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Background: Antiretroviral therapy (ART) efficiently reduces the morbidities and mortalities caused by HIV-1 infection and prevents 
the HIV epidemic. However, virologic failure (VF) occurs in some patients receiving ART experience, especially increases in those 
patients with intermittent or persistent low-level viremia (LLV). The presence of drug resistance mutations (DRMs) in LLV was 
a strong predictor of subsequent VF. The data on drug resistance (DR) or DRMs for HIV-1 infections at low-level viral load (LLVL) 
are limited in China.
Objective: To monitor the prevalence of HIV-1 drug resistance and to evaluate the risk factors associated with drug resistance in 
LLVL HIV-1 infections during ART in Guangdong, China.
Methods: Plasma samples with LLVL during ART in Guangdong Province between Jan 2011 and Dec 2022 were subjected to 
a modified reverse-transcription PCR with a pre-step of virus concentration by ultracentrifugation before extraction and the Sanger 
sequencing. Then, the genotypic resistance test was performed and DR was analyzed by the Stanford HIVDB program. Finally, DR- 
associated factors were identified by logistic regression analysis.
Results: We found that CRF01_AE (53.57%) and CRF07_BC (25.07%) were the dominant HIV-1 genotypes in LLVL in Guangdong 
between 2011 and 2022 but that the percentage of CRF01_AE showed a trend of decrease over time. M46 (1.49%), M184 (30.91%), 
and K103 (21.46%) were the dominant PI-, NRTI-, and NNRTI-associated mutations, respectively. The total DR rate was 47.06%. 
Specifically, PI (3.71%) showed a significantly lower DR rate than NNRTI (40.74%) and NRTI (34.14%). Duration of ART, initial 
ART regimen, ethnicity, and WHO clinical stages were associated with DR.
Conclusion: The drug resistance rate among the LLVL during ART in Guangdong, China is high. The risk factors associated with 
HIV drug resistance should be seriously considered for better control.
Keywords: HIV, low-level viral load, drug resistance mutation, drug resistance

Introduction
HIV infection remains one challenge for public health worldwide.1 Since its first report in 1985 in China, HIV infection 
keeps increasing. By October 2021, 1.14 million HIV/AIDS patients are reported in China.2 The national-wide 
antiretroviral therapy (ART) effectively alleviates HIV/AIDS-related morbidity, substantially prolongs the life span of 
HIV/AIDS patients, and considerably reduces HIV/AIDS-related deaths.3

ART can suppress the viral load (VL) below the detection limit of clinical assays in most treated HIV-infected 
individuals.3,4 However, some patients undergoing ART experience virologic failure (VF), and intermittent or persistent 
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low-level viremia (LLV).3,5–7 VF varies according to different international guidelines, 1000 copies/mL (World Health 
Organization, WHO),8 200 copies/mL [Department of Health and Human Services, (DHHS, USA)],9 and 50 copies/mL 
(European AIDS Clinical Society, EACS).10 According to the WHO guideline adopted by China, VF is defined as the 
HIV viral load over 1000 copies/mL after six months of ART and the VL between 50 and 999 copies/mL is defined as 
LLV.8 In addition, the continuously emerging drug-resistant and multidrug-resistant strains contributed to the viral failure 
and its subsequent increased risk of HIV-related morbidity and mortality.11–14 And the presence of drug resistance 
mutations (DRMs) in LLV was a strong predictor of subsequent VF.15,16

By the end of October 2022, 84,481 HIV-infected individuals were confirmed in Guangdong, and 74,000 (90%) were 
receiving ART.17 The prevalence of HIV LLV in China was detected to be 5.3–38.7% in different regions.18 The 
percentage of LLV among HIV/AIDS patients receiving ART for more than one year was 3.3% in Guangdong.13 Drug 
resistance (DR) among LLV should require more attention. First, the amplification of HIV gene segments in low-level 
viral load HIV-1 samples (LLVL) is usually technically challenging.18 In addition, DR detection is still expensive, 
resulting in an unknown DR status in LLV patients who are not covered by the free DR monitoring program. The data on 
DR or DRM at LLVL are limited in China.19,20

In this study, we investigated the prevalence of HIV DR among ART-experienced patients with viral loads between 
200 and 1000 in Guangdong Province (China), from 2011 to 2022, to provide guidance on the implementation of 
treatment and medication on LLVL.

Materials and Methods
Study Population and Sampling Strategy
HIV-1 infected individuals were eligible for inclusion in this study if they have received ART for at least 6 months with 
HIV-1 viral load between 200 to 1000 copies/mL. A total of 3274 samples were collected from patients living in 
Guangdong China between Nov 1st, 2011 to Dec 31st, 2022. Five milliliters of blood with EDTA were collected during 
follow-up and the plasma was obtained by centrifuging the sample at 3000 r/m for 5 min. Epidemiological data for the 
patients (including sex, age, delay of ART initiation, duration of ART, initial treatment regimen, HIV transmission route, 
degree of education, marital status, ethnicity, WHO clinical stages, geographical region, and occupation) were down-
loaded from the National Free Antiretroviral Treatment Database for Disease Control and Prevention.

Concentration, Partial Pol Gene Amplification, and Assembly
According to the method described in the previous study,18 we have made some adjustments. Zero point five-milliliter 
plasma was concentrated by ultracentrifugation at 4°C, 20,000× g for 1 hour. Then, 0.36 mL of the supernatant was 
removed, and the remaining 0.14 mL was left for nucleic acid extraction. RNA was extracted from the concentrated 
sample using the QIAamp Viral RNA Mini Kit (Qiagen, German). The partial HIV-1 pol gene (HXB2 nt 2253–3252) was 
amplified by one-step RT-PCR and nested PCR as previously described.21 The positive PCR products were purified and 
sequenced in a commercial company (Tianyi Huiyuan, China). The sequences obtained were assembled and cleaned 
using Sequencher version 5.4 software (Gene Codes Corporation), and those less than 980 bp were excluded from the 
analysis. Finally, partial pol sequences were obtained from 2074 out of 3274 samples (63.35%) in this analysis.

Genotype Determination
To determine the HIV-1 genotypes, all sequences were adjusted manually and submitted to the online subtyping tool 
Context-based Modeling for Expeditious Typing (COMET HIV-1, https://comet.lih.lu/index.php) by batch, developed by 
the Luxembourg Institute of Health22 and the unassigned sequences were verified by the HIV-1 Subtyping Tool REGA 
Version 3.0 (http://dbpartners.stanford.edu:8080/RegaSubtyping/stanford-hiv/typingtool/), developed by Tulio de 
Oliveira.23 The maximum likelihood (ML) phylogenetic tree was used for confirmation. Sequences were aligned and 
merged with HIV-1 subtyping references downloaded from the Los Alamos HIV Sequence Database via Bioedit 
software. The phylogenetic tree was constructed using the ML method with the general time-reversible (GTR) substitu-
tion model with the PhyML 3.024 and the branch support value was estimated using the approximate likelihood ratio test 
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(aLRT). The final trees were visualized using the Figtree 1.4.2. The SH-like support aLTR value of 0.9 was selected as 
the threshold for identifying different viral lineages in the ML phylogeny.

Drug Resistance Mutation and Drug Resistance
The Stanford HIV dbprogram 9.4 (last updated on 7th Dec. 2022, https://hivdb.stanford.edu/hivdb/by-sequences/) was 
used to identify DRMs and infer resistance to antiretroviral drugs, including protease inhibitors (PI), nucleoside reverse- 
transcriptase inhibitors (NRTI) and non-nucleoside reverse-transcriptase inhibitors (NNRTI).25 Sequences were deter-
mined to be susceptible (<15, including potential resistance) or resistant (15<=low-level resistance<30, 30<= intermedi-
ate-level resistance<60, or high-level resistance≥60) according to their mutation scores.

Nucleotide Sequence Data
The partial pol nucleotide sequences were submitted to GenBank under the accession numbers: OQ886077-OQ888150.

Statistical Analysis
Statistical analyses were performed using the IBM SPSS program version 25.0. Qualitative statistics were described 
using frequency. Quantitative statistics were described using the median (range). Categorical variables were compared 
using the chi-square test. Univariate and multivariate logistic regression analyses were performed to identify potential 
risk factors. A P-value < 0.05 was considered statistically significant. Variables with a P-value < 0.05 in the univariate 
logistic regression analysis were included in the multivariate logistic regression analysis. Crude odds ratios (cORs) and 
adjusted odds ratios (aORs) with their 95% confidence intervals (95% CIs) were reported.

Results
Demographic and Clinical Characteristics
A total of 3274 patients were enrolled and 2074 HIV-1 partial pol sequences were obtained and subsequently used to 
establish the dataset. The participants were between 5 and 89 years old, with a median age of 43 years. 75.22% (1560/ 
2074) of the subjects were male. The median (range) of the HIV-1 viral load (Copies/mL, Log10) was 2.70 (2.30–3.00). 
The time between HIV-1 confirmation and initial ART ranged 0.00 to 16.81 years, with a median of 0.16. And the years 
of duration of ART were 0.50 to 16.65, with a median of 3.03. Among the 1412 samples (68.08%, 1412/2074) have 
baseline CD4+ T cell count data, the median (range) of the baseline CD4+ T cell count was 177 (1–1256) cells/mm3, and 
56.44% (797/1412) of the participants exhibited a CD4+ T cell count of <200 cells/mm3. Other patient characteristics are 
shown in Table 1.

Distribution of HIV-1 Genotypes
The online subtyping tool COMET HIV-1 was used to classify genotypes by batch, and the classification was rechecked 
using REGA version 3.0 and the ML phylogenetic tree. More than ten different HIV-1 genotypes were observed among 
the 2074 participants.

The main HIV-1 genotypes circulating were found to be CRF01_AE (53.57%, 1111/2074), CRF07_BC (25.07%, 520/ 
2074), CRF08_BC (6.27%, 130/2074) and CRF55_01B (4.92%, 102/2074), accounting for 89.92% of total infections. 
HIV-1 CRF59_01B (0.99%, 14/2074), Subtype C (0.78%, 11/2074), CRF02_AG (0.21%, 3/2074), CRF85_BC (0.14%, 
2/2074), subtype G (0.07%, 1/2074), CRF67_01B (0.07%, 1/2074) and CRF68_01B (0.07%, 1/2074) were less 
frequently observed. In addition, 109 possible novel recombinant strains were observed (REGA tool “Recombination”, 
“Recombinationlike”, “potential-Recombination”, or “check the report”; and COMET tool “unassigned”). Less frequent 
HIV-1 genotypes and recombinant strains were classified as “other” genotypes (Figure 1A and B).

The distribution of HIV-1 genotypes in different years is generally consistent, with the genotypes changes observed 
over time: CRF01_AE infections decreased from 68.66% before 2014 to 43.90% in 2021–2022 (χ2=44.838, p<0.001), 
while those of CRF07_BC, CRF55_01B, and other genotypes continued to increase (18.66% to 27.00%, χ2=6.910, 
p=0.009; 2.24% to 8.19%, χ2=10.963, p<0.001; 2.61% to 8.71%, χ2=10.767, p=0.001) (Figure 1C).
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Table 1 Factors Associated with Drug Resistance in Low-Level Viral Load HIV-1 Infections in Guangdong Province, China (N = 2074)

Variable Number DR, N(%) Crude OR (95% CI) P-value Adjusted OR (95% CI) P-value

Patient 2074 976(47.06)

Sex

Male 1560 730(46.79) 1.000

Female 514 246(47.86) 1.044(0.855–1.274) 0.675

Age

<16 31 19(61.29) 1.000

16–50 1414 684(48.37) 0.592(0.285–1.228) 0.159

>50 629 273(43.4) 0.484(0.231–1.015) 0.055

Delay of HAART initiation, Years

<1 1496 708(47.33) 1.000

1~5 422 204(48.34) 1.042(0.839–1.293) 0.712

>5 514 64(12.45) 0.774(0.554–1.082) 0.134

Duration of HAART, Years

<1 312 104(33.33) 1.000 1.000

1~5 1188 559(47.05) 1.777(1.368–2.309) <0.001 1.806(1.376–2.370) <0.001

>5 574 313(54.53) 2.398(1.800–3.196) <0.001 2.374(1.755–3.211) <0.001

Initial treatment regimen

2NRTIs+NNRTIs 1792 875(48.83) 1.000 1.000

2NRTIs+PIs 221 77(34.84) 0.560(0.419–0.750) <0.001 0.584(0.432–0.790) <0.001

INSTIs-including or Other 61 24(39.34) 0.680(0.403–1.146) 0.147

HIV transmission route

Heterosexual 1106 500(45.2) 1.000 1.000

IDU 504 251(49.8) 1.202(0.974–1.485) 0.087

MSM 269 119(44.24) 0.962(0.735–1.257) 0.774

Other 89 50(56.18) 1.554(1.006–2.401) 0.047 1.439(0.921–2.249) 0.110

Unknown 106 56(52.83) 1.357(0.911–2.024) 0.134

Degree of education

Illiteracy 90 44(48.89) 1.000

Primary school 558 252(45.16) 0.861(0.551–1.344) 0.510

Junior school 949 460(48.47) 0.983(0.638–1.516) 0.940

Senior school 269 124(46.1) 0.894(0.554–1.442) 0.646

College or above 143 55(38.46) 0.653(0.383–1.114) 0.118

Unknown 65 41(63.08) 1.786(0.931–3.427) 0.081

(Continued)
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Table 1 (Continued). 

Variable Number DR, N(%) Crude OR (95% CI) P-value Adjusted OR (95% CI) P-value

Marital status

Unmarried 641 292(45.55) 1.000

Married or cohabiting 1181 574(48.6) 1.130(0.932–1.371) 0.213

Divorced or separated 227 103(45.37) 0.993(0.733–1.346) 0.963

Unknown 25 7(28) 0.465(0.191–1.128) 0.090

Ethnicity

Han 1952 915(46.88) 1.000 1.000

Minorities 55 19(34.55) 0.598(0.341–1.050) 0.074

Unknown 67 42(62.69) 1.904(1.151–3.149) 0.012 2.429(1.428–4.131) 0.001

WHO Clinical stages

I 612 292(47.71) 1.000 1.000

II 414 195(47.1) 0.976(0.760–1.253) 0.848

III 767 330(43.02) 0.828(0.668–1.025) 0.082

IV 281 159(56.58) 1.428(1.075–1.898) 0.014 1.467(1.091–1.971) 0.011

Geographical region

Pearl River Delta 1136 501(44.1) 1.000 1.000

Western 675 334(49.48) 1.241(1.026–1.503) 0.026 1.183(0.960–1.457) 0.115

Northern 168 85(50.6) 1.298(0.938–1.795) 0.115

Eastern 95 56(58.95) 1.820(1.190–2.784) 0.006 1.489(0.950–2.333) 0.083

Occupation

Farmer 661 302(45.69) 1.000

Worker 253 118(46.64) 1.039(0.777–1.389) 0.796

Business services 123 46(37.4) 0.710(0.478–1.055) 0.090

Jobless 554 277(50) 1.189(0.948–1.490) 0.134

Other 190 84(44.21) 0.942(0.681–1.303) 0.718

Unknown 293 149(50.85) 1.230(0.934–1.620) 0.141

Genotype

CRF01_AE 1111 539(48.51) 1.000 1.000

CRF07_BC 522 224(42.91) 0.798(0.647–0.984) 0.034 0.872(0.700–1.087) 0.223

CRF08_BC 130 54(41.54) 0.754(0.522–1.090) 0.133

CRF55_01B 102 58(56.86) 1.399(0.929–2.106) 0.108

Subtype B 67 38(56.72) 1.391(0.846–2.287) 0.194

Infection and Drug Resistance 2023:16                                                                                             https://doi.org/10.2147/IDR.S419610                                                                                                                                                                                                                       

DovePress                                                                                                                       
4957

Dovepress                                                                                                                                                              Lan et al

Powered by TCPDF (www.tcpdf.org)Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
https://www.dovepress.com


Characteristics of Drug Resistance Mutations
Among the 2074 participants, 59.21% (1228/2074) exhibited DRMs, with 5.01% (104/2074), 39.68% (823/2074), and 
49.13% (1019/2074) exhibiting resistance-associated mutation patterns for PI, NRTI, and NNRTI, respectively 
(Figure 2A). The DRM rate of PI was lower than that of NRTI and NNRTI (χ2=718.168 or 1022.294 respectively, 
p <0.001). The DRM rate of NNRTI was higher than that of NRTI, and the difference is statistically significant 
(χ2=37.515, p<0.001).

Nineteen PI-associated mutation patterns, 18 NRTI-associated mutation patterns, and 18 NNRTI-associated mutation 
patterns were identified. The most prevalent PI-associated mutation was M46I/L (1.49%, 31/2074), followed by V82A/F 
(0.82%, 17/2074) (Figure 2B). M184I/L/T/V(30.91%, 641/2074) was the most common NRTI-associated mutation, 
followed by S68G/N/R (12.87%, 267/2074) and K65N/R (9.16%, 190/2074) (Figure 2C). K103A/N/Q/S/T (21.46%, 445/ 

Figure 1 Distribution characteristics of HIV-1 genotypes in low-level viral load HIV-1 infections in Guangdong, different colors present different genotypes, as shown in the 
legend. (A) Maximum-Likelihood phylogenetic tree analysis of the genotypes. Blue branch representing the reference sequences including nine subtypes (A–D, F–H, J and K), 
CRF01_AE, CRF07_BC, CRF08_BC, CRF55_01B, and CRF59_01B. Black branch representing sequences classified as CRF01_AE, CRF07_BC, CRF08_BC, CRF55_01B, and 
Subtype B. And red branch represents sequences classified as “other” genotypes. (B) Pie chart representing the distribution of HIV-1 genotypes in low-level viral load HIV-1 
infections with available sequences from 2011 to 2022. (C) Proportion of various genotypes of HIV-1 circulating throughout the study period, from 2011 to 2022.
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2074) was the dominant NNRTI-associated mutation, followed by V179D/E/F/T (14.26%, 190/2074) and V106 A/I/M 
(9.53%, 195/2074) (Figure 2D). The frequency and percentage of other DRMs are shown in Figure 2B–D.

Profiles of Drug Resistance
The HIV-1 resistance levels and percentage of 20 ARV drugs were analyzed, as shown in Figure 3. 976 out of 2074 
patients (47.06%) were resistant to at least one drug (Figure 3A and Table 2). The total DR rate was 47.06% (976/2074), 
with PI (3.71%, 77/2074) showing a lower DR rate than NNRTI (40.74%, 845/2074) (χ2=822.557, p<0.001) and NRTI 
(34.14%, 708/2074) (χ2=625.606, p<0.001) (Figure 3A). HIV patients with a VL of 200–499 copies/mL had a lower DR 
rate than those with a VL of 500–999 copies/mL (χ2=11.527, p<0.001) (Figure 3A). The prevalence of DR varied 
throughout the study period, there was no clear trend observed from 47.74% in 2015–2016 to 43.03% in 2021–2022 
(χ2=3.774, p=0.287) (Figure 3A).

For NRTI, the resistance to seven NRTI ranged from 6.12% (127/2074) to 33.27% (690/2074). DR to AZT (6.12%) was 
significantly lower than that to ABC (33.27%) (χ2=457.008, p<0.001), FTC (32.88%) (χ2=447.724, p<0.001), 3TC (32.88%) 
(χ2=447.724, p<0.001), TDF (14.75%) (χ2=80.438, p<0.001), D4T (17.60%) (χ2=126.652, p<0.001) and DDI (20.06%) 
(χ2=170.982, p<0.001) (Figure 3B). For NNRTI, the resistance to five NNRTI ranged from 19.19% (398/2074) to 40.07% 
(831/2074), and the DR prevalence to NVP and EFV was 40.07% (831/2074) and 39.68% (823/2074), respectively. ETR 
(19.19%) showed the lowest DR frequency, followed by RPV (24.73%), DOR (24.78%), EFV (39.68%), and NVP (40.07%) 
(χ2=331.422, p<0.001). The frequencies of DR to DOR (24.78%) and RPV (24.73%), or EFV (39.68%) and NVP (40.07%) were 
similar (χ2=0.001 or 0.056 respectively, p<0.001) (Figure 3B). For PI, the prevalence of DR to eight PI ranged from 0.87% (18/ 
2074) to 3.23% (67/2074) (χ2=331.422, p<0.001), with only the DR to NFV/r (3.23%) being more than 3.00% and that to DRV/r 
(0.87%) being only below 1.00% (Figure 3B).Among the 976 patients resistant to at least one drug, a total of 606 (62.08%) 

Figure 2 Distribution and percentage of DRMs in low-level viral load HIV-1 infections in Guangdong, China. (A) percentage of DRMs for any drug or a kind of drugs (PI, 
NRTI, and NNRTI); (B) Specific DRMs stratified by PI; (C) Specific DRMs stratified by NRTI; (D) Specific DRMs stratified by NNRTI. 
Abbreviations: PI, protease inhibitors; NRTI, nucleoside reverse transcriptase inhibitors; NNRTI, non-nucleoside reverse transcriptase inhibitors.
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individuals showed low or above-level drug resistance to more than one class of drugs: 38 (3.89%) individuals expressed triple 
resistance, 568 (58.19%) individuals expressed dual resistance, whereas 370 (37.91%) ones expressed single resistance to one 
class drug (Table 2).

Influencing Factors of Drug Resistance
Factors associated with HIV DR (sex, age, delay of ART initiation, duration of ART, initial treatment regimen, HIV 
transmission route, degree of education, marital status, ethnicity, WHO clinical stages, geographical region, occupation, 
and genotype) were listed in Table 1. In the univariate logistic regression analysis, nine factors were significantly 
associated with HIV DR. Variables with a P-value < 0.05 in the univariate logistic regression analysis were included in 
the multivariate logistic regression analysis. Patients whose duration of ART was 1~5 years or greater than 5 years were 
more likely to be resistant to drugs than those whose duration of ART was less than 1 year (1~5 years versus <1 year: 
OR=1.806, 95% CI=1.376–2.370, P<0.001; >5 years versus <1 year: OR=2.374, 95% CI=1.755–3.211, P<0.001). 
Patients whose initial treatment regimen was 2NRTI+PI were less likely to be resistant to drugs than those whose initial 
treatment regimen was 2NRTI+NNRTI (2NRTI+PI versus 2NRTI+NNRTI: OR=0.584, 95% CI=0.432–0.790, P<0.001). 
The sequences derived from patients whose WHO clinical stages were IV were more likely to be resistant to drugs than 

Figure 3 Drug resistance in low-level viral load HIV-1 infections in Guangdong, China. (A) Stratified by VL groups and drug classes throughout the study period, from 2011 
to 2022. (B) Different drug resistance levels of three classes of antiretroviral drugs predicted by the Stanford HIV Drug Resistance Database. 
Abbreviations: ATV, atazanavir; DRV, darunavir; FPV, fosamprenavir; IDV, indinavir; LPV/r, ritonavir-boosted lopinavir; NFV, nelfinavir; SQV, saquinavir; TPV, tipranavir; ABC, 
abacavir; AZT, azidothymidine; D4T, stavudine; DDI, didanosine; FTC, emtricitabine; 3TC, lamivudine; TDF, tenofovir disoproxil fumarate; DOR, doravirine; EFV, efavirenz; 
ETV, etravirine; NVP, nevirapine; RPV, rilpivirine.
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those derived from patients whose WHO clinical stages were I (stage IV versus stage 1: OR=1.467, 95% CI=1.091– 
1.971, P=0.011).

Discussion
When HIV/AIDS patients undergo VF, routine DR tests should be carried out, and the therapeutic regimen should be 
adjusted according to the DR results. However, the number of viruses contained in the LLVL plasma was low, and 
routine DR test is often unsuccessful. Previous studies illustrated that the appearance of LLV may be related to 
DR.18,26,27 In this study, we used ultracentrifugation to concentrate HIV RNA from patients whose VL was between 
200 and 1000 copies/mL after at least 6 months of ART treatment, and the overall amplification success rate was 63.35%, 
consistent with the results of previous studies.27,28

The dominant epidemic HIV-1 genotypes detected in LLVL in Guangdong between 2011 and 2022 were CRF01_AE 
(53.57%) and CRF07_BC (25.07%). This result is consistent with a previous study among the LLVL with VL between 
50 and 1000 copies/µL in Beijing 2020–2022 (44.8% CRF01_AE and 25.4% CRF07_BC).19 And we found a significant 
decrease of CRF01_AE from 68.66% before 2014 to 43.90% in 2021–2022 (p<0.001) and a significant increase of 
CRF07_BC from 18.66% before 2014 to 27.00% in 2021–2022 (p<0.009). These tendencies were consistent with that of 
CRF01_AE (from 49.68% in 2006 to 43.2% in 2013 and 35.56% in 2018) and that of CRF07_BC (from 22.26% in 2006 
to 26.3% in 2013 and 35.90% in 2018) among treatment-naive patients in Guangdong.29–31

The most common NRTI-associated mutation was M184 in this study, observed in 30.91% (641/2074) participants, 
and the most common NNRTI-associated mutation was K103, observed in 21.46% (445/2074) participants (Figure 2). 
A high frequency of K103 plus M184 (11.9%, 248/2074) was observed in this study, and K103 plus M184 appeared 
sufficient to abrogate the NRTI and NNRTI activity of a regimen comprising FTC, 3TC, EFV, or NVP.32,33 Furthermore, 
K103 and M184 were the most commonly transmitted DRM.34–36 As a consequence, more attention should be reinforced 
to the possibility of transmitted DR. The other NNRTI mutations identified in our study were V179, V106, G190, and 

Table 2 Frequency of Different Drug Resistance Types 
in 976 Drug Resistance Low-Level Viral Load HIV-1 
Infections in Guangdong Province, China

Number Percentage (%)

Single drug class resistance

PIs 20 2.05

NRTIs 103 10.55

NNRTIs 247 25.31

Total 370 37.91

Dual drug classes resistance

PIs+NRTIs 13 1.33

PIs+NNRTIs 1 0.1

NRTIs+NNRTIs 554 56.76

Total 568 58.19

Triple drug classes resistance

PIs+NRTIs+NNRTIs 38 3.89

Total 38 3.89

Total 976 100
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Y181. All mutations, except V179, reduced sensitivity to NVP and EFV, which were in accordance with the two NNRTI 
drugs selected in our first-line regimen. V179 was recommended by the Stanford HIV Drug Resistance Database as likely 
to reduce the virological response to NVP and EFV susceptibility.37 Previous studies confirmed that compared with 
patients not carried drug-resistant strains, those with drug resistance mutations have a higher risk of developing VF in the 
future, and early drug-resistance testing and adjusting treatment plans based on drug-resistance results can reduce the risk 
of developing VF and reduce the accumulation of additional drug resistance mutations.38–40

Here we found that the overall DR rate in LLVL in Guangdong was 47.06%, especially in NRTI and NNRTI with 
lower resistance barriers such as FTC/3TC/ABC or EFV/NVP, which is lower than our previous results in MSM 
(64.12%, 252/393)41 or sexual transmission (64.74%, 123/190)42 with HIV-1 VL>1000 after ART (χ2=38.479 or 
21.776, p<0.001). The overall DR rate in LLVL in Guangdong is similar to that in LLV in other provinces of China 
such as Beijing (36.59%, 15/41, or 38.81%, 26/67)19,28 and Jiangsu (40.50%, 98/242),20 but is significantly lower than 
that in LLV in Rome, Italy (67.96%, 925/1361)7 (χ2=1.771, 1.775, 3.753 or 145.32, p= 0.183, 0.183, 0.053 or <0.001). 
The difference between ART-experienced patients with VL 200–999 and those with VL >1000 in Guangdong may be due 
to the ART-experienced patients with lower VL have lower medication compliance, while the difference between ART- 
experienced patients with VL 200–1000 in China and other countries may due to the different genotype distribution or 
treatment regimen, the specific reasons still need to be explored in a future study. And we also found the PI DR rate was 
lower than NNRTI and NRTI and the difference is statistically significant (χ2=822.557 or 625.606, p<0.001). The result 
of multivariate logistic regression analysis also showed that patients whose initial treatment regimen was 2NRTI+PI were 
less likely to be resistant to drugs than those whose initial treatment regimen was 2NRTI+NNRTI (Table 1). Furthermore, 
the DR rate of PI plus NRTI dual drug classes in the 976 drug resistance LLV population in Guangdong Province is 
relatively low (13/976, 1.33%) (Table 2). All these results suggested that the patients with low-level viral load could be 
prescribed treatment regimen containing PIs after drug adherence enhancement in Guangdong.

The parameters examined in this study had no significant effect on drug resistance except Duration of HAART, Initial 
treatment regimen, Ethnicity, and WHO Clinical stages (P<0.001, <0.001, 0.001, and 0.011, respectively). Virus load 
rebound or virologic failure without resistance is most often the result of inadequate drug concentrations caused by drug- 
drug interactions or poor adherence.5 In this study, patients with a treatment duration below one year (33.33%) or using 
2NRTI+PI initial treatment (34.84%) had a lower drug resistance rate than other groups. The patients with the WHO 
clinical stage IV had a higher drug resistance rate than other groups in terms of the corresponding factors. More attention 
should be paid to differentiate between adherence- and resistance-driven LLVL, which are not mutually exclusive. In line 
with the evidence that different frequencies of DRMs and DR among HIV-1 subtypes circulate among drug-naive and 
treated individuals in China,43,44 there were different DR rates among different genotypes in this study with the 
difference no statistically significant (Table 1).

Our study had several limitations. First, of the 3274 LLVL during ART in Guangdong China, only 2074 (63.35%) 
were included in the final study successfully. The HIV DR rate in this study may not better represent the true drug 
resistance rate. Second, due to testing techniques and sample size limitations, ART-experienced patients with a VL of 50– 
200 copies/mL were not included. Next, we will increase the volume of centrifugal concentration to 1mL in an attempt to 
detect cases with a viral load of 50–200 copies/mL.

Conclusion
In summary, our study provided an overview of the DR profile among ART-experienced LLVL in Guangdong, China, 
2011–2022. There was a high percentage of DRM to NRTI and NNRTI, meanwhile, there were multiple DRMs in NRTIs 
and NNRTIs. The total DR rate of these ART-experienced LLVLs was close to 50%. Long-term and ongoing surveillance 
of HIV DR among these patients is necessary, which will help us to adjust the treatment regimen as soon as possible and 
better grasp the prevalence of resistance.
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