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anuazlsErng DENV-1 DENV-2 DENV-3 DENV-4 Co-infection RIREY
au (5o80y) au (5p80y) au (5p80%) au (Sezay)  au (Gowa) au (5p88%)
LW
e 186 (19.91) 163 (17.45) 62 (6.64) 56 (6.00) 6 (0.64) 473 (50.64)
SN 201 (25.21) 154 (16.49) 50 (5.35) 53 (5.67) 3 (0.32) 461 (49.36)
a1g (V)
<1 2 (0.21) 1 (0.11) 1 (0.11) 0 (0.00) 0 (0.00) 4 (0.43)
1-4 12 (1.28) 9 (0.96) 8 (0.86) 2 (0.21) 0 (0.00) 31 (3.32)
5-9 30 (3.21) 20 (2.14) 18 (1.93) 5 (0.54) 0 (0.00) 73 (7.82)
10-14 61 (6.53) 51 (5.46) 19 (2.03) 10 (1.07) 1 (0.11) 142 (15.20)
15-24 64 (6.85) 67 (7.17) 33 (3.53) 28 (3.00) 2 (0.21) 194 (20.77)
25-34 59 (6.32) 41 (4.39) 15 (1.61) 19 (2.03) 0 (0.00) 134 (14.35)
35-44 45 (4.82) 41 (4.39) 9 (0.96) 16 (1.71) 3 (0.32) 114 (12.21)
45-54 32 (3.43) 25 (2.68) 5 (0.54) 11 (1.18) 3 (0.32) 76 (8.14)
55-64 48 (5.14) 26 (2.78) 3 (0.32) 8 (0.86) 0 (0.00) 85 (9.10)
>65 34 (3.64) 36 (3.85) 1 (0.11) 10 (1.07) 0 (0.00) 81 (8.67)
374 387 (41.43) 317 (33.94) 112 (11.99) 109 (11.67) 9 (0.96) 934 (100.00)
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M19799 2 N3Nz auaIdlsnatuaslsamen IUUNMINIINIA

WHIA Huuau

DENV-1 DENV-2 DENV-3 DENV-4 Co-infection PIREY
e lvial 66 22 1 15 1 105
widasaau 1 10 0 0 0 11
A 10 16 1 0 0 27
anu 9 4 4 5 1 23
e 197 92 0 25 3 317
1 10 7 0 0 1 18
WELEN 17 0 0 0 0 17
WS 1 0 0 0 0 1
wwoylan 26 43 3 4 0 76
NANT 0 0 0 1 0 1
MUY 1 0 0 0 0 1
uAsUgN 2 1 0 0 0 3
VY3 1 5 6 0 0 12
AYNTNATIN 0 1 0 0 0 1
qWIINYT 2 2 0 1 0 5
ATUNWNIIUAT 1 2 1 2 0 6
UUNY3 0 0 0 1 0 1
Unusnil 0 0 0 1 0 1
NAIMNS 1 1 0 1 0 3
UATNIZFN 1 0 0 0 0 1
gy sonil 17 17 9 23 0 66
BUNS 0 0 1 0 0 1
UASAIDITNNY 1 0 2 2 0 5
N 0 3 8 1 0 12
i 10 32 24 9 0 75
UNSNS 1 1 1 1 1 5
Uaenil 3 4 4 1 1 13
HEGL 2 11 4 1 0 18
LEURY) 5 12 9 0 0 26
a9a 0 1 1 2 1 5
RS 2 27 31 13 0 73
Hinga 0 3 2 0 0 5
TN 387 317 112 109 9 934
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Abstract: Dengue fever remains a significant public health concern in Thailand, with high annual incidence,
particularly during the rainy season. Disease severity varies among individuals and may lead to fatal
outcomes if not appropriately managed. Although dengue vaccines have been developed, their use remains
limited and continues to be evaluated in different epidemiological settings. This study aimed to investigate
the serotypes and genotypes of dengue virus circulating in Thailand in 2024. Samples were collected
from multiple provinces and across Thailand, allowing assessment of nationwide serotype distribution. A
total of 1,000 samples from dengue-suspected patients diagnosed with dengue fever or screened positive
for NS1 antigen were included. Demographic data including sex, age, province, and month of illness
were collected. Dengue virus serotypes were identified using real-time RT-PCR from 934 samples.
All four dengue virus serotypes were detected: Dengue virus 1 (41.43%), Dengue virus 2 (33.94%),
Dengue virus 3 (11.99%), and Dengue virus 4 (11.67%), with co-infection detected in 0.96% of the
samples. Genotype analysis using Next Generation Sequencing (NGS) of 65 samples showed that most
dengue virus 1 strains were Genotype I (94.44%), while one sample (5.56%) from a Brazilian tourist
was identified as Genotype V, which has been rarely reported in Thailand. Dengue virus 2 consisted of
Genotype V (55.56%) and Genotype II (44.44%). Dengue virus 3 and Dengue virus 4 were entirely
Genotype III and Genotype I, respectively. Phylogenetic analysis confirmed the clustering of Thai strains
with previously reported regional lineages. The results indicate that all four dengue virus serotypes were
widely distributed across Thailand, with Dengue virus 1 as the dominant serotype. However, no major
shift in genotype distribution was observed among the analyzed samples. These findings highlight the
importance of continuous surveillance to monitor viral evolution and potential changes in circulating
genotypes. This information provides useful insights for dengue surveillance, outbreak preparedness, and

the development of diagnostic methods and vaccines.

Keywords: dengue virus; serotypes; genotypes; dengue hemorrhagic fever
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