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Characteristic genetic transmission networks among newly reported HIV-1 infected cases in Huai’an
YAN Qingli'?,ZHOU Ying’, YANG Pengfei'* ,FANG Juan',ZHANG Qin' ,PANG Yixiu'”*,DONG
Zhengyuan'?, WANG Meiqi'® (1. Huai’an Center for Disease Control and Preventions Huai'an s Jiangsu s
223001 ,China ;2. Huaian Key Laboratory of Emergency Detection for Public Health Incidents; 3. Department of
AIDS/STD Prevention and Control » Jiangsu Center for Disease Prevention and Control ;4. The Center for Disease Pre-

vention and Control of the Seventh Division of Xinjiang Production and Construction Corps) ™™

Objective To gain more insights into epidemiologic characteristics, genotype and molecular transmission-
network characteristics of newly reported HIV-1 infected cases in Huai’an. Methods The samples of local confirmed
cases in Huai’an were collected with epidemiological information. HIV-1 pol genes were amplified by nested (RT-) PCR
from (RNA) DNA, followed by sequencing,aligning and molecular transmission-network construction.  Results The
study revealed the distributions of HIV-1 genotypes among newly reported HIV-1 infected cases in Huai’an were as fol-
lows: CRFO1_AE (38.5%,47/122) ,CRF07_BC (38.5%,47/122) \CRF67_01B (8.2%,10/122) ,CRF68_01B (4. 9% ,6/
122).B (3.3%,4/122) ,CRF08_BC (3.3%,4/122) .CRF55_01B (1.6%,2/122) .CRF85_BC (0. 8% ,1/122) and CRF52
_01B (0.8%,1/122). A total of 60 pol gene sequences were used to generate 10 molecular transmission networks, with
clustering rate 49. 2%, and the largest transmission cluster was CRF07 _BC. The logistic regression analysis results
showed that married with spouse (compared with widowed spouse, OR = 0. 242,95% CI:0. 0060-0. 972) , homosexual
transmission (compared with heterosexual transmission,OR =2.113,95% CI :1.020-4. 377) ,genotype CRF07_BC (com-
pared with other CRFs,OR =5.972,95% CI :1.655-21. 554) were more likely to enter the HIV-1 molecular transmission
network and spread quickly in the network. Conclusion The diversity of HIV-1 among newly reported cases were cir-
culating in Huai’an,and there was a risk of drug-resistant strains in molecular transmission networks. Frequency of HIV-
1 molecular epidemiological surveillance and baseline drug resistance monitoring should be carried out to prevent the fur-
ther spread of drug resistant strains in the population.
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Table 1 Demographic characteristics of newly reported people

with HIV
FEAE I R (Y0
Characteristics Cases Proportion
N e 103 84.4
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it 3 2.5
[F] P AL % 68 55.7
etz S 54 .3
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Table 2 Demographic characteristics of newly reported people

with HIV
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Fig.1 The distribution of HIV-1 subtypes among
newly reported people
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Fig. 2 Phylogenetic relationships between HIV-1 detected or isolated
in and outside Huai’ an phylogenetic tree were based on the pol
sequence
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Fig. 3 The molecular network diagram of newly reported people
with HIV-1
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Table 3 Associated demographic factors of individuals clustering
in the HIV-1 molecular network
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Table 4 The HIV-1 characteristics of drug resistanceamong
newly reported people
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