
Infect ion rates  and phy logenet ic  analys is  Of 
hepat i t i s  G virus  (HGV )/GB virus  C (GBV-C)
among Qatar i  b lood donors

Background: A new immerging nonpathogenic  s ingle  s tranded human RNA virus  known as  GBV-C/HGV 
was discovered in 1995. Both GBV-C virus  and HCV have s imilar  genome, but  they repl icate  in di f ferent 
ce l l  t ypes . The incidence of  GBV-C infect ion has  been studied wor ldwide, however, to  our  knowledge; 
no previous  s tudies  were conducted in Qatar, thus  the  object ives  of  this  s tudy are :  ( i )  to  determine 
the rate  of  GBV-C infect ion in Qatar  among heal thy blood donors  and l iver-diseased pat ient  and ( i i ) 
to  determine the most  predominant  GBV-C genotype in Qatar.  Methods: 755 blood plasma samples 
f rom blood bank (593)  and virolog y sect ion (162)  at  HMC were col lected. RNA was extracted, reversed 
transcr ibed, and then subjected for  GBV-C detect ion by nested PCR using pr imers  target ing a  205 bp 
of  the 5 '  hyper var iable  untrans lated region (5 '-U TR) of  the GBV-C/HGV. For genotyping, the 5 '-U TR 
PCR product  were T/A c loned into pDrive plasmid. The plasmids were transformed into DH5α™, and 
then plasmids were pur i f ied and digested by EcoRI to detect  the posi t ive  c lones . P lasmid were then 
pur i f ied and sequenced.  Phy logenet ic  analys is  was  conducted by analyzing the 5 '-U TR sequence from 
randomly picked posi t ive  c lones . The resul ted sequences  were assembled and analyzed us ing CLC and 
MEGA5 sof tware. Results : we found that  HGV infect ion rate  among heal thy blood donors  was  13.5 %, 
whi le  in  l iver-diseased pat ient  was  8.6 %. Moreover, there  was  no s ignificant  di f ference in the GBV-C 
infect ion rate  among Qatar i  (13.3%) and Non-Qatar i  (14.4%) heal thy donors . Sequence analys is  of  25 
5 '-U TR PCR amplicons y ie lded the European genotype (genotype 2)  as  the most  predominant  in Qatar. 
Conc lus ion: O ur resul ts  indicate  that  there  i s  no corre lat ion between GVC- infect ion rate  and other 
l iver- infect ing v iruses  such as  HB&CV. Not surpr is ing, genotype 2 was a lso repor ted to be dominant 
in countr ies  surrounding Qatar  such as  UAE and Kuwait . F inal l y, we think our  resul ts  should benefi t 
epidemiologists  in  the region and may have an impact  on the blood screening pol icy  in blood banks.
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