences of NS3 region of eleven HCV are identical
(nucleotide sequence identity of 89-96% and amino acid sequences identity of 90-100%).
Intérestingly, some Th (helper T cell) and CTL (cytotoxic T lymphocyte) epitopes sequences of
all samples showed no difference in amino acid sequences. These findings suggested that the
NS3 protein of HCV may be the suitable region for vaccine development. NS3 gene of HCV
genotype 3a was cloned and selected in this study. However, this is the preliminary study of the

production of N83 protein of Thai hepatitis C virus isolates as a prototype for hepatitis C vaccine.





