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A molecular epidemiological study was performed to investigate the prevalence of GB virus C/hepatitis G
virus (GBV-C/HGYV) infection among various populations in Surabaya, Indonesia. The prevalence of GBV-C/
HGYV RNA, determined by reverse transcription-PCR for a portion of the NS3 region of the viral genome, was
2.7% (4 of 150) among randomly collected blood donor sera, which were all negative for both hepatitis B virus
surface antigen and antibodies against hepatitis C virus (HCV). On the other hand, the prevalence among
anti-HCV-positive blood donors was 17.8% (13 of 73), with the ratio being significantly higher than that
observed with the anti-HCV-negative blood donors (P < 0.001). A high prevalence of GBV-C/HGYV infection was
also observed among patients with chronic liver disease, such as chronic hepatitis (5.7%), liver cirrhosis
(11.5%), and hepatocellular carcinoma (7.0%), and patients on maintenance hemodialysis (29.0%). No corre-
lation was observed between GBV-C/HGYV viremia and serum alanine aminotransferase levels in the popula-
tions tested, suggesting the possibility that GBV-C/HGV does not cause apparent liver injury. Phylogenetic
analysis of sequences of a portion of the 5’ untranslated region and the E1 region of the viral genome identified,
in addition to a previously reported then novel group of GBV-C/HGYV variants (group 4), another novel group
of variants (group 5). This result suggests that GBV-C/HGYV can be classified into at least five genetic groups.
GBV-C/HGYV isolates of group 4 and group 5 were each shown to comprise approximately 40% of the total

Indonesian isolates.

Although it has been well documented that hepatitis C virus
(HCV) is a major etiologic agent of posttransfusion or sporadic
non-A, non-B viral hepatitis worldwide (16), further detailed
study has suggested the possible presence of a hepatitis virus-
(es) different from hepatitis A, B, C, D, or E virus (non-A-E
hepatitis virus) (1). Recently, two independent research groups
reported the identification of new infectious agents of human
GB virus C (GBV-C) (33) and hepatitis G virus (HGV) (22).
These viruses were molecularly cloned from the sera of pa-
tients with suspected viral hepatitis. Sequence analysis of the
viral genome has demonstrated that these isolates show 86%
identity with each other at the nucleotide level and 95% iden-
tity at the amino acid level and that they are different isolates
of the same virus (9). In the present paper, this virus is referred
to as GBV-C/HGV. The viral genome is single-strand, posi-
tive-sense RNA of about 9,400 bases and contains a large open
reading frame flanked by untranslated regions at both the 5’
and the 3’ ends (5'UTR and 3'UTR, respectively) (22). The
open reading frame encodes a polyprotein precursor of about
2,900 amino acids that consists of structural and nonstructural
proteins in the order NH,-(C)-E1-E2/p7-NS2-NS3-NS4A-
NS4B-NS5A-NS5B-COOH (9, 20, 22). The structure of the
genome is typical of that of the Flaviviridae family and, more
specifically, is similar to that of HCV. Unlike the HCV ge-
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nome, however, most, if not all, of the core region of the
GBV-C/HGV genome is missing (9, 20, 22).

While some researchers suggested the presence of only a
single genotype for GBV-C/HGV (38), other researchers have
reported that GBV-C/HGV is classified into three genetic
groups (or genotypes), which can be further divided into a
number of subgroups (or subtypes), e.g., la, 1b, 2a, and 2b, on
the basis of the sequence diversity of the full-length genome
(18, 29) or partial genomic sequences (4, 21, 25, 26, 34, 40).
The distribution of each group or subgroup of GBV-C/HGV
has been reported to vary with different geographical areas (4,
19, 25, 26, 34). Similarly, the distribution of each type or sub-
type of HCV, which apparently shares the same transmission
route with GBV-C/HGV, has been known to differ with dif-
ferent geographical areas (8, 24, 35). Through the molecular
epidemiological study of HCV infection among various popu-
lations in Chiang Mai, Thailand, and Surabaya, Indonesia, we
have identified unique HCV subtypes that are not normally
found in other areas (5, 8, 14, 15, 35). It is possible, therefore,
that a unique sequence variant(s) of GBV-C/HGYV is prevailing
in those areas. Indeed, we have identified a group of novel
sequence variants of GBV-C/HGYV in Thailand (19).

Apart from the search for a novel group(s) of sequence
variant, it is also important to know the prevalence of GBV-
C/HGYV infection in order to understand the clinicoepidemio-
logical features of the virus. GBV-C/HGV has been reported
to cause persistent infection in various populations, such as
patients with liver disease (3, 9-13, 19, 22, 28, 31), individuals
at high risk of contracting blood-borne infections (2, 10, 19, 23,
37, 40), and healthy individuals (6, 10, 19, 28, 39). However, on
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TABLE 1. Sequences and positions of primers used for amplification of GBV-C/HGV genome

Primer” Region Position” Polarity Sequence® (5’ to 3") Reference
GB1 (S) NS3 4269-4288 Sense 5"-ATCCCCTTTTATGGGCATGG-3’ 19
GB2 (R) NS3 4416-4235 Antisense 5'-TCTTTGATGATGGAACTGTC-3’ 19
GB3 (S) NS3 4335-4354 Sense 5'-CATTCCAAGGCGGAGTGCGA-3’ 19
GB4 (R) NS3 4398-4417 Antisense 5'-TCTTTACCCCTATAATAGGC-3’ 19
GB5'-5S 5'UTR 102-121 Sense 5'-GCCAAAAGGTGGTGGATGGG-3’
GBS5'-4R S'"UTR 457-471 Antisense 5'-CGGAGCTGGGTGGCCCCATGC-3’ 25
GB5'-7S 5'UTR 134-153 Sense 5'-TGGTAGGTCGTAAATCCCGG-3'
GBS5'-6R 5S'"UTR 376-395 Antisense 5'-TGGTCCTTGTCAACTCGCCG-3'
GBEI1-1S El 549-568 Sense 5'-ATCATGGCAGTCCTTCTGCT-3’
GBEI1-2R E1 969-988 Antisense 5'-TCARTCCATCTCCAAAACTC-3’
GBE1-3S El 630-649 Sense 5'-GGGCAATATTTSCTCACAAA-3’
GBE1-4R E1 957-976 Antisense 5'-CAAAACTCACTTTCCCACTT-3’

“ R, reverse; S, sense.
® The numbering system conforms to that for HGV-1 (accession no. U44402).
‘R, Aand G; S, C and G.

the basis of observations that there are individuals who are
infected with GBV-C/HGV but who do not present with liver
injury, the possibility has been suggested that GBV-C/HGV is
nonpathogenic (2, 3, 28).

In the present study, we have determined the prevalence of
GBV-C/HGV infection in various populations in Surabaya,
Indonesia, and analyzed the relationship between the virus
infection and liver injury. We also report that, in addition to
the unique group of Thai variants (tentatively designated
group 4), another novel group of GBV-C/HGV (designated as
group 5) prevails in Indonesia.

MATERIALS AND METHODS

Serum samples. Sera were collected from 223 healthy blood donors (BDs) at
the Red Cross Blood Transfusion Unit in Surabaya, Indonesia. Of those BD sera,
150 serum samples were collected randomly and the remaining 73 serum samples
were obtained from anti-HCV-positive individuals who were chosen intention-
ally. Sera were also collected from 69 patients on maintenance hemodialysis
(HD) and 202 patients with chronic liver disease, including 53 patients with
chronic hepatitis (CH), 78 patients with liver cirrhosis (LC), and 71 patients with
hepatocellular carcinoma (HCC), at Dr. Soetomo Hospital, Airlangga Univer-
sity, Surabaya, Indonesia. All sera were stored at —80°C until they were used.

The sera were tested for anti-HCV antibodies by a second-generation enzyme-
linked immunosorbent assay (Ortho HCV Ab ELISA Test II; Ortho Diagnostics,
Inc.) and for hepatitis B surface antigen (HBsAg; subtypes ad and ay) by using
an AUSAB enzyme immunoassay (Diagnostics Division, Abbott Laboratories).
Serum alanine aminotransferase (ALT) levels were determined by using the
ALT (ALAT/GPT) test kit (Boehringer Mannheim, Mannheim, Germany) ac-
cording to the manufacturer’s instruction. Normal ALT levels were =29 Ulliter
for men and =22 Ulliter for women when testing was done at 30°C.

Reverse transcription and PCR. RNA extracted from the sera (120 pl of each
serum sample) with TRizol LS (Life Technologies, Gaithersburg, Md.) was
reverse transcribed into cDNA by using Rous-associated virus type 2 reverse
transcriptase (Takara Shuzo, Co., Ltd., Kyoto, Japan) and random hexamer
primer (Takara Shuzo). The resultant cDNA was subjected to the first-round
PCR over 35 cycles, with each cycle consisting of 1 min at 94°C, 1 min at 45°C,
and 2 min at 72°C, followed by the second-round PCR under the same conditions
described above. The primers used to amplify a portion of the NS3 region were
described previously (19). The primers used to amplify portions of the 5’UTR
and the E1 region were selected on the basis of the sequences that had been
reported to be conserved among many GBV-C/HGYV isolates (9, 18, 20, 22, 25,
29). The sequences and positions of the primers used are shown in Table 1. The
PCR products were electrophoresed in an agarose gel containing ethidium bro-
mide and were visualized by UV illumination.

Sequencing and phylogenetic analyses. The nucleotide sequences of the am-
plified fragments were determined with the Tag DyeDeoxy Terminator Cycle
Sequencing kit (Perkin-Elmer) and ABI 373A DNA sequencer (Applied Biosys-
tems, Inc.), and the amino acid sequences deduced. With the nucleotide se-
quences thus obtained and those reported previously, phylogenetic trees were
constructed by the six-parameter neighbor-joining method, as described previ-
ously (8, 14). In brief, nucleotide sequences of the 5'"UTR or the E1 region of the
GBV-C/HGV genome obtained in this study and those available from interna-

tional DNA data banks (GenBank, EMBL, DDBJ) were compared by multiple
sequence alignment. On the basis of these reliable estimates, a phylogenetic tree
was constructed by using a supercomputer at DDBJ, National Institute of Ge-
netics, Mishima, Japan, with the computer program ODEN, version 1.1.
Nucleotide sequence accession numbers. The sequences reported in this paper
have been deposited in the GenBank/EMBL/DDBJ nucleotide sequence data-
bases (accession nos. AB026058 to AB026099 and AB027116 to AB027120).

RESULTS AND DISCUSSION

Prevalence of GBV-C/HGYV infection and ALT titers in BDs
in Surabaya, Indonesia. Serum samples randomly obtained
from 150 healthy BDs (143 males, 7 females; mean age, 36.3
years; age range, 18 to 58 years) were first tested. To determine
the prevalence of GBV-C/HGV viremia, we used a reverse
transcription-PCR method to amplify a portion of the NS3
region of the viral genome (19). These BD sera, which were all
negative for both HBsAg and anti-HCV antibodies, were clas-
sified into two groups; those with normal ALT levels and those
with elevated ALT levels, according to the criteria described in
Materials and Methods. GBV-C/HGV RNA was detected in 3
(2.3%) of 131 BD with normal ALT levels and 1 (5.3%) of 19
BD with elevated ALT levels (Table 2). There was no signifi-
cant difference in the GBV-C/HGV prevalence between the
two groups, the result being consistent with those in previous
reports (6, 10, 17). In total, 4 (2.7%) of 150 serum samples
randomly obtained from BDs were positive for GBV-C/HGV
RNA. In this connection, the prevalence of GBV-C/HGV vire-
mia has been reported to be 0.8% in Japan (28), 1.0% each in
Italy (11) and Thailand (19), 1.7% in the United States (22),
2.0% in the southern part of China (40), and 2.1% in Taiwan
(39).

It was reported previously that the increase in ALT levels in
BDs with a single GBV-C/HGYV infection was mild, reaching at
most 2 to 3 times the upper limit of normal, in contrast to that
in BDs with combined HCV and GBV-C/HGV infections,
whose ALT levels reached a peak 14 times the upper limit of
normal (6). Three of four serum samples from BDs with a
single GBV-C/HGYV infection (anti-HCV-negative) had nor-
mal ALT levels, and the remaining one had an ALT level of 76
U/ml, 2.6 times the upper limit of normal (Table 2). The mean
titer and the range of ALT levels for BDs with a single GBV-
C/HGYV infection were not different from those observed for
BDs who were negative for GBV-C/HGV. This observation
supports the idea that infection with GBV-C/HGV alone is
unlikely to cause hepatocyte injury.



664 HANDAJANI ET AL.

J. CLIN. MICROBIOL.

TABLE 2. Prevalence of GBV-C/HGV, ALT levels, and GBV-C/HGV genotype distribution among BDs in Surabaya, Indonesia

No. positive?/

ALT level (IU/liter)® in BDs with the
following GBV-C/HGYV status:

RNA GBV-C/HGV

BD group" no. gested genotype distribution?
(%) Positive Negative

Anti-HCV-negative BDs

Normal ALT levels 3/131 (2.6) 15 (11-24) 16 (10-29) Group 4 (2)

Elevated ALT levels 1/19 (5.3) 76 46 (30-70) Group 5 (1)

Total 4/150 (2.7)¢ 30 (11-76) 20 (10-70) Group 4 (2) and group 5 (1)
Anti-HCV-positive BDs

Normal ALT levels 2/28 (7.1) 18 (16-19) 18 (6-26) Group 3 (1)

Elevated ALT levels 11/45 (24.4) 52 (31-100) 54 (30-190) Group 2 (1), group 3 (1) and group 4 (3)

Total 13/73 (17.8)° 47 (16-100) 38 (6-190) Group 2 (1), group 3 (2) and group 4 (3)

“ All BD sera were negative for HBsAg.

" The presence of GBV-C/HGV RNA was determined by successful amplification of the NS3 region of the virus genome.

¢ Values are means and ranges (in parentheses).

4 Determined on the basis of the 5"UTR sequences. The number of isolates is shown in parentheses.

¢P < 0.001 (x> test with Yates’ correction).

A high prevalence of GBV-C/HGV RNA among HCV or
HBYV carriers has been reported (10, 19, 22). In our previous
report, the prevalence of anti-HCV antibodies among BDs in
Surabaya was estimated to be 2.3% (n = 2,233) (7). As stated
above, all the 150 BD serum samples collected randomly were
negative for anti-HCV antibodies in the present study, proba-
bly due to small sample size. Therefore, we collected an addi-
tional 73 BD serum samples that were positive for anti-HCV
antibodies (67 males, 6 females; mean age, 46.3 years; age
range, 22 to 63 years) and tested them for GBV-C/HGV RNA.
The result revealed that 2 (7.1%) of 28 serum samples ob-
tained from anti-HCV-positive BD with normal ALT levels
and 11 (24.4%) of 45 serum samples obtained from anti-HCV-
positive BDs with elevated ALT levels were positive for GBV-

C/HGV RNA. In total, 13 (17.8%) of 73 anti-HCV-positive
BD serum samples were positive for GBV-C/HGV RNA. This
prevalence ratio was significantly higher than that among the
anti-HCV-negative BDs (P < 0.001).

Prevalence of GBV-C/HGYV infection among patients with
liver disease in Surabaya, Indonesia. Sera were obtained from
53 CH patients (37 males and 16 females; mean age, 51.7 years;
age range, 19 to 70 years), 78 LC patients (46 males and 32
females; mean age, 57.4 years; age range, 31 to 78 years), and
71 HCC patients (55 males and 16 females; mean age, 52.9
years; age range, 13 to 85 years) and were analyzed for HBsAg,
anti-HCV antibodies, and GBV-C/HGV RNA. The preva-
lences of GBV-C/HGV RNA in CH, LC, and HCC patients
were 5.7% (3 of 53), 11.5% (9 of 78), and 7.0% (5 of 71),

TABLE 3. Prevalence of GBV-C/HGV, ALT levels, and GBV-C/HGV genotype distribution among CH, LC, and HCC patients in
Surabaya, Indonesia

ALT levels (IU/liter) in BD with the

Patient group* posig,‘;},/no_ following GBV-C/HGV RNA status: GBV-giZggi(leﬂ(g)igotype
tested (%) Positive Negative
CH
HBsAg—, HCV Ab— 0/6 (0) 59 (32-127)
HBsAg—, HCV Ab+ 1/38 (2.6) 190 67 (26-272) ND*
HBsAg+, HCV Ab— 1/5 (20.0) 204 72 (30-140) Group 5 (1)
HBsAg+, HCV Ab+ 1/4 (25.0) 32 133 (49-289) ND
Total 3/53 (5.7) 142 (32-204) 70 (26-289)
LC
HBsAg—, HCV Ab— 1/14 (7.1) 18 22 (10-60) Group 5 (1)
HBsAg—, HCV Ab+ 4/48 (8.3) 20 (17-22) 32 (9-170) Group 2 (1) and group 5 (2)
HBsAg+, HCV Ab— 4/15 (26.7) 24 (12-40) 36 (11-200) Group 2 (1) and group 5 (2)
HBsAg+, HCV Ab+ 0/1 (0) 14
Total 9/78 (11.5) 21 (12-40) 31 (9-200)
HCC
HBsAg—, HCV Ab— 1/15 (6.7) 75 47 (10-112) Group 4 (1)
HBsAg—, HCV Ab+ 2/25 (8.0) 53 (35-70) 53 (15-199) Group 4 (1)
HBsAg+, HCV Ab— 2/27 (7.4) 45 (24-66) 57 (9-291) ND
HBsAg+, HCV Ab+ 0/4 (0) 60 (21-101)
Total 5/71 (7.0) 54 (24-75) 54 (9-291)

“ Ab, antibody; —, negative; +, positive.
> The presence of GBV-C/HGV RNA was determined by successful amplification of the NS3 region of the virus genome.
¢ Values are means and ranges (in parentheses).
4 Determined on the basis of the 5'UTR sequences. The number of isolates is shown in parentheses.
¢ ND, not determined due to unsuccessful amplification of the 5'UTR.
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TABLE 4. Prevalence of GBV-C/HGV, ALT levels, and GBV-C/HGV genotype distribution among HD patients in Surabaya, Indonesia

No. positive”/

ALT levels (IU/liter)° in BDs with the
following GBV-C/HGV RNA status:

GBV-C/HGV genotype

HD group” no. tested distribution?
(%) Positive Negative
HBsAg—, HCV Ab— 7/22 (31.8) 34 (9-68) 23 (7-68) Group 5 (4)
HBsAg—, HCV Ab+ 11/41 (26.8) 30 (7-126) 42 (8-283) Group 4 (2) and group 5 (5)
HBsAg+, HCV Ab— 1/3 (33.3) 131 53 (49-56) Group 5 (1)
HBsAg+, HCV Ab+ 1/3 (33.3) 24 26 (19-32) ND¢
Total 20/69 (29.0) 36 (7-131) 36 (7-283)

“ Ab, antibody; —, negative; +, positive.

® The presence of GBV-C/HGV RNA was determined by successful amplification of the NS3 region of the virus genome.

¢ Values are means and ranges (in parentheses).

4 Determined on the basis of 5’"UTR sequences. The number of isolates is shown in parentheses.

¢ND, not determined due to unsuccessful amplification of 5'UTR.

respectively (Table 3). Altogether, the prevalence of GBV-C/
HGYV RNA in patients with chronic liver disease (CH, LC, and
HCC) was 8.4% (17 of 202) and was significantly higher than
that for randomly sampled BDs (P < 0.05). There was no
significant difference in GBV-C/HGV RNA prevalence be-
tween HBsAg-positive and HBsAg-negative patients or be-
tween anti-HCV-positive and anti-HCV-negative patients. The
latter result appeared to be inconsistent with the result ob-
tained with BDs (Table 2) and previous reports by other in-
vestigators that the prevalence of GBV-C/HGYV infection was
higher in anti-HCV-positive liver disease patients than in anti-
HCV-negative patients (19, 22, 28, 41). The reason for this
discrepancy remains unknown.

A single infection with GBV-C/HGYV in the absence of HCV
or HBV infection was reported to be uncommon in patients
with liver disease (40). Indeed, our results revealed that only 2
(5.7%) of 35 non-B, non-C viral hepatitis patients with liver
disease (CH, n = 6; LC, n = 14; and HCC, n = 15) were
positive for GBV-C/HGV RNA (Table 3). The hepatopatho-
genicity of GBV-C/HGYV is still controversial. Some research-
ers reported the possible importance of GBV-C/HGYV in the
etiology of acute, fulminant, or chronic non-A-E hepatitis (11,
13, 42). On the other hand, it was reported that GBV-C/HGV
was unlikely to cause clinically defined hepatitis (2, 12, 28, 31,
41) or to affect the clinical course of patients with hepatitis A,
B, or C (3, 12). In our study, mean titers and the ranges of ALT
levels did not appear to differ between GBV-C/HGV-positive
and -negative patients with chronic liver disease (Table 3). This
result supports the idea that GBV-C/HGV infection does not
either cause clinically overt hepatitis or affect the severity of
hepatitis B or C. At present, however, we cannot exclude the
possibility that infection with different strains of GBV-C/HGV
would result in different severities of illness. In fact, it was
reported that particular mutations in the GBV-C/HGV ge-
nome were possibly associated with the occurrence of fulmi-
nant hepatitis (13). Another possibility should also be taken
into consideration: that GBV-C/HGV infection aggravates
concurrent infection with HCV in some but not all patients.
This hypothesis might be related to our present observation
that the prevalence of GBV-C/HGV RNA tended to be higher
in anti-HCV-positive BDs with elevated ALT levels than in
those with normal ALT levels, although the difference was not
statistically significant, possibly due to the small sample size
(Table 2). Further study is needed to elucidate these issues.

Prevalence of GBV-C/HGYV infection among HD patients in
Surabaya, Indonesia. In general, HD patients are at high risk
of contracting blood-borne infections such as hepatitis C (17,
19, 23, 32). To assess this matter, sera were obtained from 69

HD patients (56 males and 13 females; mean age, 48.7 years,
age range, 11 to 72 years) and tested. GBV-C/HGV RNA was
detected in 20 (29.0%) of 69 HD patients (Table 4). The
prevalence was significantly higher in HD patients than in BDs
(P < 0.001) and in CH (P < 0.005), LC (P < 0.05), and HCC
(P < 0.005) patients. It was reported that the prevalence of
GBV-C/HGV RNA in HD patients was 3.1% in Japan (23),
6.8% in Germany (10), 19% in Italy (32), 22.5% in Australia
(17), 25.0% in Thailand (19), and 55% in Yogjakarta, Indone-
sia (37). Thus, HD patients are at increased risk for GBV-C/
HGYV infection, but the prevalence rate appears to differ widely
from hospital to hospital, probably depending on the precau-
tions taken to prevent intraunit transmission of blood-borne
diseases. Again, the mean titers and the ranges of the ALT
levels were not different between GBV-C/HGV-positive and
-negative HD patients (Table 4).

Phylogenetic analysis of 5'UTR and E1 region sequences of
the GBV-C/HGV genome. GBV-C/HGV has tentatively been
classified into three groups, which can be further divided into
a number of subgroups, on the basis of the sequence diversity
of the viral genome (4, 18, 21, 25, 26, 29, 34, 40). Group 1
isolates, including the original GBV-C isolate, are found al-
most exclusively in West Africa. Group 2 isolates are com-
monly found in North America and Europe, while group 3
isolates are found in East Asia (25).

We previously reported on the identification of novel se-
quence variants of GBV-C/HGV in Thailand that might con-
stitute group 4 on the basis of phylogenetic analysis of 5"UTR
sequences of the viral genome (19). In order to determine
which group(s) of GBV-C/HGYV is prevailing in Surabaya and
also in order to see whether a novel group(s) of GBV-C/HGV
is found in Surabaya, 5"UTR sequences were amplified from
the Indonesian sera and analyzed. Phylogenetic analysis of the
5'UTR sequences classified the Indonesian isolates into four
clusters (Fig. 1): (i) IndLC245 and IndLC364 belong to group
2, (if) IndBD10 and IndBDI18 belong to group 3, (iii) In-
dHD60, IndBD49, IndHCC329, etc., are closely related to a
group of Thai variants such as ThD10, and (iv) IndHDS53,
IndHD63, IndLC195, etc., constitute a novel group of variants.
We have tentatively designated the last two groups as group 4
and group 5, respectively. Approximately 40% of the Indone-
sian GBV-C/HGV isolates tested were shown to belong to
group 4 and 40% were shown to belong to novel group 5
(Table 5). Group 2 and group 3 isolates each comprised about
10% of the total isolates. Not a single isolate of group 1 was
found in Surabaya.

In order to quantify the degrees of variation within and
between different GBV-C/HGV groups, mean evolutionary
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FIG. 1. Phylogenetic analysis of 5'UTR sequences of the GBV-C/HGV genome. GBV-C/HGV groups are indicated by numerals. The GenBank/EMBL/DDBJ
accession numbers for the sequence data for the isolates in the phylogenetic tree are as follows: Isolate 24, U59541; isolate 26, U59543; isolate 27, U59544; isolate 28,
U59545; GBV-C, U36380; isolate 39, U59555; HGVC964, U75356; HGV-1w, D87255; HGV1, U44402; IndLC364, AB026059; isolate 1, U59518; GT110, D90600;
IndLC245, AB026058; isolate 14, U59531; isolate 17, U59534; GBV-C(EA), U63715; isolate 12, U59529; isolate 18, U59535; HGVCN, U9%4695; K606, D87708;
IndBD18, AB026061; IndBD10, AB026060; NJ1, U86154; SH3, U86158; GT230, D90601; K1737, D87709; isolate 22, U59539; isolate 21, U59538; LZ4, U86151; LZ5,

U86152; LZ3, US6150; ThD14, AB027117; ThD81, AB027118; ThDS8S, AB027119;

ThD10, AB027116; IndHD60, AB026068; IndBD49, AB026064; IndHCC329,

AB026067; IndBD31, AB026063; IndBD74, AB026066; IndBDS5, AB026062; IndBD55, AB026065; ThD95, AB027120; IndHD92, AB026069; IndHD63, AB026077;
IndHD50, AB026075; IndHD119, AB026080; IndHD108, AB026079; IndHD64, AB026078; IndHD53, AB026076; IndCH388, AB026071; IndBD142, AB026070;

IndLC127, AB026072; IndLC411, AB026074; IndLC195, AB026073.

distances were calculated. The mean intragroup distances were
all shorter than the intergroup distances (Table 6). It thus
appears that GBV-C/HGV can be classified into five genetic
groups. Those evolutionary distances, however, were shorter
than those observed with HCV (30), suggesting that GBV-C/

TABLE 5. Prevalence of each genotypic group of GBV-C/HGV
among total isolates in Surabaya, Indonesia

GBV-C/HGV isol;igé:so/flo Patient group(s)
group” tested (% ) (no. of isolates)
1 0/31 (0)
2 3/31(9.7)  BD (1) and LC (2)
3 2/31(65)  BD (2)
4 (new) 13/31(41.9)  BD (5), HCC (2), and HD (6)
5 (new) 13/31(41.9)  BD (1), CH (1), LC (5) and HD (6)

“ Determined on the basis of the 5’UTR sequences.

HGYV is less variable than HCV. In this connection, it should
be noted that only a single genotype was proposed for GBV-
C/HGV because the divergence in the nucleotide and amino
acid sequences of the entire GBV-C/HGV genome among
different isolates fell within a narrow range (38).

TABLE 6. Mean values for nucleotide evolutionary distances within
and between groups of GBV-C/HGV on the basis of
5"UTR sequences

Mean nucleotide evolutionary distance

GBV-C/HGV
group 1 2 3 4 5

1 0.067 0.152 0.132 0.135 0.118

2 0.049 0.088 0.094 0.097

3 0.026 0.074 0.077

4 0.029 0.079

5 0.023
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FIG. 2. Phylogenetic analysis of the E1 region sequences of the GBV-C/HGV genome. GBV-C/HGV groups are indicated by numerals. GenBank/EMBL/DDBJ
accession numbers for the sequence data for the isolates in the phylogenetic tree are as follows: GBV-C, U36380; HGVCN, U94695; HGVC964, U75356; IndBD18,
AB026084; IndBD10, AB026083; GT230, D90601; K606, D87708; K1737, D87709; G13HC, AB000165; GT110, D90600; IndLC245 AB026081; HGV-1w, D87255;
HGV1, U44402; IndLC364, AB026082; GBV-C(EA), U63715; GO5BD, AB000161; IndBD49, AB026087; IndBD74, AB026088; IndHCC659, AB026089; IndBD31,
AB026086; IndBD5, AB026085; IndHD92, AB026090; IndLC431, AB026096; IndHD63, AB026098; IndHD50, AB026097; IndHD64, AB026099; IndLC404,
AB026094; IndLC195, AB026093; IndL.C411, AB026095; IndBD142, AB026091; IndCH388, AB026092.

The sequences of the primers used to amplify the 5"UTR in
this study were chosen from the sequences that are conserved
among many GBV-C/HGYV isolates that have been reported
(9, 18, 20, 22, 25, 29). However, use of the 5"UTR was unsuc-
cessful with some Indonesian sera that were positive for NS3
amplification. We cannot exclude the possibility, therefore,
that another group(s) of GBV-C/HGYV variants still remains to
be identified.

To see whether the same phylogenetic relationship is ob-
served with another region of the viral genome, a portion of
the E1 region was amplified and analyzed. Phylogenetic anal-
ysis of El-region sequences also classified the Indonesian iso-
lates into four clusters (groups 2 to 5) (Fig. 2), although some-
what less discriminatingly than analysis with the 5'UTR
sequences did. Again, from phylogenetic analysis of E1-region
sequences, it is evident that the Indonesian isolates of group 4
and group 5 are distinct from the isolates of groups 1 to 3, with
the grouping being consistent with that based on 5'UTR se-
quences.

In conclusion, we have determined the prevalence of GBV-
C/HGYV viremia among various populations, such as BDs, pa-
tients with CH, LC, and HCC, and HD patients, in Surabaya,
Indonesia, and found that GBV-C/HGYV infection is prevalent
among individuals at high risk of blood-borne diseases, espe-
cially HD patients. However, no correlation was observed be-
tween GBV-C/HGV viremia and serum ALT levels in the
populations tested. This result suggests the possibility that
GBV-C/HGYV does not cause apparent liver injury. As for the
genotype classification, we have identified a novel group of
sequence variants of GBV-C/HGV (group 5) in Indonesia, in
addition to a previously reported unique group of variants
(group 4) isolated in Thailand (19), Myanmar (27), and Japan
(36). It would be important to determine whether the novel
group of GBV-C/HGV is different from the other groups in

terms of pathogenicity, antigenicity, and other virological fea-
tures.
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