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Abstract: Genotyping of the hepatitis C virus (HCV) is important for designing therapeutic 
strategies and regional specific diagnostic assays. The aim of this study was to identify the 
HCV genotypes in HCV infected blood donors. This is the first report on HCV genotypes in 
blood donors in Iran. In this cross-sectional study, 103 blood donors with hepatitis C  were 
investigated for HCV genotypes. HCV genotyping was carried out using type-specific primers 
from  the  core  region  of  the  viral  genome.  From  103  blood  donors,  only96  cases  had 
genotypes  which  could  be  typed.  The  highest  frequency  genotype  1a,  with  53  (51.5%)  of 
subjects.  Genotype  3a  and  1b  were  the  other  frequent  genotypes  with  39  (37.9  %)  and  4 
(3.9%)      subjects,  respec-tively. These  results  indicate  that  the  dominant  HCV  genotypes 
among  blood  donors  were  1a,  3a  and  1b  respectively.  It  was  also  noticed  that  more  of  the 
blood donors infected with genotypes 1a and 3a had history of intravenous drug abuse and 
tattooing.  
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Introduction 
 

epatitis  C  virus  is  the  main  causative 
agent of chronic post-transfusion 
hepatitis  and  poses  an  elevated  risk  for 
development of liver cirrhosis and 

hepatocellular carcinoma. HCV infects 
approximately 3% of the world population, an 
estimated 200 million people (1).  
Epidemiological studies in different regions of the 
world show wide variance in HCV prevalence 
patterns, though it is clearly evident that the 
incidence of HCV is higher among less developed 
nations. The prevalence of hepatitis C is lowest in 
Northern European countries, including Great 
Britain,  Germany  and  France.  The  prevalence  of 
HCV antibodies in blood donors averages less than 
1% for these regions. In contrast, higher rates have 
been reported in Southeast Asian countries, 
including  India  (1.5%),  Malaysia  (2.3%),  and  the 
Philippines  (2.3%).  Alarming  rates  were  reported 
for many African nations, reaching as high as 
14.5% in Egypt (2).  
In  Iran,  the  Prevalence  of  HCV  infection  is  about 
0.12% in blood donors (3).  
It  seems  that  the  prevalence  of  HCV  infection  is 
less  than  1  percent  in  general  population,  but  the 

infection  is  emerging  mostly  because  of  problems 
such as intravenous drug abuse and needle sharing 
among  drug  addicts.  HCV  infection  is  the  most 
prevalent cause of chronic hepatitis and cirrhosis in 
hemophiliac  and  thalassemic  patients  and  patients 
with renal failure in Iran (4-6).  
HCV  is  spread  primarily  by  contact  with  infected 
blood  and  blood  products.  Blood  transfusion  and 
the use of shared, unsterilized, or poorly sterilized 
needles,  syringes  and  inject-ion  equipment  have 
been the main routes of the spread of HCV. 
With  the  introduction  of  routine  blood  screening 
for  HCV  antibody  and  improvements  in  the  tests 
for detecting HCV in mid-1992, transfusion-related 
hepatitis  C  has  virtually  disappeared.  At  present, 
injecting drug abuse and Hemodialysis are the most 
common risk factor for contracting the infection.  
HCV is a small (40 to 60 nanometers in diameter), 
enveloped, single strand-ed RNA virus of the 
family  Flavi-viridae  and  genus  hepacivirus.  There 
are at least six major genotypes and more than 50 
subtypes  of  HCV  (7).  These  differ  in  nucleotide 
sequence  by  more  than  30%  over  the  complete 
virus genome. A number of subtypes, which differ 
in nucleotide sequence by more than 20% have also 
been described (8-9).The genotypes of HCV show 
a  distinct  geographical  distribution.  Genotypes  1a, 
1b,  and  2a  are  the  predominant  genotypes  in  the 
United  States  and  Western  Europe.  Genotype  4  is 
the predominant genotype of the Middle East. 
Types 5 and 6 are largely confined to South Africa 
and South East Asia, respectively (10)  
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Moreover,  as  it  is  known,  the  current  screening 
assays  are  based  on  epitopes  derived  from  only 
genotypes 1a or 1b; causing variation in 
seroreactivity among different HCV genotypes. 
Therefor, development of serological screening 
assays would require antibodyies to all the 
genotypes and variants of hepatitis C.  
The  aim  of  this  study  was  to  identify  the  HCV 
genotypes  in  HCV  infected  blood  donors  .This  is 
the first report on HCV genotypes in blood donors 
in Iran. 

  
Materials and methods 

 
This  cross  sectional  study  was  performed  on  103 
blood donors with HCV infection from blood 
transfusion centers in the different provinces, 
between  the  period  December  2006  and  January 
2008. The number of 34(or 35) samples from blood 
transfusion centers Tehran, Kerman and 
Kermanshah  were  collected.  The  frozen  samples 
were placed on dry ice were carried to our 
laboratory and stored at -80˚C freezer. A questioner 
was  applied  in  order  to  assess  employment  status 
and to evaluate potential risk factors for infection.  
The  sources  of  infection  were  mainly  included: 
intravenous drug abusers (IVDU), blood 
transfusion, tattooing, and surgery. The study 
population  included  101  (98.1%)  men  and  2  (1.9 
%) women, in the age range of 17–60 years. None 
of the blood donors had been on anti-viral therapy 
for HCV at the time of sampling for this study. All 
of the patients were also tested for HBsAg (DADE 
Behring,  Germany)  and  HCV  antibody  by  third 
generation enzyme immunoassay (Hepanostika 
HCV Ultra Biomerieux, France). Positive results of 
HCV antibody were confirmed by the Recombinant 

Immuno Blot Assays (RIBA) HCV BLOT 3.0. 
All blood donors were identified as HCV infected 
by  a  qualitative  PCR  earlier  standardized  in  our 
laboratory.  
Viral  RNA  was  extracted  from  100  μl  of  serum 
using the Roche High Pure Viral RNA kit (Roche 
Diagnostics Corporation) according to the 
manufacturer's instructions .The viral RNA was 
eluted in 50 μl of nuclease free water. 
 In  HCV  RNA  positive  samples,  genotypes  were 
determined by performing PCR using primers 
specific  for  the  core  region  of  the  HCV  genome, 
using two separate reaction tubes containing 
different primer mixes, as described previously 
(11).  This  method  allows  for  the  determination  of 
genotypes 1a, 1b, 2a, 2b, 3a, 3b, 4, 5a and 6a in two 
separate reaction tubes (11).  
For  the  reverse  transcription  -PCR,  8  µl  of  the 
extracted  nucleic  acid,  1.5  mM  MgCl2  and  1X  
PCR  buffer    containing  10  mM  Tris-HCl50  mM 
KCl( pH 8.3) 10mM DTT, 10 nmol of each dNTP 
and 25 pmol of outer primers (11) in a total volume 
of 10 µl were used. The reaction mixture was 
incubated at 95 ºC for 5 min before the addition of 
20U ribonuclease inhibitor (Roche Molecular 
Biochemicals)  and  20  U  of     reverse  transcriptase 
from  avian  myeloblastis  virus  (Roche  Molecular 
Biochemicals).  After 60 min at 42ºC, the reaction 
was heated for 5 min at 95ºC. Briefly, 2 μl of the 
cDNA  was  amplified  in  a  50  μl  reaction  volume 
containing  1.5  mM  MgCl2,  10  mMTris–HCl,  50 
mM KCl, and 2.5 pmol each of sense and antisense 
outer primers. The first round of amplification was 
performed  under  the  following  conditions:  twenty 
cycles  of  amplification  at  94 °C  for  1  min,  45 °C 
for  1  min  and  72 °C  for  1  min  followed  by  an 
additional 20 cycles of 94 °C for 1 min, 60 °C for 1 

Total  

 No. (%)      

Unknown      

No.     ( %)      

1b 

No.     ( %)        

    3a          

No.     ( %)      

      1a 

  No.     ( %)      

 HCVgenotypes  

  

age-groups         
      

2          (1.9) (0)        0 ( 0 )     0 2        ( 100 ) ( 0 )        0 17-20  

29        (28.2) 3         (10.3)     0        (0 ) 12      ( 41.4)    14        (48.3)  21-30 

48        (46.6) 3         (6.4) 3       (6.3) 17       (35.4) 25        (52.1) 31-40 

15        (14.6) 1          (6.7) 1       (6.7) 4         (26.7) 9         (60) 41-50 

9          (8.7) 0          (0 ) 0       ( 0 ) 4       ( 44.4 ) 5         (55.6 ) 51-60 

103       (100)  7        (6.8  ) 4       ( 3.9)   39         ( 37.9)    53       (51.5 ) Total   

Table 1 . Comparison of age-groups with genotypes of HCV. 
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min  and  72 °C  for  1  min.  For  Second  round  of 
PCR,  two  mixes  were  made.  One  mix  contained 
primers for the specific detection of HCV 
genotypes 1b, 2a, 2b and 3b. The second mix 
contained primers for the selective amplification of 
genotypes 1a, 3a, 4, 5a, and 6a. One microlitre of 
first round product was taken as input for the 
second  round  PCR.    The  products  of  the  second 
round PCR were electrophoresed on a 2% agarose 
gel. The products were viewed on an UV 
transilluminator. Samples were assigned genotypes 
based on the band size of the final amplified 
product, as recommended (11). 
 The χ2-test  was  used  to  analyze  significance  of 
difference between proportions. 
 

Results 
 

Samples  were  classified  as  belonging  to  genotype 
1a, genotype 3a, and genotype 1b or as untypeable 
using  the  type  specific  primer  based  PCR.  The 
genotype profile most frequently detected was 
genotype 1a seen in 53 (51.5%) blood donors 
followed  by  infection  with  genotype  3a  seen  in 
39(37.9%)( Table 1).Genotype 1b was seen in four 
blood donors (3.9%). The HCV strains in 7 blood 
donors (6.8 %) could not be typed using this 
genotyping  technique.  Infected  blood  donors  were 
detected more frequently in age groups 31-40 years 
old, as compared with other age groups. Genotypes 
1b, 3a and 1a were detected 3(6.25%), 17 (35.42%) 
and 25 (52.1%) in blood donors in age groups 31-
40  years  old  respectively.    This  difference  was 
statistically significant (P<0.01). There was not any 
statistical significant association between the place 
of infection of the patients and genotype (P>0.05). 
In  the  present  study,  52(50.5%),  12(11.7%)  and 
43(41.7%) blood donors had history of minor 
surgery, transfusion, intravenous drug users 
(IVDU), and tattooing respectively. Since HCV 
infected blood donors had multiple routes of 
acquiring  the  infection,  no  statistically  significant 
association between the route of HCV transmission 
and genotype (P>0. 1) was found. 
 

Discussion 
 

Infection by hepatitis C virus (HCV) is the leading 
cause of chronic liver disease worldwide. Hepatitis 
C shows significant genetic variation in worldwide 
populations, evidence of its frequent rates of 
mutation  and  rapid  evolution.  There  are  six  basic 
genotypes of HCV which vary in prevalence across 
different region of the world. Each of these major 

genotypes may differ significantly in their 
biological effects in terms of replication, mutation 
rates, type and severity of liver damage, and 
detection and treatment option.   
The results of this study indicate the preponderance 
of  HCV  genotypes  1a  and  3a  in  Iranian  blood 
donors. Similar studies in Iranian patients have 
reported  the  predominance  of  HCV  genotypes  1a, 
3a and 1b. In the first report in Iranian patients, the 
prevalence of specific genotypes in 15 samples was 
studied in Tehran. Seven patients were with 
genotype  1a,  three  patients  with  genotype  1b  and 
four  patients  with  genotype  3a.  One  patient  was 
with genotype 4(12). The results of other studies on 
circulating  HCV  genotypes  in  the  Iranian  patients 
showed that genotypes 1a, 3a and 1b are 
predominant  respectively  and  that  type  4  is  rare 
(13-14). 
Genotypes 1b, 3a and 4 are prevalent in our 
neighboring countries. Genotype 1b in Russia (15) 
and Turkey (16), Genotype 3a in Pakistan (17) and 
also Genotype 4 in Iraq are more prevalent (18).  
In comparison with Middle East countries, 
although genotype 4 is found in most of the Arab 
countries (Yemen, Kuwait, Lebanon, Iraq, and 
Saudi  Arabia)  in  the  Middle  East  (19),  there  is  a 
contrast with data reported from non-Arab Middle 
East countries in this region including our country. 
In  the  present  study,  genotype  4  was  not  seen  in 
infected  blood  donors  with  HCV.  Previous  study 
has shown that genotype 4 is rare (12).  Genotype 4 
is  prevalent  in  most  of  the  Arab  countries  in  the 
Middle East. In the future, it is possible that Iranian 
patients with the history of travel to these countries 
(Iraq, Saudi Arabia, and Lebanon) cause changing 
in the distribution of HCV genotypes in Iran.                              
Some  studies  suggest  that  different  types  of  HCV 
may be associated with different transmission 
routes.  Subtype  3a  appears  to  be  prevalent  among 
injection  drug  abusers  and  it  is  believed  that  they 
were introduced into North American and the 
United Kingdom with the widespread use of heroin 
in the 1960s. Genotypes 3a and 1a are more 
prevalent in IVDU in Europe and USA (20-22). 
Fifty-two (50.5%) and 6 (5.8%) were blood donors 
were  the  first-  time  and  repeat  donors.  Forty-five 
(43.7%)  blood  donors  had  previous  experience  of 
blood  donation  (multiple-time  donors).  There  was 
no significant association between HCV genotypes 
and the number of blood donations (P=0.20) There 
was no significant association between the place of 
HCV infected blood donors and genotypes. 
Genotypes  1a,  3a  and  1b  are  the  most  common 
genotypes respectively in Iran. In the present study, 
43(41.7%) blood donors had history of intravenous 

D
ow

nl
oa

de
d 

fr
om

 jo
ur

na
l.i

sv
.o

rg
.ir

 a
t 2

2
:1

5
 +

04
3

0 
on

 T
u

es
da

y 
A

pr
il 

2
5t

h
 2

01
7

 [
 D

O
I:

 1
0.

21
85

9/
is

v.
1.

4.
17

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 jo

ur
na

l.i
sv

.o
rg

.ir
 o

n 
20

25
-1

0-
28

 ]
 

                               3 / 6

http://dx.doi.org/10.21859/isv.1.4.17
http://journal.isv.org.ir/article-1-212-en.html


Hepatitis C virus infection and genotypes in blood donors 

20    IJV, Volume 1, Number 4, September  2007 

 

drug users (IVDU) and tattooing. Despite that 
29(28.2%) and 14(13.6%) of blood donors had 
history of intravenous drug abuse (IVDU) and 
tattooing,  but  there  was  no  significant  association 
between HCV genotypes and mode of transmission 
(P=0.9).  Genotypes  1a  and  3a  most  often  infect 
injecting drug abusers and appear to be increasing 
in prevalence (23-24).Genotype 1b was seen in four 
blood  donors  (3.9%).  Genotypes  1b  and  2a  are 
most strongly associated with infected blood 
products and the relative prevalence of these 
genotypes has decreased in the recent years due to 
improved  blood  screening  (25-26).  Mocmish  et  al 
investigated on infected volunteer blood donors 
from nine countries (Scotland, Finland, The 
Netherlands, Hungary, Australia, Egypt, Japan, 
Hong Kong, and Taiwan).They showed the 
presence of     genotypes  1, 2,  and  3 for  almost  all 
infections in donors from Scotland, Finland, 
Netherlands, and Australia (27). They reported that 
genotypes  2  and  3  were  not  found  in  the  eastern 
European country (Hungary), where all but one of 
the  donors  was  infected  with  type  1(27).  Donors 
from  Japan  and  Taiwan  were  infected  only  with 
type 1 or 2, while types 1, 2, and 6 were found in 
those from Hong Kong. HCV infection among 
Egyptians  was  almost  always  by  type  4  (27).  The 
genotype distribution of hepatitis C virus (HCV) in 
blood  donors  from  southeast  France  showed  that 
the  most  frequent  genotypes  were  1b  (30.2%),  1a 
(27.7%),  and  3a  (22.4%)(28).In  another  study  in 
Brazil  country,  the  proportions  of  blood  donors 
with HCV types 1, 2, and 3 were 70.0%, 2.9%, and 
25.7%, respectively(29). The study on HCV 
genotypes  among  blood  donors  in  Korea  showed 
that HCV genotype 1b was most dominant (80%), 
followed  by  genotype  2a  (13.3%),  and  2b  (6.7%) 
(30).  Therefore,  distribution  of  genotypes  HCV  in 
infected blood donors in Iran is similar to 
epidemiological data from West Europe. 
 
 

References  

 

1. Cohen,  J.;  1999;  the  scientific  challenge  of 
hepatitis C. Science 285: 26–30. 

2. Alte, M. J. R., D. Kruszon-Moran, O. V. 
Nainan, G. M. McQuillan, F. Gao, L. A. 
Moyer,  R.  A.  Kaslow  and  H.  S.  Margolis; 
1999;  The  epidemiology  of  hepatitis  C  virus 
infection  in  the  United  States,  1988  through 
1994. N. Engl. J. Med. 341: 556–562.  

3. Alavian,  S.  M.,  B.  Gholami  and  S.  Masarrat; 
2002; Hepatitis C risk factors in Iranian 
volunteer blood donors, a case control study. J 
Gastroenterol Hepatol 17:1092–7 

4. Alavian, S. M., A. Ardeshiri and B. 
Hajarizadeh; 2001; Seroprevalence of anti-
HCV  Ab  among  Iranian  hemophilia  patients. 
Transfusion Today 49:4–5 

5. Alavian,  S.  M.,  J.  Kafaee,  B.  Yektaparast,  B. 
Hajarizadeh and T. Doroudi; 2002; the 
efficacy of blood donor screening in reducing 
the  incidence  of  hepatitis  C  virus  infection 
among thalassemic patients in Iran. 
Transfusion Today 53:3–4    

6. Alavian,  S.  M.,  B.  Einollahi,  B.  Hajarizadeh, 
S. Bakhtiari, M. Nafar, S. Ahrabi; 2003; 
Prevalence  of  hepatitis  C  virus  infection  and 
related risk factors among Iranian 
hemodialysis patients. Nephrology 8:256–260 

7. Simmonds, P., E. C. Holmes, T. A. Cha, S. W. 
Chan, F.  McOmish, B.  Irvine,  E. Beall,  P.  L. 
Yap, J. Kolberg and M. S. Urdea; 1993; 
Classification of hepatitis C virus into six 
major  genotypes  and  a  series  of  subtypes  by 
phylogenetic  analysis  of  the  NS-5  region.  J 
Gen Virol. 74:2391–2399 

8. Simmonds, P., A. Alberti, H. J. Alter, F. 
Bonino, D. W. Bradley, C. Brechot, J. T. 
Brouwer, S. W. Chan, K. Chayama and D. S. 
Chen; 1994; A proposed system for the 
nomenclature of hepatitis C viral genotypes19: 
1321-1324 

9. Simmonds, P., D. B. Smith, F. McOmish, P. L. 
Yap, J. Kolberg, M. S. Urdea and E. C. 
Holmes;  1994;  Identification  of  genotypes  of 
hepatitis  C  virus  by  sequence  comparisons  in 
the core, E1, and NS-5 regions. J. Gen. Virol. 
75: 1053–1061 

10. Davidson, F., P. Simmonds, J. C. Ferguson, L. 
M. Jarvis, B. C. Dow , E. A. C. Follett, C. R. 
G. Seed, T. Krusius, C. Lin, G. A. Medgyesi, 
H. Kiyokawa, G. Olim, G. Duraisamy, T. 
Cuypers, A. A. Saeed, D. Teo, J. Conradie, M. 
C.  Kew,  M.  Lin,  C.  Nuchaprayoon,  O.  K. 
Ndimbie and P. L. Yap; 1995; Survey of major 
genotypes  and  subtypes  of  hepatitis  C  virus 
using  RFLP  of  sequences  amplified  from  the 
5′  non-coding  region.  J.  Gen.  Virol.  76:197–
1204 

11.   Ohno,  T.,  M.  R.  Mizokami,  R.  Wu,  M.  G. 
Saleh,  K.  I.  Ohba,  E.  Orito,  M.  Mukaide,  R. 

D
ow

nl
oa

de
d 

fr
om

 jo
ur

na
l.i

sv
.o

rg
.ir

 a
t 2

2
:1

5
 +

04
3

0 
on

 T
u

es
da

y 
A

pr
il 

2
5t

h
 2

01
7

 [
 D

O
I:

 1
0.

21
85

9/
is

v.
1.

4.
17

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 jo

ur
na

l.i
sv

.o
rg

.ir
 o

n 
20

25
-1

0-
28

 ]
 

                               4 / 6

http://dx.doi.org/10.21859/isv.1.4.17
http://journal.isv.org.ir/article-1-212-en.html


1

1

1

1

1

1

1

1

2

William
hepatitis
allows f
1b,  2a, 
Microbi

12. Zali,  M
Nowroo
in the Is
study. E

13. Keyvani
Alavian
Distribu
genotyp
Research

14. Samimi-
H.  Nord
epidemi
reflected
NS5B re

15. Viazov, 
Tcherno
Vasycho
Hepatiti
regions 
Belarus,
Virol 53

16. Abaciog
L. Yap
Simmon
C virus 
Hepato l

17. Shah,  H
and P. 
(HCV) g
Pakistan

18. Simmon
Chan,F. 
Yap, J.
Classific
major  g
phyloge
Gen Vir

19. Mellor, 
Yap and
the patt
diversity
implicat
Virol 76

20. McOmis
Gillon, 

ms and J. Y
s C virus 
for identificat

2b,  3a, 3b
iol. 35:201–2

.  R.,  M.  Ma
ozi;  2000;  H
slamic Repu

East Mediterr

i, H., A. H
,  M.  Ranjb

ution of frequ
pes in 2231 p
h. 37(2):101

-Rad,  K.,  R
der  and  L.  M
ology  of  he
d by phylo
egion. J Med

S., S. 
ovetsky, E. 
ova, A. Wid
is C virus 
of  the  form

, Moldova, 
3:36-40 

glu,  Y.  H.,  F
p, S. Ustace
nds; 1995; T
genotypes in
l2:297-301. 

H.  A.,  W.  Ja
Simmonds; 

genotypes an
n. Gastroente

nds, P,, E. C.
McOmish, 

 Kolberg a
cation of h

genotypes  an
enetic  analys
rol 74:2391–

J.,  E.  C.  H
d P. Simmon
tern of hep
y in differe
tions for vi
6:2493-2507.

sh,  F.,  S.  W
W.  D.  Fram

Y. N. Lau
genotyping

tion of HCV
b,  4,  5a and
207 

ayumi,  M.  R
epatitis  C  vi

ublic of Iran:
r Health J. 6:

H. M. Aliz
ar  and  S.  H
uency of hep
patients in Ira
-103 

.  Nategh,  R
Magnius;  20
epatitis  C  vi
ogenetic an
d Virol. 74:24

Kuzin, N. 
Isaeva, L.

ell, M. Rogg
genotypes 

mer  Soviet  U
and Uzbek

F.  Davidson,
elebi, N. Y
he distributi
n Turkish pa
 

afri,  I.  Malik
1997; Hep

nd chronic l
erol Hepatol 

. Holmes, T. 
B.  Irvine,  E

and M. S. 
epatitis C v

nd  a  series  o
sis  of  the  N
2399. 

Holmes,L.  M
nds; 1995 ; In
patitis C v
ent geograp
irus classific
. 

W.  Chan,  B
me,  R.  J.  Cr

Shari 

; 1997; Ne
 system th

V genotypes 1
d  6a.  J. Cli

Raoufi  and 
irus  genotyp
 a prelimina
372–377 

zadeh, S. M
Hatami;  200
patitis   C vir
an. Hepatolo

R.  Malekzade
004;  Molecul
irus  in  Iran 
alysis of t
46–252 

Paladi, M
. Mazhul, 
gendorf; 199

in differe
Union  (Russ
kistan). J M

  S.  Tuncer, 
Yulug and 
on of hepati
atients. J Vir

k,  L.  Presco
patitis C vir
iver disease 
12:758-761.

A. Cha, S. W
E.  Beall,  P. 

Urdea; 199
virus into s
of  subtypes  b
NS-5  region.

M.  Jarvis,  P. 
nvestigation 
irus sequen
hical region
cation. J G

B.  C.  Dow, 
rawford,  P. 

ifi and Shoos

ew 
hat 
1a, 
in. 

A. 
pes 
ary 

M. 
07; 
rus 
gy 

eh, 
lar 
as 

the 

M. 
F. 

97; 
ent 
ia, 

Med 

P. 
P. 

itis 
ral 

ott, 
rus 
in 
  

W. 
L. 

93; 
six 
by 
.  J 

L. 
of 

nce 
ns: 

Gen 

J. 
L. 

21

22

23

24

25

26

27

shtari

IJV, Vo

Yap,  E. 
Detection
blood do
differenc
alanine 
Transfusi

1. Pistello, 
Cecconi, 
Q. S. Wa
Prevalenc
Italy. J C

2. Pawlotsk
Thoraval
D. Dhum
hepatitis 
infection 
Infect Di

3. Dal-Moli
D’Agaro
and  C.  C
epidemio
northeast

4. Kalinina,
Zhdanov
Mukomo
in predom
3a  in  St.
injecting 

5. Martino-P
Mendel, 
Payan, J.
V. Gero
Fouquera
and P. M
genotype
epidemio
interferon

6. Elghouzz
E. Boir
Montchar
Montbrun
Courouce
infection 
HCV pos
79:138-1

7. McOmish
Follett, C
Krusius, 
Laic-Leo
Kiyokaw
Saeed, 

Volume 1, Num

A.  Follett  a
n of three typ
onors: inves
es  in  serolo

aminotran
ion 33:7-13. 

M., F. M
F. Panicucc

ang, J. L. Ma
ce  of  hepati

Clin Microbio

ky, J. M., L
l,  C.  Pellet, 
meaux; 1995

C virus  ge
in patients w

s 171:1607-1

in,  G.,  F.  A
,  M.  Comar

Campello;  20
ology of hep
t Italy. J. Me

, O.., H. N
, M. Barzu

olov and L. O
minating sub
.  Petersburg 
drug use. J. 

Peignoux, M
J.  Coste,  J.

. M. Pawlots
olami, P. H
ay, P. Loisea
Marcellin; 

es in Fran
ology  ,  patho
n therapy. J. 

zi, M. H., F. 
ret, C. Ti
rmont,  Ma
n, D. Ly
e;  2000;  Hep

and  genoty
sitive French
44. 

h,  F., P. L. Y
C. Seed, A. J
E. Kolho, R

ong,  G.  A.  M
wa, K. Fuka

A. M. Al

mber 4, Septem

and  P.    Simm
pes of hepati
stigation of 
gic  reactivit

nsferase a

Maggi, L. V
ci, G. P. Bre
artin and C. 
itis  C  virus 
ol 32:232-234

L. Tsakiris,
L.  Stuyver, 
5; Relations
enotypes an
with chronic 
1610. 

Ansaldi,  C. 
r,  L.  Croce,
002;  Changi
atitis C viru
d. Virol 68:3

Norder, T. 
unova V., P
O.   Magnius
btype of HC

mediated  b
Med. Virol. 

M., F. Roudo
.  Izopet,  G. 
sly, C. Defer
Halfon, Y. 
au, J. Lamori
1999; Hepa
ncce: relati
ogenicity  and
Viral Hepat.

Bouchardea
irtaine, V. 
aisonneuve, 
yon-Caen a
patitis  C  Vir
ypes  in  a  co
h blood dono

Yap, B. C. D
J. Keller, T. J

R. Naukkarin
Medgyest,  M
ada, T. Cuy
l-Rasheed, 

mber  2007    2

 

monds;  1993
itis C virus i
type-specifi

ty  and  rate  o
abnormalitie

Vatteroni, N
sci, F. Bailly
Trepo; 1994
genotypes  i
4 

, F. Roudo
J.  Duval  an

ship betwee
nd  sources o

hepatitis C. 

D.  Biagi,  P
,  C.  Tiribel

ing  molecula
us infection i
352-356. 

Vetrov, K
Plotnikova, S
s; 2001;  Shi
V from 1b t

by  increase  i
65:517-524.

ot-Thoraval, 
Duverlie,  C

r, M. Bogard
Buisson, B

l, J. J. Lefrer
atitis C viru
onship wit
d  response  t
. 6: 435-443.

au, J. Pillone
Barlet, P

M. C. Puy
and A. M
rus:  routes  o
ohort  of  ant
rs. Vox Sang

Dow, E. A. C
J. Cobain,  T
en, C. Lin, S

M.  Hejjas,  H
ypers, A. A
M. Lin P

21 

3; 
in 
ic 
of 
s. 

N. 
y, 
4; 
in 

t-
nd 
en 
of 
J 

P. 
lli 
ar 
in 

K.. 
S. 
ft 
to 
in 
. 

I. 
C. 
d, 
B. 
re  
us 
th 
to 
. 

et, 
P. 
y-

M. 
of 
i-
g. 

C. 
T. 
S. 
H. 
A. 
P. 

D
ow

nl
oa

de
d 

fr
om

 jo
ur

na
l.i

sv
.o

rg
.ir

 a
t 2

2
:1

5
 +

04
3

0 
on

 T
u

es
da

y 
A

pr
il 

2
5t

h
 2

01
7

 [
 D

O
I:

 1
0.

21
85

9/
is

v.
1.

4.
17

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 jo

ur
na

l.i
sv

.o
rg

.ir
 o

n 
20

25
-1

0-
28

 ]
 

                               5 / 6

http://dx.doi.org/10.21859/isv.1.4.17
http://journal.isv.org.ir/article-1-212-en.html


Hepatitis C virus infection and genotypes in blood donors 

22    IJV, Volume 1, Number 4, September  2007 

 

Simmondsi;  1994;  Geographical  Distribution 
of Hepatitis C Virus Genotypes in Blood 
Donors: an International Collaborative Survey. 
J of Clinical Microbiology. 32(4): 884-892 

28. Cantaloube, J. F., P. Gallian,H. Attoui, P. 
Biagini, P. DeMicco and X. Lamballerie; 
2005;  Genotype  Distribution  and  Molecular 
Epidemiology  of  Hepatitis  C  Virus  in  Blood 
Donors from Southeast France. J Clin 
Microbiol. 43(8): 3624–3629. 

29. Martins, R. M. B., B. O. M. Vanderborght and 
C.  F.  T.  Yoshida;  1998;  Hepatitis  C  Virus 
Genotypes among Blood Donors from 
Different Regions of Brazil. Mem Inst 
Oswaldo Cruz, Rio de Janeiro, 93(3): 299-300 

30. Soonlee,  D.,  Y.  C.  Sung  and  Y.  S.  Whang; 
1996;  Distribution  of  HCV  genotypes  among 
blood donors , patients with chronic liver 
disease, hepatocellular carcinoma , and 
patients on maintenance hemodialysis in 
Korea.J of Med Virol .49:55-60. 

 

D
ow

nl
oa

de
d 

fr
om

 jo
ur

na
l.i

sv
.o

rg
.ir

 a
t 2

2
:1

5
 +

04
3

0 
on

 T
u

es
da

y 
A

pr
il 

2
5t

h
 2

01
7

 [
 D

O
I:

 1
0.

21
85

9/
is

v.
1.

4.
17

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 jo

ur
na

l.i
sv

.o
rg

.ir
 o

n 
20

25
-1

0-
28

 ]
 

Powered by TCPDF (www.tcpdf.org)

                               6 / 6

http://dx.doi.org/10.21859/isv.1.4.17
http://journal.isv.org.ir/article-1-212-en.html
http://www.tcpdf.org

