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ABSTRACT 

Background 

The presence of baseline HCV resistance-associated substitutions (RASs) can impair treatment outcome 

by Direct-Acting Antivirals. We investigated the prevalence of pretreatment HCV resistance among 

recently HCV infected MSM with high risk behaviors, either HIV co-infected or at high risk of HIV 

acquisition and under Pre-exposure Prophylaxis (PrEP).  

Methods 

NS5A and NS3 fragments were deep sequenced on pretreatment samples of 72 subjects using Illumina 

Miseq paired-end sequencing technologies. UDS data was analyzed by Smartgene® platform. RASs 

mentioned in literature were analyzed and interpreted depending on genotypes (GT) at 10% cut-off. 

Results 

HCV genotyping showed 36 (50%) GT1a, 31 (43.1%) GT4d, and 5 (6.9%) GT3a infections. Fifty-five 

(76.4%) patients were co-infected with HIV and 15 (20.8%) received PrEP. In GT1a virus, NS3-RASs 

were found in 4/30 viruses (13.3 %: S122G/N, R155K, and I170V) and Q80K polymorphism was 

present in 14/30 (46.7%) viruses. No NS3-RASs were detected in GT4d and 3a viruses. NS5A-RASs 

were detected in 3/36 GT1a viruses (8.3%: Q30E/R, L31M, and H58L). NS5A subtype-specific 

polymorphisms L30R and T58P were found at high frequencies in 31/31 (100%) and 16/31 (51.6%) 

GT4d viruses, respectively. One RAS M31L was also observed along with the polymorphisms L30R 

and T58P. No NS5A-RASs were detected in GT3a viruses. 

Conclusions 

A low level of RASs to NS3 and NS5A inhibitors on pretreatment samples was detected in the study 

population. Our findings reassure the clinical management of HCV infection in this high-risk population.  

 

Jo
ur

na
l P

re
-p

ro
of



 4 
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I. INTRODUCTION 

The introduction of direct-acting antivirals (DAAs) marked a new era of HCV infection treatment 

associated with outstanding sustained virological response (SVR) rates. However, some cases of HCV 

treatment failure still occur for multiples reasons and one of which is the selection of treatment 

resistance-associated substitutions (RASs).  

Men who have sex with men (MSM) are considered as a key population vulnerable to HCV infection 

especially those with risky behaviors. Indeed, several outbreaks of HCV infection in MSM have been 

described since 2000 in urban centers in Europe, Australia, and the United States. A meta-analysis 

reported the incidence of HCV infection at 7.8/1000 PY in HIV-positive MSM, 19 times higher than in 

HIV-negative MSM [1]. However, HCV infection cases are seen not only in HIV-positive but also in 

HIV-negative MSM communities with high-risk behaviors. Indeed, a high incidence of HCV infection 

was reported in the population of MSM under pre-exposure prophylaxis (PrEP) for HIV prevention [2]. 

Furthermore, several studies have described a large European MSM-specific HCV transmission network 

among HIV-infected MSM and shared HCV transmission networks among HIV-positive and negative 

MSM, which signifies a dynamic transmission among these populations [3]. 

The selection of drug-specific RASs in patients experiencing DAAs failure together with the ongoing 

dynamic transmission might lead to more frequent transmission of RASs in these communities and 

might impair DAAs efficacy. Indeed, NS5A and NS3 RASs can be selected in patients experiencing 

failure with a NS5A or NS3 inhibitor-containing regimens, respectively. In contrast, RASs to NS5B 

inhibitors are rarely detected, even after failure to a DAA regimen containing a nucleotide inhibitor [4]. 

In case of transmission, the presence of pretreatment RASs has been shown to negatively impact the 

treatment outcome in some profiles of patients, especially with first-generation DAAs [5]. However, the 

second-generation pan-genotypic DAAs have a higher genetic barrier and associated sustained virologic 
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response (SVR) rates justify the absence of recommended resistance testing before treatment. 

Nevertheless, some substitutions are still associated with a reduced sensitivity, even with the last 

generation of DAAs [6]. 

The presence of pretreatment HCV RASs to DAAs has not been widely studied in the population of 

MSM with high risk behaviors. Then, we investigated in this work the prevalence of pretreatment RASs 

to NS3 and NS5A inhibitors in recently HCV-infected MSM, either co-infected with HIV or at high risk 

of HIV acquisition.  

II. MATERIALS and METHODS 

2.1.  Study design and patient’s biological data 

This work was a retrospective non-interventional study. Fifty-eight male patients with recent HCV 

infection (55 HIV-positive and 3 HIV-negative), followed at the Pitié-Salpêtrière, Saint-Antoine and 

Tenon hospitals, Paris, France and 14 HIV-negative patients from the ANRS IPERGAY study 

(Intervention for prevention of HIV acquisition by antiretroviral therapy for PrEP among gay men at 

high risk of HIV-1 infection) [2] were studied. Overall, seven patients were enrolled between July 2012 

and December 2013 and 65 between March 2014 and May 2016.  

Recent HCV infection was defined as a positive serology test and/or a positive HCV viral load (VL) 

associated with a negative HCV serology within the previous 12 months, or a positive HCV VL beyond 

24 weeks of a successful treatment or spontaneous clearance with modification of genotype. 

Furthermore, patients with a positive HCV VL with increase of alanine aminotransferase (ALT) ≥10 

upper limit of normal without any other etiology of hepatitis, or a positive HCV VL beyond 24 weeks 

of a successful treatment or spontaneous clearance without modification of genotype were also enrolled 

and considered as possible recent HCV infections.  

Patients demographic (age and sexual orientation) and biological data (HCV, HIV status, HCV viral 

load, HCV genotype and ALT levels) were extracted from electronic database and medical records 

designed for virological and medical follow-up at hospitals. Patients were informed by an information 

note that their demographic, virological and clinical data could be used for retrospective studies. This 
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work was performed on biological remnants with no additional care procedures and was carried out in 

accordance with the Declaration of Helsinki.  

2.2. RNA extraction, amplification and ultra-deep sequencing (UDS) 

Eighty microliters of HCV RNAs were extracted from 1 ml of plasma using® easyMAG® (bioMérieux 

Clinical Diagnostics, Marcy-l'Étoile, France). Extracted RNAs were reverse transcribed in 

complementary DNAs, and NS5A fragment (482 bp in size, nucleotide positions 6279-6761, amino acid 

1-170,  compared to H77-AF009606 NS5A genome) and NS3 fragment (492 bp in size, nucleotide 

positions 3477-3969, amino acid 19-189 compared to H77-AF009606 NS3 genome) were amplified by 

PCR in a one-step process (Superscript III One-step RT-PCR with platinum Taq kit; Invitrogen, 

Carlsbad, CA, USA) according to the manufacturers’ protocol. Primer sequences for NS5A PCR are 

Forward primer: 5’-TGGYTAHGKGASATCTGGGACTGG-3’ and Reverse primer 5’- 

TCCCKCAGCAWGGGCTTGCA-3’ and for NS3 PCR are Forward primer: 5’- 

AGCYTSACYGGCMGAGACA-3’and Reverse primer 5’- GGRGAKGARTTGTCYGAGAA -3. PCR 

products were purified using Agencourt AMPure XP magnetic beads (Agencourt Bioscience Corp., 

Beckman Coulter, Beverly, MA, USA). Library construction from purified PCR products (NS5A and 

NS3 amplicons) and 2x300 bp Illumina Miseq paired-end sequencing (Miseq Reagent Kit v3, 600 

cycles) were performed. 

For UDS data analysis, FASTQ files were uploaded to the commercial web-based ASP-IDNS®-5 

analysis software (SmartGene, Zug, Switzerland). Analysis was performed using the “HCV Pipeline” 

version 2.0.6_HCV_v0.1, which applied the following workflow:  briefly, once the original FASTQ 

files produced by the sequencer were uploaded, paired-end reads were processed and merged with 

resolution of ambiguities based on the quality score. The generated sequences were trimmed for low 

quality using a sliding window method: regions are removed towards the 3’ using a quality cut-off of 

23 corresponding to a probability of 0.005 of a false base call. 

The processed reads were mapped against genotype-specific HCV profiles for NS3 and NS5A regions. 

Subsequently, relevant events such as mutations were detected and reported in a quantitative manner 
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(percentage of aligned reads) using a ≥ 10% cut-off, as recommended to detect clinically relevant 

mutations [7]. A 5% cut-off was also used to detect mutations between 5 and 10%. Mutations 

representing less than 20% of the viral population were referred to as “minority mutations”, by 

definition. 

Finally, a report was generated, as a PDF and as an XML-file (which included the consensus sequences 

and quantitative residue frequencies).  

2.3. Resistance interpretation 

Amino acid positions implicated in resistance to DAAs therapies according to the European Association 

for the Study of the Liver (EASL) guidelines 2018 and Sorbo et al. review [6] were analyzed and 

considered as RASs, or resistance-associated polymorphisms (RAPs) if known to be naturally present 

among the subtype, even if we can’t be sure about the natural character of it. In this case, the frequency 

is very high among the viral population by definition. 

The amino acid positions studied are presented in Table 1. 

III. RESULTS 

3.1.  Patients characteristics and sequencing results 

The median age of patients was 40.5 years (interquartile range (IQR): 33.0-46.0). The median HCV viral 

load (HCV-RNA) was 5.9 log10 IU/mL (IQR 5.1-6.6), and ALT value was 320.0 IU/L (IQR 139.5-

490.0). Most of them were MSM (88.9%) and the others were reported with unknown sexual orientation. 

HCV genotyping showed GT1a, GT4d, and GT3 infections in 36 (50.0 %), 31 (43.1 %), and 5 (6.9 %) 

patients, respectively. Fourteen (19.4%) patients experienced HCV reinfections. Fifty-five (76.4%) 

patients were co-infected with HIV and 15 (20.8%) patients received PrEP including 14 from the ANRS 

IPERGAY trial. Patients characteristics are presented in table 2. 

NS5A fragment was successfully amplified for samples of 36/36 HCV GT1a, 31/31 GT4d, and 4/5 

GT3a-infected patients and successful NS3 amplification was achieved for samples of 30/36 GT1a, 
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27/31 GT4d, and 4/5 GT3a-infected patients. A median (IQR) of 32596 reads (26345-44005) per sample 

was obtained after quality trimming step. 

3.2 NS3 resistance-associated substitutions and polymorphisms 

The presence of NS3 and NS5A RASs across the different HCV GT infections is recapitulated in table 

3.  

Overall, NS3-RASs were found in 4/61 viruses (6.6%) at the 10% cut-off. If considering the presence 

of polymorphisms, the prevalence of NS3 resistance-associated variants (RASs and polymorphisms) 

was 18/61 (29.5%). 

In detail, the NS3 Q80K polymorphism was the most dominant in GT1a viruses and present at high 

frequencies (>95%) among 14/30 viral populations (46.7%). RASs S122G (n=1), R155K (n=1), and 

I170V (n=1) were also separately observed at high frequencies (>95%). Additionally, RASs S122N was 

detected among another viral population (12.1%; mutational load of 0.56 log10 IU/mL)).  

In GT4d and GT3a viruses, NS3-RASs or polymorphisms were detected neither in majority (frequency 

>20%) nor in minority (from 10 to 20%). 

No significant difference in the prevalence of NS3-RASs detected at 10% cut-off was observed in GT1a 

viruses of HIV-negative versus HIV co-infected patients (18.2% vs 0.0%, p value = 0.195). 

 

3.3 NS5A resistance-associated substitutions and polymorphisms 

The presence of NS5A-RASs across the different HCV GT infections is recapitulated in table 3.  

Overall, NS5A-RASs were detected in 5/71 (7.0%) viruses at the 10% cut-off in the study population. 

If considering the presence of polymorphisms, NS5A resistance-associated variants (RASs and 

polymorphisms) were detected in 34/71 (47.9%) viruses. 
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In detail, NS5A-RASs were detected in 3/36 (8.3%) at high frequencies > 68% in GT1a viruses. 

Indeed, one RAS Q30E (100%) and one RAS Q30R (68.3%; mutational load of 2.90 log10 IU/mL) 

associated with a RAS L31M (68.2%; mutational load of 2.89 log10 IU/mL) were detected, as well as 

one H58L (n=1; 95.3%). No linkage of RASs and/or polymorphisms was observed for GT1a viral 

population among NS3 and NS5A fragments.  

In GT4d viruses, NS5A subtype-specific polymorphisms L30R and T58P were found at high frequencies 

(>95%) in all (31/31; 100%) and in 16/31 (51.6%) samples, respectively. One additional T58P was 

detected at frequencies of 13.4% (mutational load of 0.49 log10 IU/mL). One RAS M31L (at 19.1%; 

mutational load of 1.1 log10 IU/mL) was also observed along with the polymorphisms L30R and T58P. 

No significant difference in the prevalence of NS5A-RASs detected at 10% cut-off was observed in 

GT1a and GT4d viruses of HIV-negative versus HIV co-infected patients (10.7% vs 0.0%, p value = 

0.334 for GT1a infections and 8.7% vs 0.0%, p-value = 0.389 for GT4d infections). 

In GT3a viruses, NS5A-RASs or polymorphisms were detected neither in majority (frequency >20%)  

nor in minority (from 10 to 20%). 

3.4 Additional minority drug-resistance mutations with a 5% cut-off  

- One additional NS3 RASs S122G was detected among another G1a viral population (6.7%; mutational 

load of 0.40 log10 IU/mL) and two NS3 Q80R were detected among G4d viral populations (6.8% and 

7.6%; mutational loads of  0.46 and 0.40 log10 IU/mL respectively). 

- One additional NS5A-RAS Q30R was detected (6.1%; mutational load of 0.39 log10 IU/mL), 

associated with the RAS K24R (6.2%; mutational load of 0.40 log10 IU/mL) among another G1a viral 

population. Lastly, one additional NS5A-RAS M31V was detected among a G4d viral population (7.4%; 

mutational load of 0.38 log10 IU/mL), associated with the polymorphisms L30R and T58P. 

 

DISCUSSION 
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We studied the presence of pretreatment RASs to NS3 and NS5A inhibitors in a population of MSM 

who were either co-infected with HIV or at high risk of HIV acquisition and under PrEP. A dynamic 

HCV transmission, including between HIV-negative and HIV-positive patients, and high rates of HCV 

reinfections were previously observed in this population [8].  

 Our results showed a high prevalence of subtype-specific polymorphisms in GT4d infections and a low 

level of RASs to NS5A and NS3 inhibitors compared to previous studies, even with the 5% cut-off of 

detection [9,10].  

In GT1a infection, the NS3 Q80K polymorphism was highly prevalent and found in 46.7% viruses. The 

Q80K variant is well-known for conferring lower response rates to simeprevir. Regarding recent NS3 

inhibitors, voxilaprevir could be slightly impacted by the polymorphism 80K, as suggested in vitro and 

in vivo during 8 weeks-treatment with sofosbuvir and velpatasvir [6,11], but no impact was seen with a 

12 weeks-treatment of this regimen among DAA-experienced patients [12]. Other NS3 RASs including 

S122G, R155K, and I170V were individually detected at high frequencies in GT1a viruses of HIV-

coinfected patients. None of them are known for impacting last-generation DAAs alone. The S122G/N 

RASs have been showed to impact voxilaprevir efficacy in vitro among GT1a viruses, but only in 

association with other RASs at positions 36, 54, 55, 155, 168 or 170 [6]. 

NS5A RASs were detected in 8.3% of GT1a viruses at 10% cut-off, which is consistent with the 

literature (from 6 to 15.6%) [5,9]. The RASs Q30E/R have an impact on previous-generation DAA 

ledipasvir, with in vitro fold-changes >100 among GT1a viruses [13]. When combined with the RAS 

L31M, the velpatasvir is then also deeply affected in vitro (fold-change of 198) [14]. In vivo, this 

combination of substitutions was retrieved at baseline in one of the 2 virological failures observed 

among the 624 patients treated in ASTRAL-1 [15], but it globally has a marginal impact. 

In GT4d infection, in agreement with results from other studies [16], a high prevalence of GT4d-specific 

polymorphisms L30R and T58P was observed on NS5A fragment. The presence of subtype-specific 

polymorphisms in GT4d virus has not been associated with an impact on DAAs response and high SVR 

rates are frequently observed in GT4d-infected patients treated by DAAs [17]. However, it should be 
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noted that the emergence of substitutions at a signature resistance position (codon 28) accompanied by 

baseline polymorphisms L30R and T58P has been described in several GT4-infected patients (GT4a 

and GT4d) failing DAAs regimens [18].  

The lack of data on treatment outcome, one of the study limitations, restrains an adequate evaluation of 

RASs and their clinical impact on DAAs response. Moreover, minority mutations at a frequency < 5% 

of the viral population were not analyzed in this study [7]. Indeed, although several studies showed the 

emergence of minority baseline RASs in several patients failing DAAs [19], last generation DAAs-

based therapies have showed extremely high genetic barrier and SVR rates, even in real-life 

experiences [15,20].  

In conclusion, considering the risky behaviors with an onward dynamic transmission and the context of 

PrEP, implementation of effective infection screening, early initiation of DAAs, and regular monitoring 

of treatment response/reinfection are necessary in this population. Nevertheless, our findings showed a 

low RAS prevalence and reassure the clinical management of HCV infection treatments in this high-

risk population.  

Jo
ur

na
l P

re
-p

ro
of



 12 

Acknowledgements 

We would like to thank the Smartgene team, Stefan Emler, Lorenzo Cerutti, and Jean-François Denis 

for their help in analyzing deep sequencing data. 

We would like to thank all the patients who agreed to participate in the study, all the participant doctors 

who followed the patients, Drs. ROUDIERE, LIOTIER, GOSSET, CARDON, GRIVOIS, ISRAEL, 

KIRSTETTER, LAYLAVOIX, BOTTERO, WORMSER and Pr. KATLAMA and all the participant 

virologists, Drs. ELAERTS and SCHNEIDER.  

We thank the INSERM SC10 and the Trial Scientific Committee for IPERGAY trial. 

We thank ANRS AC43 Next Generation Sequencing and STIs working groups for their support.  

Funding 

This work received financial support from the Agence Nationale de Recherches sur le SIDA et les 

hépatites virales (ANRS) (decision number 2018-139). ANRS had no involvement in study design, 

analysis and interpretation of data, writing of the report or decision to submit the article for publication. 

Competing interests 

None declared 

Ethical approval 

Not required 

Contributions 

Thuy NGUYEN: Methodology, Investigation, Formal analysis, Writing - Original Draft. 

Marc-Antoine VALANTIN and Nesrine DAY: Conceptualization, Resources, Writing - Review & 

Editing. 

Emmanuelle NETZER, Thomas L’YAVANC, Michel OHAYON and Nadia VALIN: Resources, 

Writing - Review & Editing. 

Jo
ur

na
l P

re
-p

ro
of



 13 

Corinne AMIEL : Formal analysis, Writing - Review & Editing. 

Constance DELAUGERRE, Georges KREPLAK, Gilles PIALOUX, Vincent CALVEZ, Jean-Michel 

MOLINA and Anne-Geneviève MARCELIN: Conceptualization, Writing - Review & Editing 

Eve TODESCO: Conceptualization, Methodology, Supervision, Writing - Original Draft. 

All authors have approved the manuscript version submitted. 

 

Jo
ur

na
l P

re
-p

ro
of



 14 

References 

1.  Ghisla V, Scherrer AU, Nicca D, Braun DL, Fehr JS. Incidence of hepatitis C in HIV positive and 

negative men who have sex with men 2000-2016: a systematic review and meta-analysis. 

Infection. 2017 Jun;45(3):309–21.  

2.  Molina J-M, Capitant C, Spire B, Pialoux G, Cotte L, Charreau I, et al. On-Demand Preexposure 

Prophylaxis in Men at High Risk for HIV-1 Infection. N Engl J Med. 2015 Dec 3;373(23):2237–

46.  

3.  Nguyen T, Delaugerre C, Valantin M-A, Amiel C, Netzer E, Lʼyavanc T, et al. Shared HCV 

Transmission Networks Among HIV-1-Positive and HIV-1-Negative Men Having Sex With Men 

by Ultradeep Sequencing. J Acquir Immune Defic Syndr 1999. 2019 Sep 1;82(1):105–10.  

4.  Wyles D, Mangia A, Cheng W, Shafran S, Schwabe C, Ouyang W, et al. Long-term persistence 

of HCV NS5A resistance-associated substitutions after treatment with the HCV NS5A inhibitor, 

ledipasvir, without sofosbuvir. Antivir Ther. 2018;23(3):229–38.  

5.  Zeuzem S, Mizokami M, Pianko S, Mangia A, Han K-H, Martin R, et al. NS5A resistance-

associated substitutions in patients with genotype 1 hepatitis C virus: Prevalence and effect on 

treatment outcome. J Hepatol. 2017 May;66(5):910-918. 

6.  Sorbo MC, Cento V, Di Maio VC, Howe AYM, Garcia F, Perno CF, et al. Hepatitis C virus drug 

resistance associated substitutions and their clinical relevance: Update 2018. Drug Resist Updat 

Rev Comment Antimicrob Anticancer Chemother. 2018 Mar;37:17–39.  

7.  AASLD. https://www.hcvguidelines.org/evaluate/resistance (accessed April 27, 2020). 

8.  Ingiliz P, Martin TC, Rodger A, Stellbrink H-J, Mauss S, Boesecke C, et al. HCV reinfection 

incidence and spontaneous clearance rates in HIV-positive men who have sex with men in Western 

Europe. J Hepatol. 2017 Feb;66(2):282–7.  

Jo
ur

na
l P

re
-p

ro
of



 15 

9.  Sarrazin C, Dvory-Sobol H, Svarovskaia ES, Doehle BP, Pang PS, Chuang S-M, et al. Prevalence 

of Resistance-Associated Substitutions in HCV NS5A, NS5B, or NS3 and Outcomes of Treatment 

With Ledipasvir and Sofosbuvir. Gastroenterology. 2016 Sep;151(3):501-512.e1.  

10.  Liu Z, Mao X, Wu J, Yu K, Yang Q, Suo C, et al. World-wide Prevalence of Substitutions in HCV 

Genome Associated With Resistance to Direct-Acting Antiviral Agents. Clin Gastroenterol 

Hepatol Off Clin Pract J Am Gastroenterol Assoc. 2019 Nov 1. pii: S1542-3565(19)31248-0. 

11.  Jacobson IM, Lawitz E, Gane EJ, Willems BE, Ruane PJ, Nahass RG, et al. Efficacy of 8 Weeks 

of Sofosbuvir, Velpatasvir, and Voxilaprevir in Patients With Chronic HCV Infection: 2 Phase 3 

Randomized Trials. Gastroenterology. 2017;153(1):113–22.  

12.  Sarrazin C, Cooper CL, Manns MP, Reddy KR, Kowdley KV, Roberts SK, et al. No impact of 

resistance-associated substitutions on the efficacy of sofosbuvir, velpatasvir, and voxilaprevir for 

12 weeks in HCV DAA-experienced patients. J Hepatol. 2018;69(6):1221–30.  

13.  Wong KA, Worth A, Martin R, Svarovskaia E, Brainard DM, Lawitz E, et al. Characterization of 

Hepatitis C virus resistance from a multiple-dose clinical trial of the novel NS5A inhibitor GS-

5885. Antimicrob Agents Chemother. 2013 Dec;57(12):6333–40.  

14.  Lawitz EJ, Dvory-Sobol H, Doehle BP, Worth AS, McNally J, Brainard DM, et al. Clinical 

Resistance to Velpatasvir (GS-5816), a Novel Pan-Genotypic Inhibitor of the Hepatitis C Virus 

NS5A Protein. Antimicrob Agents Chemother. 2016;60(9):5368–78.  

15.  Feld JJ, Jacobson IM, Hézode C, Asselah T, Ruane PJ, Gruener N, et al. Sofosbuvir and 

Velpatasvir for HCV Genotype 1, 2, 4, 5, and 6 Infection. N Engl J Med. 2015 Dec 

31;373(27):2599–607.  

16.  Welzel TM, Bhardwaj N, Hedskog C, Chodavarapu K, Camus G, McNally J, et al. Global 

epidemiology of HCV subtypes and resistance-associated substitutions evaluated by sequencing-

based subtype analyses. J Hepatol. 2017;67(2):224–36.  

Jo
ur

na
l P

re
-p

ro
of



 16 

17.  Hezode C, Reau N, Svarovskaia ES, Doehle BP, Shanmugam R, Dvory-Sobol H, et al. Resistance 

analysis in patients with genotype 1-6 HCV infection treated with sofosbuvir/velpatasvir in the 

phase III studies. J Hepatol. 2018;68(5):895–903.  

18.  Nguyen T, Akhavan S, Caby F, Bonyhay L, Larrouy L, Gervais A, et al. Net emergence of 

substitutions at position 28 in NS5A of hepatitis C virus genotype 4 in patients failing direct-acting 

antivirals detected by next-generation sequencing. Int J Antimicrob Agents. 2019 Jan;53(1):80-

83. 

19.  Perales C, Chen Q, Soria ME, Gregori J, Garcia-Cehic D, Nieto-Aponte L, et al. Baseline hepatitis 

C virus resistance-associated substitutions present at frequencies lower than 15% may be clinically 

significant. Infect Drug Resist. 2018;11:2207–10.  

20.  Kwo PY, Poordad F, Asatryan A, Wang S, Wyles DL, Hassanein T, et al. Glecaprevir and 

pibrentasvir yield high response rates in patients with HCV genotype 1-6 without cirrhosis. J 

Hepatol. 2017;67(2):263–71.  

 

 

 

  

Jo
ur

na
l P

re
-p

ro
of



 17 

 

 Table 1. Amino acid positions analyzed for resistance to DAAs therapies 

Table 2: Patients’ characteristics 

 Genotype 1a Genotype 3a Genotype 4d 

NS3 V36A/C/G/L/M Q41K Q41R 

 Q41R Y56H/N Y56H 

 F43S Q80K/R Q80R 

 T54A/S A156G/P/T/V R155C/K 

 V55A/I S166T A156G/H/K/L/S/T/V 

 Y56F/H Q168K/L/R/T D168A/E/H/T/V 

 Q80H/K/L/R L175M  

 S122G/N/R   

 R155G/I/K/M/N/Q/S/T/W   

 A156G/L/M/P/S/T/V   

 V158A/I   

 D168any   

 I/V170F/T/V   

NS5A K24G/N/R S24F L28I/M/S/T/V 

 K26E M28G/I/K/T L30F/G/H/R/S 

 M28A/G/S/T/V/del A30G/H/K/S/V M/L31I/L/V 

 Q30C/D/E/G/H/I/K/L/N/Q/R/S/T/Y L31F/I/M/P/V T58D/L/P/S 

 L31F/I/M/P/V P58G/T Y93C/H/N/R/S/W 

 P32L/S A62L  

 S38F E92K  

 H58D/L/R Y93H/N/R  

 A92K/T   

 Y93C/F/H/L/N/R/S/T/W   
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Characteristics Total (n=72) 

Age (years), median (IQR) 40 (33-46) 

Men having sex with men, n (%) 64 (88.9) 

Unknown sexual orientation, n (%) 8 (11.1) 

HCV viral load, log10 IU/mL, median (IQR) 5.9 (5.1-6.6) 

HCV genotype  

 Genotype 1a, n (%) 36 (50.0) 

 Genotype 4d, n (%) 31 (43.1) 

 Genotype 3a, n (%) 5 (6.9) 

ALT (IU/L), median (IQR) 320.0 (139.5-490.0) 

HIV co-infection (%) 55 (76.4) 

Patients under PrEP, n (%) 15 (20.8) 

Patients with HCV reinfection, n (%) 14 (19.4) 

ALT: Alanine aminotransferase, IQR: Interquartile range 
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Table 3: Presence of RASs/RAPs detected at 10% cut-off 

Genes RASs/RAPs (n, frequencies) 

NS3 GT1a (N=30)  GT4d (N=27) 

 Q80K (14) 

S122G (1) 

S122N (1; 12.1%) 

R155K (1) 

I170V (1) 

 

/ 

  

  

  

NS5A GT1a (N=36)  GT4d (N=31) 

 

Q30E/R (2) 

L31M (1) 

H58L (1) 

 L30R (31) 

M31L (1 ; 19.1%) 

T58P (16) 

T58P (1; 13.4%) 

  

  

RASs/RAPs: resistance-associated substitutions/resistance-associated polymorphisms. N: total number 

of patients with successful viral amplification, n: number of patients harboring virus with RASs/RAPs.  

Minority mutations (representing less than 20% of the viral population) are in italic with their frequency 

in brackets. 
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