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Abstract: Understanding the underlying molecular interaction during a therapy switch from lopinavir
(LPV) to darunavir (DRV) is essential to achieve long-term virological suppression. We investigated
the kinetic and structural characteristics of multidrug-resistant South African HIV-1 subtype C pro-
tease (HIV-1 PR) during therapy switch from LPV to DRV using enzyme activity and inhibition
assay, fluorescence spectroscopy, and molecular dynamic simulation. The HIV-1 protease variants
were from clinical isolates with a combination of drug resistance mutations; MUT-1 (M461, 154V,
V82A, and L10F), MUT-2 (M46], 154V, L76V, V82A, L10F, and L33F), and MUT-3 (M46I, 154V, L76V,
V82A, L90M, and F53L). Enzyme kinetics analysis shows an association between increased relative
resistance to LPV and DRV with the progressive decrease in the mutant HIV-1 PR variants’ catalytic
efficiency. A direct relationship between high-level resistance to LPV and intermediate resistance to
DRV with intrinsic changes in the three-dimensional structure of the mutant HIV-1 PR as a function
of the multidrug-resistance mutation was observed. In silico analysis attributed these structural
adjustments to the multidrug-resistance mutations affecting the LPV and DRV binding landscape.
Though DRV showed superiority to LPV, as a lower concentration was needed to inhibit the HIV-1
PR variants, the inherent structural changes resulting from mutations selected during LPV therapy
may dynamically shape the DRV treatment outcome after the therapy switch.

Keywords: HIV-1 protease; HIV-1 protease inhibitor; lopinavir; darunavir; conformational flexibility

1. Introduction

Globally, HIV-1 infection remains a serious public health problem, with about 38 mil-
lion infected people at the end of 2019 [1]. The global HIV-1 epidemic burden rests heavily
on countries in sub-Saharan Africa [2]. South Africa remains the global epicenter of the
HIV-1 epidemic, with the pandemic dominated by the HIV-1 subtype C [3,4]. The standard
treatment of HIV-1 infection is highly active antiretroviral therapy (HAART) [5]; HAART
has greatly improved the clinical outcome of HIV-infected persons since its introduction [6].
However, the emergence of drug-resistant HIV-1 variants has significantly contributed
to the failure to control HIV-1 replication in some patients [6]. The increasing cases of
virological failure associated with first and second-line antiretroviral therapy (ART) present
a significant clinical challenge for patient management in resource-constrained settings [7].
The ability to provide effective and sustained virological suppression using ART is crucial;
thus, HIV-1 protease inhibitors (PIs) with a high genetic barrier to the evolution of drug
resistance forms the second and last-line ART in many settings globally [6,7].
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HIV-1 protease (PR) is a key drug target that plays a crucial role in cleaving newly
synthesized viral polyprotein into functional proteins needed for the maturation of nascent
viral particles [8]. The HIV-1 PR is a 99 amino acid homodimer, organized into six structural
segments (Figure 1), namely: the flap region, made up of residues 43-58/43'-58'; the flap
elbow, consisting of residues 35-42/35"-42’; the fulcrum, which comprises of residues 11—
22/11'-22’; the cantilever, which is made up of residues 59-75/59’-75'; the dimer interface,
made up of residues 1-5/1'-5', 95-99/95-99’; and the catalytic site, which comprises
residues 23-30/23'-30 [9,10]. The flap covers the HIV-1 PR active site, and it regulates the
entry of substrates and HIV-1 protease inhibitors (PIs) into the catalytic site [11]. HIV-1 PIs
are non-cleavable substrate analogs designed to bind to the active site of HIV-1 PR. The
binding of HIV-1 PIs in the enzyme active site inhibits its normal enzymatic activity by
preventing it from cleaving its natural substrate [12]. However, the antiviral capacity of
HIV-1 PIs and the affinity of HIV-1 PR for these inhibitors is diminished by drug resistance

mutations in the HIV-1 PR gene [13,14].
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Figure 1. Diagrammatic representation of HIV-1 PR dimer structure and the mutations harbored by
the mutant HIV-1 PR variants in this study. The major HIV-1 PR mutations are represented in red
balls and the minor mutations in green balls.

Drug-resistance mutations could be found in the active site of HIV-1 PR and directly
impact the binding affinity and interaction of HIV-1 PIs with HIV-1 PR [15]. In contrast,
non-active site mutations may not directly affect the interaction of HIV-1 PR with inhibitors
but may indirectly influence the molecular interaction of inhibitors with the HIV-1 PR
through alteration of the protein flexibility and stability [16-18]. The accumulation and
interplay between active and non-active site drug-resistance mutations arising from drug
pressure may cause structural changes, leading to HIV-1 PR variants with altered protein
conformations [19,20]. The alteration in the conformations of HIV-1 PR confers on it
adaptability and flexibility, thus affecting its interaction with different HIV-1 Pls [21,22].
The gain in HIV-1 PR flexibility due to changes in inter-residue connections alter the HIV-1
PI binding landscape, resulting in the inability of HIV-1 PIs to bind firmly in the active
site [23].

In low and middle-income countries, boosted lopinavir (LPV) has been the common
backbone of the second-line ART regimen [24]. The combination of ritonavir-boosted
lopinavir (LPV/r) with nucleoside reverse transcriptase inhibitors (NRTIs) has been a
well-utilized, cost-effective treatment regimen for the management of HIV-1 infection [25].
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However, the development of resistance to an LPV-based regimen affects its use in patient
management. Its continuous use during virological failure may result in significant cross-
resistance to other HIV-1 PIs [24]. The major HIV-1 PI resistance mutations that affect the
efficacy of boosted LPV regimen are V32I, L33F, M461/L, 147V /A, 150V, 154V /T/A/L/M,
L76V, V82A/F/T/S, 184V. and LI9OM [26]. Research shows that the emergence of V32I,
L33F, 147A, 150V, L76V, and 184V under drug pressure during LPV therapy may confer
cross-resistance to DRV [27,28]. Where LPV treatment fails, DRV is an effective salvage
remedy [29] because of its high genetic barrier to drug resistance, making it the preferred
antiviral agent used in numerous HIV-1 treatment plans for therapy-naive and experienced
patients [30]. In addition, DRV’s dual mechanism of action by directly inhibiting HIV-1 PR,
and inhibiting HIV-1 PR dimerization, puts it in a better position as the HIV-1 PI of choice
for salvage therapy [6].

Currently, there is no comparative analysis of the biochemical and structural impli-
cations of this regimen switch in patients harboring multidrug-resistant South African
HIV-1 subtype C PR. This study aims to gain mechanistic insight into the development of
resistance to LPV by drug-resistant HIV-1 subtype C clinical isolates at the point of regimen
switch to DRV, using biochemical and in-silico analysis. This study also seeks to determine
how well DRV would fare in managing patients failing LPV-based therapy when their
treatment regimen is changed. The South African HIV-1 subtype C PR variants studied
harbored major and minor HIV-1 PI drug-resistant mutations (Figure 1). The major PI
mutations are M46I and 154V found in the flap region, L76V located in the central 3-sheet
that forms one of the active site’s borders, the V82A mutation, which is found in the active
site; and the L90M and L33F mutations in the HIV-1 PR hydrophobic core. The minor
drug resistance mutations are L10F located around the fulcrum, and the F53L—a flap
mutation. Research has shown that the most reported major HIV-1 PI resistance mutations
in patients failing second-line therapy in South Africa are 154V, V82A, and M46I [31,32].
Therefore, in this study, we chose mutant HIV-1 PR variants harboring different combina-
tions of the common HIV-1 PI resistance mutations reported in the South African HIV-1
subtype C. This study will improve the available knowledge to develop more efficient
HIV-1 PIs considering the unique characteristics of multidrug-resistant South African HIV-1
subtype C PR.

2. Materials and Methods
2.1. Ethical Approval

This study was approved by the University of KwaZulu-Natal Biomedical Research
Ethics Committee (BREC NO. 413/17).

2.2. Amplification of HIV-1 Protease

Blood samples were obtained from consenting patients failing second-line lopinavir
(LPV) inclusive regimen and switching to darunavir (DRV) treatment from an observational
cohort study in Durban, South Africa. Reverse transcription polymerase chain reaction
(RT-PCR) and nested PCR were used to amplify HIV-1 gag-protease region from plasma
RNA extracted using the QiAmp Viral RNA Kit (Qiagen, Germantown, USA). RT-PCR and
nested PCR conducted as described previously [33].

Briefly, the Superscript III One-Step RT-PCR System with Platinum Taq DNA Poly-
merase (Invitrogen, Carlsbad, CA, USA) was used to perform the RT-PCR using HIV-1
gag—protease specific primers; Gag+1: 5-GAGGAGATCTCTCGACGCAGGAC-3’ as
the forward primer and 3'rvp: 5_GGAGTGTTATATGGATTTTCAGGCCCAATT_3' as
the reverse primer. The PCR conditions were an initial of 55 °C for 30 min to gener-
ate cDNA, followed by a denaturation cycle at 94 °C for 2 min, 35 cycles at 94 °C for
15 s, 55 °C for 30 s and 68 °C for 2 min and final extension at 68 °C for 5 min. Using
the first round PCR products as template, nested PCR was carried out using TaKaRa
Ex Taq HS enzyme kit (Takara, Shiga, Japan) with the following primers Long_fwd:
5_GACTCGGCTTGCTGAAGCGCGCACGGCAAGAGGCGAGGGGCGGCGACTGGTG
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AGTACGCCAAAAATTTTGACTAGCGGAGGCTAGAAGGAGAGAGATGGG_3' and Long rev:
5 _GGCCCAATTTTTGAAATTTTTCCTTCCTTTTCCATTTCTGTACAAATTTCTACTAAT
GCTTTTATTTTTTICTTCTGTCAATGGCCATTGTTTAACTTTTG_3' under the following
PCR conditions: an initial denaturation at 94 °C for 2 min then 40 cycles at 94 °C for 30's,
60 °C for 30 s and 72 °C for 2 min), with a final extension at 72 °C for 7 min.

HIV-1 PR gene was then amplified from the HIV-1 gag-protease PCR product using
the primers pMal_Fwd: 5_CAGCGGCCGCGGAGAAGAAAGACAGGGAACC_3' with a
Not1 restriction site attached to the 5’ and MdfINPR_Rev: 5 TACGAATTCCCTGGCTTTA
ATTTTACTGGTACAG_3' with an EcoR1 restriction site at the 5’ end using the following
PCR conditions: an initial denaturation cycle at 94 °C for 2 min, followed by 30 cycles
at 94 °C for 15 s, 58 °C for 30 s and 72 °C for 45 s, and a final cycle of extension (72 °C
for 7 min). The amplified products were bulked sequenced using the ABI Prism Big Dye
Terminator v3.1 Cycle Sequencing Kit (Applied Biosystems, San Francisco, CA, USA).

2.3. Cloning, Expression and Purification of HIV-1 Protease

HIV-1 PR PCR product and pMAL-c5X expression vector (New England BioLabs,
Ipswich, MA, USA) were both digested using FastDigest restriction enzymes Notl and
EcoR1 (Thermo Scientific, Waltham, MA, USA) and ligated into the pMAL-c5X expression
vector according to the manufacturer’s instructions. The ligation mixture was transformed
to One-shot Top10 competent cells (Invitrogen, Carlsbad, CA, USA), plated, and incubated
in Luria Bertani (LB) ampicillin (100 ng/mL) agar plate overnight at 37 °C. The presence
of HIV-1 PR in clones was confirmed using colony PCR, and the positive clones were
bulked sequenced using the ABI Prism Big Dye Terminator v3.1 Cycle Sequencing Kit.
Plasmid DNA isolated from a single positive clone was then used to transform NEBExpress
Escherichia coli cells (New England BioLabs, Ipswich, MA, USA), cultured on ampicillin
agar plates, and incubated overnight at 37 °C. The colonies were screened for positive
clones using PCR and used for HIV-1 PR expression.

To express and purify HIV-1 PR, a single positive clone was inoculated overnight
in LB ampicillin (100 pg/mL) media at 37 °C and shaking at 230 rpm. Of the overnight
culture 10 mL was inoculated to 1 liter of LB ampicillin media containing glucose (0.2%)
and then induced with 0.3 mM IPTG after 4 h (OD600 = 0.5). The cells were harvested after
3 h by centrifuging at 4000 x g for 20 min and resuspended in 25 mL of buffer A (20 mM
Tris-HCl, pH 7.4, 200 mM NaCl, 1 mM EDTA, 1 mM DTT, and 1 mM azide). The cells were
sonicated (CML-4, Thermo Fisher, CA, USA) in short pulses of 15 s in an ice-water bath,
and the supernatant containing the HIV-1 PR fusion protein was collected by centrifugation
at 20,000x g for 20 min. The MBP tagged HIV-1 PR was then purified using the 5 mL MBP
Trap HP column (GE Healthcare, Piscataway, NJ, USA) according to the manufacturer’s
protocol. The MBP tag was cleaved from the fusion by treating it with factor Xa (New
England BioLabs, Ipswich, MA, USA) followed by dialysis with buffer B (20 mM Tris-HCl
and 25 mM NaCl, pH 8.0) and using the HiTrap Q FF column (GE Healthcare, Piscataway,
NJ, USA). Factor Xa cleavage protease was removed using the HiTrap Benzamidine column
(GE Healthcare, Piscataway, NJ, USA). The expressed HIV-1 PR samples were folded by
diluting 10-fold with buffer C (0.05 M Na-acetate, 5% ethylene glycol, 10% glycerol, and
5 mM DTT, pH 5.5) [34]. For every experiment, fresh protein samples were refolded. The
protein expression and purity were checked by SDS-PAGE [35] at every step, and the
concentration of the protein obtained using absorbance spectroscopy at 280 nm. The free
HIV-1 PR protein was further confirmed using a Western blot.

2.4. Western Blotting to Detect the Presence of HIV-1 PR

The purified HIV-1 samples (200 ng) were loaded into the wells of the SDS-PAGE gel
and allowed to run at 110 V for 45 min. After SDS electrophoresis, the protein bands after
SDS electrophoresis were transferred to the nitrocellulose membrane using the Trans-Blot
Turbo Transfer System (Bio-Rad, Hercules, CA, USA). The nitrocellulose membrane was
blocked in 5% BSA (containing 0.1% Tween 20) for 2 h on a shaker. The 5% BSA was
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discarded, and a 1:1000 dilution of the primary antibody (Anti-HIV protease, EXBIO Praha,
Vestec, Czech Republic) was added to the nitrocellulose membrane, left on the shaker for
1 h, and then stored overnight at 4 °C. The nitrocellulose membrane was then subsequently
washed 5 times in wash buffer (10 x Tris-Buffered Saline (TBS), and a 1:1000 dilution of the
secondary antibody (Anti-Human IgG H&L, HRP, Abcam, United Kingdom)) was added
and placed on the shaker for 2 h. The nitrocellulose membrane was then washed a second
time. The Pierce ECL Western Blotting Substrate (Thermo Fisher Scientific, MA, USA) was
added to the membrane and visualized in a light-sensitive film.

2.5. Enzyme Activity Assay and Inhibition Studies

HIV-1 PR activity was measured by adding a purified enzyme (100-300 nM) to 300 uM
of the chromogenic substrate Lys-Ala-Arg-Val-Nle-p-nitro-Phe-Glu-Ala-Nle amide (Sigma-
Aldrich, St. Louis, MO, USA) dissolved in buffer D (50 mM sodium acetate buffer con-
taining 100 mM NaCl (pH 5.0)) at 37 °C. The change in absorbance upon hydrolysis of the
substrate by HIV-1 PR was monitored, and an extinction coefficient of 1800 M-1 cm-1 at a
wavelength of 300 nm was used to convert the absorbance change to reaction rates [36,37].
The inhibition of HIV-1 PR activity by the inhibitors was studied by measuring the enzyme
activity in the presence of 0-500 nM of LPV and DRYV, using three substrate concentra-
tions: 100, 200, and 300 puM respectively, in buffer D at 37 °C. The data obtained were
analyzed by plotting the reciprocal of substrate hydrolysis against substrate concentration
(Lineweaver-Burk method [38] to determine the Ky, and K,¢) and inhibitor concentration
(Dixon method [39] to determine the K;) respectively. The relative resistance was calculated
by dividing the K; value of the mutant HIV-1 PR variants by the K; value of the wild type
for LPV and DRV respectively.

2.6. Fluorescent Spectroscopy

Fluorescent spectra were recorded as described previously [40] using a PerkinElmer
LS 55 spectrometer with a 1.0 cm quartz cell (PerkinElmer, Waltham, MA, USA) and
connected to a thermostat-controlled bath. This assay utilized the intrinsic tryptophan (Trp)
fluorescence by causing the excitation of the m—n* transition in the tryptophan residues.
Two Trp residues are found at positions 6 and 42 in each monomer of HIV-1 PR. Trp
6 is located close to the active site, and Trp 42 is found close to the flap of the HIV-1
PR. The position of the Trp residues on the enzyme surface makes them good probes
in monitoring changes in the HIV-1 PR tertiary structure [40]. The protein was excited
at 295 nm, and fluorescence measurements were recorded from 300 to 420 nm at room
temperature (25 °C). The excitation and emission slit widths were set at 5 nm, and the
fluorescence spectra were acquired at 500 nm/min. The obtained fluorescence data was
corrected and smoothened by running control samples of the buffer. For the fluorescence
quenching study, 300 nm of HIV-1 PR and varying inhibitor concentration from 10 to
500 nM were used. For every reaction, a new enzyme solution was used. The decrease in
intrinsic Trp fluorescence (Fy—F) at each concentration of inhibitor was fitted to the equation
(Fo—F) = AFmax/ (1 + (Kj/[1]) to determine K; and AFnax values using the Origin(Pro), 2019
(OriginLab Corporation, Northampton, MA, USA). The Stern-Volmer quenching constants
(Ksv) were also calculated by fitting the data into the equation Fy/F = 1 + Ky (Q). The Stern—
Volmer constant reports the accessibility of fluorophores to a quencher and the solvent
accessibility of the fluorophore. Thus, it is an essential tool that can be used to probe the
conformational changes around a fluorophore in proteins [41]. It is also an indication of
the inhibitors” quenching capacity, the higher the K, value, the greater the quenching. The
inner filter effect was corrected by using the formula Fc = Faptilog[(Aex + Aem)/2], where Fe
is the corrected measurement and F is the measured fluorescence intensities, respectively,
Ay is solution absorbance at the excitation, and Ae¢yn emission wavelengths [42].
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2.7. Computational Methods
2.7.1. HIV-1 PR Enzyme and HIV-1 PIs System Preparation and Molecular Docking

The monomeric form of wild type (WT) South African HIV-1 subtype C PR X-ray crys-
tal structure (3U71) was retrieved from the RSCB Protein Data Bank [43] and converted to a
dimeric structure using the UCSF Chimera software [44]. The mutant South African HIV-1
PR (MUT-1, MUT-2, and MUT-3) structures were obtained through homology modeling
performed on the SWISS-MODEL web server. The wild type South African HIV-1 subtype
C PR x-ray crystal structure (3U71) as a template. The structure of FDA-approved protease
inhibitors (PIs) DRV and LPV were obtained from PubChem [45], and the Avogadro soft-
ware package was used to prepare the 3-D structures of the PIs [46]. Molecular docking
was utilized to predict the ligands’ best geometric conformation within the HIV-1 PR active
site. The Autodock Vina Plugin available on Chimera software was used for molecular
docking [44], with default docking parameters. Prior to molecular docking, Gasteiger
charges were added to the HIV-1 PIs; DRV and LPV, also the non-polar hydrogen atoms,
were merged to carbon atoms. The HIV-1 PIs were then docked into the HIV-1 PR binding
pocket and subsequently subjected to molecular dynamic (MD) simulations.

2.7.2. Molecular Dynamic (MD) Simulations

MD simulations were performed using the GPU version provided with the AMBER
18 package. The AMBER 18 package Leap module was used for the addition of Na+ and
Cl- ions to neutralize the system. Atomic partial charges for the ligand were generated
using ANTECHAMBER, by utilizing the restrained electrostatic potential (RESP) and
the general amber force field (GAFF) procedures. The systems were described using the
AMBER {f18SB force field parameters [47]. Amino acid residues of the proteins were
renumbered based on the dimeric form of the enzyme from 1 to 198. All the systems were
suspended implicitly within an orthorhombic box of TIP3P water molecules in such a
manner that all atoms were within 8 A of any box edge. Initial minimization of 2000 steps
with an applied restraint potential of 500 kcal/mol for both solutes was carried out. This
was performed for 1000 steps using the steepest descent method and then followed by
1000 steps of conjugate gradients. In addition, full minimization of 1000 steps was further
performed by the conjugate gradient algorithm without restraint. MD simulation was
performed with gradual heating from 0 to 300 K, executed for 50 ps, such that the systems
maintained a fixed number of atoms and fixed volume as previously described [48]. MD
simulations were performed for 700 ns. Post dynamic analysis was done using CPPTRA]
modules implemented in Amber18 for analysis of the root mean square fluctuation (RMSF),
root mean square deviation (RMSD), solvent accessible surface area (SASA), and radius
of gyration (ROG) as described by [49]. The active site to flap tip distances (Coc D25-150
(chain A) and Cax D25'-150" (chain B)) and the chain A flap tip to chain B flap tip (Cx
150-150") distances for the wild type (WT), and mutant HIV-1 PRs bound to DRV and LPV
was explored. These distances are often used to determine the vertical and horizontal
movement of the HIV-1 PR flap [50,51]. The Origin Pro, 6.0 (OriginLab Corp, Northampton,
MA, USA) data analysis software was used to plot all the graphs [52].

2.7.3. Binding Free Energy Calculations

The binding free energies of the systems were determined using the molecular me-
chanics/generalized born surface area (MM/GBSA) method [53]. Binding free energy was
averaged over 100,000 snapshots extracted from the last 100 ns trajectory. The free binding
energy (AG) was computed for different molecular species (complex, ligand, and receptor)
as described by the equations below [54]:

AGpind = Gcomplex - Greceptor - Gligand 1

AGping = Egas + Gsol -TS ()
Egas = Eint + EVdW + Eele (3)
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Gsa = YSASA ®)

where Eg,; is the gas-phase energy and encompasses the internal energy Ej,; Coulomb
energy Eje and the van der Waals energies E, 4,,. The Egas was determined directly from
the FF14SB force field terms. The solvation free energy, G, is a combination of the
energy contribution from the polar states, Ggp, and the non-polar states, G. The non-polar
solvation energy Gga was determined from the solvent-accessible surface area (SASA),
using a water probe radius of 1.4 A, while the polar solvation, Ggp, was calculated using the
GB equation. S and T respectively indicate the total entropy of the solute and temperature.

3. Results
3.1. Cloning and Expression of HIV-1 PR

The amplified HIV-1 PR PCR product was visualized using agarose (1%) gel elec-
trophoresis (Figure 2A and Figure S1) and confirmed to be approximately 297 base pairs
(bp). The wild type and mutant HIV-1 PR genes were successfully cloned into the pMAL
expression vector fused to the MBP tag. Colony PCR and Sanger sequencing results con-
firmed the amplified HIV-1 PR gene and recombinant colonies containing the variants
of HIV-1 PR. Furthermore, the HIV-1 PR sequences were uploaded onto the HIV drug
resistance database [55] for confirmation of the mutations harbored. The expressed and
purified MBP tagged HIV-1 PR had a molecular weight of approximately 55 kDa (Figure 2B
and Figure S2). After the fusion tag’s cleavage (Figure 2C and Figure S3), the free HIV-1 PR
had an approximate molecular weight of 11 kDa (Figure 2D and Figure S2). The Western
blot confirmation of the expressed HIV-1 PR is shown in Figure 2E (full blot picture in
Figure 54).

A B C
55kDa MBP tag
(43kDa Factor Xa
300 bp HIV-1 PR (i)
(11kDa)
D E 1 3887
;-
1 PR

(11KDa)

Figure 2. PCR amplification, expression, and purification of HIV-1 PR. (A) Amplified HIV-1 PR gene;
DNA marker (Lane A), amplified HIV-1 PR wild type (WT) (Lane 1), amplified mutant HIV-1 PR
variants (Lane 2 = MUT-1, Lane 3 = MUT-2, and Lane 4 = MUT-3). (B) SDS-PAGE showing purified
MBP tagged HIV-1 PR variants: Lane A (protein marker), Lane 1 (WT), Lane 2 (MUT-1), Lane 3
(MUT-2), and Lane 4 (MUT-3). (C) SDS-PAGE showing cleavage products after Factor Xa cleavage of
HIV-1 PR from the MBP tag: Lane 1 (WT), Lane 2 (MUT-1), Lane 3 (MUT-2), and Lane 4 (MUT-3).
(D) SDS-PAGE showing purified HIV-1 PR variants: Lane A (protein marker), Lane 1 (WT), Lane 2
(MUT-1), Lane 3 (MUT-2), and Lane 4 (MUT-3). (E) Western blot picture for the HIV-1 PR variants,
Lane 1 (WT), Lane 2 (MUT-1), Lane 3 (MUT-2), and Lane 4 (MUT-3).
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3.2. Enzyme Activity of Wild Type HIV-1 PR and Mutants

The enzyme activity assay results obtained from the hydrolysis of the chromogenic sub-
strate showed that the wild type (WT) HIV-1 PR had about a 2-fold higher
(Km =37.49 £ 0.63 pM) affinity than the mutant PRs (Kyn for MUT-1 = 67.78 £+ 1.22 uM,
Ky for MUT-2 = 67.46 4+ 1.48 uM, and Ky, for MUT-3 = 70.59 + 1.01 uM) for the chro-
mogenic substrate (Table 1, Figure 3A-D). In addition, the catalytic constant (Kcat) of
the wild type HIV-1 PR (Kcat = 0.79 & 0.11 s~ ') was almost 2-fold higher than the mu-
tants (Keat for MUT-1=0.48 4 0.10 g~ !, Kot for MUT-2 = 0.44 4+ 0.01 5!, and Ky for
MUT-3 =0.39 + 0.01 5~ 1). The higher K, and lower Ke,¢ values for the mutant HIV-1
PR resulted in a lower catalytic efficiency (Kcat/Km) than the WT HIV-1 PR. The catalytic
efficiency (Kcat/Km) of the WT HIV-1 PR (0.021 + 0.003 s~ !uM 1) was markedly higher
than in the mutant variants (K, /Kcat for MUT-1 = 0.0071 + 0.001 g~ 'pM 1, K /Keat for
MUT-2 = 0.0065 =+ 0.001 s~ 'uM ™1, and Kp, /Keat for MUT-3 = 0.0055 + 0.001 g~ 1uM ™).
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Figure 3. (A-D) Enzyme kinetic activity of WT (A) and mutant HIV-1 PR variants (B = MUT-1, C = MUT-2, and D = MUT-3)
was determined following the hydrolysis of the chromogenic synthetic substrate (Lys-Ala-Arg-Val-Nle-p-nitro-Phe-Glu-Ala-
Nle amide). (E-H) The activity of the HIV-1 PR variants (E = WT, F = MUT-1, G = MUT-2, and H = MUT-3) measured in the
presence of 10-500 nM lopinavir (LPV) using three substrate concentration: 100 (), 200 (e), and 300 uM (A) respectively.
(I-L) The activity of the HIV-1 PR variants (I = WT, J = MUT-1, K = MUT-2, and L = MUT-3) measured in the presence of
10-500 nM darunavir (DRV) using three substrate concentration: 100 (M), 200 (e), and 300 uM (A) respectively.
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Table 1. Wild type and mutant HIV-1 PR variants enzyme kinetic parameters (Km, Kcat) and inhibition constant (K;)

calculated using the chromogenic substrate.

Km Kcat Kcai/Km
(M) =) (s 1uM-1) LRV DRV
HIV-1 PR Variants Rel Rel
elative elative
K; (nM) Resistance to LPV Ki (aM) Resistance to DRV

WT 37.49 + 0.63 0.79 £ 0.11 0.021 + 0.003 213 +£0.23 1.00 1.58 +0.11 1.00
MUT-1

M6, 154V, V82A, L10F 67.78 £1.22 0.48 +0.10 0.0071 + 0.001 46.50 £ 0.14 21.83 5.53 £ 0.09 3.50
MUT-2

M4e6l, 154V, L76V, V82A, L33F, 67.46 +1.48 0.44 +0.01 0.0065 + 0.001 52.63 + 0.65 24.71 7.80 + 0.71 4.94

L10F

MUT-3

M46l, 154V, L76V, V82A, 70.59 + 1.01 0.39 + 0.01 0.0055 + 0.001 76.26 £ 0.09 35.80 11.53 +1.09 7.30

L90M, F53L

Relative resistance = K; of mutant/K; of WT.

3.3. Inhibition of Wild Type HIV-1 PR and Mutants by LPV and DRV

The inhibition data for the WT and mutant HIV-1 PR by LPV and DRV are shown in
Table 1 and Figure 3E-H. Both LPV and DRV effectively inhibited the wild type and mutant
proteases. However, it was observed that DRV (K; = 1.58 &+ 0.11 nM) was more potent than
LPV (K; = 2.13 & 0.23 nM) in inhibiting the activity of wild type protease. Both the drugs
showed higher K; values for mutants as compared to the wild type. The K; values for the
inhibition of the mutants by LPV (MUT-1 = 46.50 £ 0.14 nM, MUT-2 = 52.63 & 0.65 nM,
and MUT-3 = 76.26 + 0.09 nM) were about 6-8-fold higher than the K; value for DRV
(MUT-1 = 5.53 £ 0.09 nM, MUT-2 = 7.80 £ 0.71 nM, and MUT-3 = 11.53 £ 1.09 nM).

3.4. Fluorescence Spectroscopy

Fluorescence spectroscopy was used to investigate secondary and tertiary conforma-
tional changes induced in HIV-1 PR due to the binding of the inhibitors LPV and DRV.
The WT and mutant HIV-1 PR variants exhibited maximal fluorescence emission spectra
(Amax) at 351 nm due to the radiative decay associated with the —mt* transition state of
HIV-1 PR Trp residues, indicating that the tryptophan residue environment is hydrophilic
in nature (Figure 4). The intrinsic Trp fluorescence intensity of the mutant HIV-1 PR vari-
ants was increased (14-26%) relative to that of the wild type. A concentration-dependent
tryptophanyl fluorescence quenching was observed upon titration of HIV-1 PR with the
inhibitors LPV and DRV (Figure 5A-D and Figure 6A-D). There was no red or blue shift in
the Amax observed upon increase in the concentration of either of the inhibitors, indicating
that the enzymes’ secondary structures remain intact [40]. In addition, the gradual decrease
in fluorescence intensity of the HIV-1 PR variants observed as a result of the increase in
the concentration of LPV and DRV (Figures 4 and 5A-D) is due to the formation of the
enzyme-inhibitor complex [56].

The calculated K; values for the WT and mutant PRs from the obtained florescence
data are shown in Table 2 and Figures 5 and 6E-H. The WT HIV-1 PR K; value (17.25 nM)
for LPV was found to be about 3-7-fold lower than in the mutant HIV-1 PR variants
(MUT-1 = 54.74 nM, MUT-2 = 79.47 nM, and MUT-3 = 113.16 nM). The WT HIV-1 PR K] value
(8.12nM) for DRV was approximately 3—6-fold lower than the mutants (MUT-1 = 26.34 nM,
MUT-2 = 32.85 nM, and MUT-3 = 44.70 nM). The fluorescence data obtained was also
analyzed to calculate the Stern—Volmer constant (Ksy) by plotting linear Stern—Volmer plots
(Fo/F vs. inhibitor concentrations) (Figures 5 and 6I-L) [57]. It was observed that the Ky
value (Table 2) for the interaction of LPV with the WT (0.02 nM~!) was higher than the
mutant HIV-1 PRs (MUT-1 = 0.004 nM~!, MUT-2 = 0.004 nM !, and MUT-3 = 0.003 nM 1)
and similar results were observed for DRV interaction with the WT (0.03 nM) and mutants
(0.01 nM~1, 0.009 nM~!, and 0.005 nM~! for MUT-1, MUT-2, and MUT-3, respectively
(Table 2).
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Figure 4. Intrinsic tryptophan fluorescent graph for wild type and mutant HIV-1 PR variants.
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Figure 5. (A-D) Intrinsic tryptophan fluorescence quenching using LPV for the WT, MUT-1, MUT-2, and MUT-3 respectively.
(E-H) Change in intrinsic tryptophan fluorescence for determination of K; using LPV for the WT, MUT-1, MUT-2, and
MUT-3 respectively. (I-L) Stern—Volmer plot to determine the quenching constants (Ksy) using LPV for the WT, MUT-1,
MUT-2, and MUT-3 respectively.
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Figure 6. (A-D) Intrinsic tryptophan fluorescence quenching using DRV for the WT, MUT-1, MUT-2, and MUT-3 respectively.
(E-H) Change in intrinsic tryptophan fluorescence for determination of K;j using DRV for the WT, MUT-1, MUT-2, and
MUT-3 respectively. (I-L) Stern—Volmer plot to determine the quenching constants (Kgy) using DRV for the WT, MUT-1,
MUT-2, and MUT-3 respectively.

Table 2. Inhibition constant (K;) and Stern-Volmer quenching constants (Kgy) calculated from

fluorescence quenching assay.

LPV DRV
HIV-1 PR Variant
ariants KoM Koy @M) K@M Ky M)
WT 17.25 0.02 8.12 0.030
MUT-1
V6L, AV VDA, L0 5474 0.004 26.34 0.01
MUT-2
M461, 154V, L76V, V82A, L10F, L33F 79.47 0.004 3285 0.009
MUT-3 113.16 0.003 4470 0.005

M46l, 154V, L76V, V82A, L90M, F53L

3.5. Molecular Dynamic Simulation

3.5.1. Stability of WT, MUT-1, MUT-2, and MUT-3-Inhibitor Complex

The dynamic stability of the MD simulation was evaluated using the root mean square
deviation (RMSD) of backbone carbon atoms of the different HIV-1 PR variants in complex
with LPV and DRV (Figure 7A,B). The lower the RMSD, the more stable the protein complex.
The RMSD for the HIV-1 PR-DRV complexes was relatively stable compared to the HIV-1
PR-LPV complexes. The fluctuation in HIV-1 PR amino acid residues as they interact with
LPV and DRV throughout the trajectory was monitored using root mean square fluctuation
(RMSF) of Ca atoms (Figure 7C,D). This gives an insight into the structural flexibility of
the different regions of the HIV-1 PR variants. Interestingly, marked fluctuation in the flap
residues (residues 45-55/45'-55') of the mutant HIV-1 PR variants in complex with LPV
and DRV was observed compared to the wild type. A similar fluctuation was seen around
the 80’s loop in the mutant HIV-1 PR-LPV complexes.
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Figure 7. (A) Root mean square deviation (RMSD) for WT and mutant HIV-1 PR variants bound to LPV. (B) RMSD for WT
and mutant HIV-1 PR variants bound to DRV. (C) RMSF Figure 1. PR variants bound to LPV. (D) RMSF for WT and mutant
HIV-1 PR variants bound to DRV. (E) Solvent-accessible surface area (SASA) for WT and mutant HIV-1 PR variants bound
to LPV. (F) SASA for WT and mutant HIV-1 PR variants bound to DRV. (G) Radius of gyration (ROG) for WT and mutant
HIV-1 PR variants bound to LPV. (H) ROG for WT and mutant HIV-1 PR variants bound to DRV.

3.5.2. Solvent Exposure and Radius of Gyration of WT and Mutant HIV-1 PRs

This study determined the solvent-accessible surface area (SASA) of WT and different
mutant HIV-1 PRs to LPV and DRV to gain clarity about the hydrophobic core compact-
ness of HIV-1 PR-LPV and DRV complexes. In the HIV-1 PR-LPV complexes (Figure 7E),
the SASA for the WT PR (8620.53 A%) was lower compared to the SASA of the different
mutants (9562.60, 9796.39, and 10,090.94 A2 for MUT-1, MUT-2, and MUT-3 respectively).
Similarly, the mean SASA for the WT-DRV complex (Figure 7F) (8899.49 A?) was lower than
the different mutants (9961.57, 9605.59, and 9786.64 A? for MUT-1, MUT-2, and MUT-3,
respectively). This high SASA in the mutant LPV and DRV HIV-1 PR complexes may be
due to a destabilization of the hydrophobic core. Further confirmation of the instability
and gain in flexibility of the mutant HIV-1 PR variants was obtained from the ROG. There
was an increase in the ROG for the mutants compared to the WT-LPV and DRV complex
(Figure 7G,H). The mean ROG value of the WT HIV-1 PR complexed to LPV (Figure 7G)
was found to be 17.28 + 0.14 A, and 18.39 + 0.38, 18.73 + 0.45, and 18.64 + 0.34 A, respec-
tively, for MUT-1, MUT-2, and MUT-3. In the HIV-1 PR-DRV complexes (Figure 7H), the
mean ROG value for the WT was found to be 16.82 & 0.09A, and 17.94 £+ 0.1, 18.16 & 0.15,
and 18.25 + 0.29 A, respectively, for MUT-1, MUT-2, and MUT-3.

3.5.3. HIV-1 PR Flap Dynamics
Distance between Active Site Residue to Flap Tip Residue

The distance frequency distribution between the Coc D25-150 (chain A) in the WT and
mutant HIV-1 PR-LPV complexes is plotted in Figure 8A, and the highest peak values were
12.01, 7.82, 7.73, and 8.40 A for the WT, MUT-1, MUT-2, and MUT-3, respectively. The
distance frequency distribution between the Ca D25-150 (chain A) in the HIV-1 PR-DRV
complexes is plotted in Figure 8B, and the highest peak values were 11.33, 7.86, 8.0, and
8.8 A for the WT, MUT-1, MUT-2, and MUT-3, respectively. The distance between active
site to flap tip distance for chain B (D25'-150") for the HIV-1 PR-LPV complexes (Figure 8C)
was 11.60, 8.67, 7.87, and 8.53 A for WT, MUT-1, MUT-2, and MUT-3, respectively. The
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frequency distribution of the distance between Cax D25" and 150’ (chain B) for the HIV-1
PR-DRV complexes are shown in Figure 8D. These values were 12.13, 9.73, 9.20, and 8.13 A
for WT, MUT-1, MUT-2, and MUT-3. The results obtained showed the Cx D25-150 and
Co D25'-150' distance distribution for the mutant HIV-1 PRs were significantly narrower
than in the WT for both the DRV and LPV WT complexes, which is an indication that the
presence of these mutations in HIV-1 PR impact the binding of LPV and DRV by causing a
compression of the hydrophobic cavity, thus reducing the active site volume of the mutant
HIV-1 PRs.
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0.050 -1 MUT-2-DRV
MUT-2.LPV 0.045
0045 4 MUT-3-LPV 0.040 ] MUT-3-DRV
s
1 & 0.030
;" 0.030 4 2
S o0.025 ] g 0.025
E- 0.020 g 0.0Z0
o o.015] i 0.015
0.010 ] 0.010
0,005 4 0.005
0.000 0.000
—o0.005 —o.005
2 4 L3 -] 10 12 14 16 18 20 o 2 4 & a 10 12 14 16 18 20
Distance(D25—150)Ca(A) Distance{D25—I150)Ca(A)
0.050 ——— WT-LPV 0.040 ] WT-DRV
0.045 4 MUT-1-LPV } MUT-1-DRV
0.040 ] MUT-2-LPV 0.035 | MUT-2-DRV
- T-3- MUT-3-DRV
0.035 | MuT-3-LPY 0.030
0.030 4 0.025
g g
2 o.o2s g o.020
3 o.0z0
= g oo1s
£ vo1s &
0.010] i o.010
0.005 4 0.005
0.000 - 0.000
—o.003 —0.005
© 2 4 & 8 10 12 14 16 18 20 o 2z a4 & B 10 12 14 16 18 20
Distance(D25'—150")Ca(A) Distance(D25'~ 150" Cu(A)
WT-LPV
0.040 - MUT-1-LPV 0.050 - WT-DRV
MUT-2-LPV 0.045 ] MUT-1-DRV
0.035 1 MUT-3.LPV 0040 MUT-2-DRV
0.030 : MUT-3-DRV
0.025 4
by =
E 0.020 4 g
% 0.015 | z
& o.010] E
0.005 o
0.000
—0.005 T T T T T T T T T 1
o 2 a4 6 8 10 12 14 16 18 20

2 4 [ 8 10 12 14 16 18 20

Dist 150 —150°)CalA
istance( YCalA) Distance(l50 —I150")Ca(A)

Figure 8. (A) Histogram distribution of D25-150 distance for WT and mutant HIV-1 PR variants
interaction with LPV. (B) Histogram distribution of D25-150 distance for WT and mutant HIV-1 PR
variants interaction with DRV. (C) Histogram distribution of D25'-150" distance for WT and mutant
HIV-1 PR variants interaction with LPV. (D) Histogram distribution of D25'-150" distance for WT
and mutant HIV-1 PR variants interaction with DRV. (E) Histogram distribution of 150-150’ distance
for WT and mutant HIV-1 PR variants interaction with LPV. (F) Histogram distribution of 150-150'
distance for WT and mutant HIV-1 PR variants interaction with DRV.

Flap Tip to Flap Tip Distance

This study explored the relative motion of the flap tips; this is the distance between
Ca I50-150'. The distance frequency distribution plot between flap tips in the HIV-1 PR
LPV complexes (Figure 8E) was 8.93, 11.73, 13.33, and 14.53 A for WT, MUT-1, MUT-2,
and MUT-3, respectively, and 7.87, 10.13, 10.40, and 11.73 A for WT, MUT-1, MUT-2, and
MUT-3 respectively for the HIV-1 PR DRV complexes (Figure 8F). The narrower flap tip to
flap tip distance seen between the WT HIV-1 PR-LPV and DRV complexes suggests that
these inhibitors bind tightly. The large distances between flap tips seen in the mutant PRs
indicate open movements in the flap tips and loose binding of these PIs to the mutant HIV-1
PRs. The observed decrease in the Coe D25-150 and Cox D25'-150" distance and increase in
Ca I50-150" in MUT-1, MUT-2, and MUT-3 DRV /LPV complexes agreed with the earlier
observation showing high RMSF around the flap residues (residues 45-55/45'-55") in the
mutant HIV-1 PR-LPV and DRV complexes.
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3.5.4. Structural Comparison of WT and Mutant HIV-1 PR

Structural comparison of the structures of HIV-1 PR WT and mutants, when bound to
LPV and DRYV, is shown in Figure 9 (generated during the last 20 ns of the simulation). It
can be observed that the flaps of the mutant variants (MUT-1, MUT-2, and MUT-3) when
bound to LPV and DRV was in an open conformation compared to the closed conformation
in the wild type. In addition, the overall structures of the mutant versus the wild seem
altered, which may be due to the impact of the mutations, causing a reorganization of the
HIV-1 PR structure. This finding may be associated with the fluctuation in the flap region
seen in the RMSF and the high RMSD observed in the mutant HIV-1 PR variants compared
to the wild type.

WT

MUT-] s MUT-2 MUT-3

Figure 9. Superimposed structure of WT and the different mutants LPV and DRV complexes. (A) Superimposed structure
of the WI-LPV and MUT-1-LPV complex. (B) Superimposed structure of the WI-LPV and MUT-2-LPV complex. (C) Super-
imposed structure of the WT-LPV and MUT-3-LPV complex. (D) Superimposed structure of the WT-DRV and MUT-1-DRV
complex. (E) Superimposed structure of the WI-DRV and MUT-2-DRV complex. (F) Superimposed structure of the WT-DRV
and MUT-3-DRV complex.

3.5.5. HIV-1 PR Binding Profile Calculated from MMGBSA

To determine the impact of the mutations on the HIV-1 PR binding landscape, binding
free energy of LPV and DRV to the WT and mutant HIV-1 PRs was calculated using the
MM-GBSA method (Table 3). The binding energies of LPV (—43.25 kcal/mol) and DRV
(—48.19 kcal/mol) to WT were high compared to the binding energies of these inhibitors
to the different mutant PRs. The binding energies of DRV to the different mutant PRs
(—31.51, —24.43, and —21.58 kcal/mol for MUT-1, MUT-2, and MUT-3, respectively) were
found to be higher than the binding energies of LPV to mutants (—25.39, —26.67, and
—20.28 kcal/mol for MUT-1, MUT-2, and MUT-3, respectively). The increased binding
energy in the HIV-1 PR-DRV complexes may be attributed to the relatively low solvation
energy and increased electrostatic interaction compared to the HIV-1 PR-LPV complexes.
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Table 3. Binding free energies of DRV and LPV to HIV-1 PR variants.

Energy PI WT-DRV MUT-1-DRV MUT-2-DRV MUT-3-DRV
Components

AE LPV —53.35 + 7.97 —34.67 +5.23 —34.46 + 4.39 —32.96 + 8.03
vdw DRV —51.27 + 551 —36.10 = 5.66 —32.46 +5.23 —33.13 + 831

AE LPV ~26.98 + 4.65 —25.89 + 8.30 —24.48 + 5.06 ~25.12 + 621
elec DRV —29.75 + 8.55 —27.32 +7.74 —28.91 + 6.68 —24.38 + 8.30

AG LPV —80.33 + 13.33 —60.56 + 9.64 —58.94 + 8.28 —59.08 + 5.29
gas DRV ~81.02 + 11.63 —65.04 + 1043 —61.37 + 9.80 —57.53 + 14.07

AG LPV 37.08 + 8.12 35.17 + 5.76 35.27 +7.93 38.80 + 6.11
soly DRV 31.83 £ 5.68 34.03 £ 7.17 35.92 + 5.21 35.93 + 7.96

AG. LPV —43.25 +12.30 —2539 +7.76 —23.67 + 4.49 ~20.28 + 5.53
bind DRV —48.19 + 9.28 —31.51 + 6.81 —24.43 + 6.05 —21.58 + 7.58

AEygw = van der Waals free energy; AEcje = electrostatic free energy; AGgas = gas phase Gibbs free energy; AGs,ly = solvation energy.

3.5.6. Hydrogen Bond Interaction Analysis

To further determine the level of interaction and stability between HIV-1 PR-LPV
and DRV complexes, hydrogen bond analysis of the snapshots from the last 20 ns was
analyzed using discovery studio. Table 4 and Figure 10 shows the key hydrogen bond
interactions that were found between LPV and DRV complexes of the WT, MUT-1, MUT-2,
and MUT-3 PRs, respectively. The hydrogen bond distances are also presented in Table 4.
In the HIV-1 PR-LPV complexes, it was observed that the LPV formed hydrogen bonds
with residues ARG 8, ARG 107, ASP 25, and ASP 29 in the wild type. Most of these bonds
were lost in the mutant HIV-1 PR variants. LPV formed hydrogen bonds with ARG 8 and
ILE 50 in the MUT-1-LPV complex, GLY 48 in the MUT-2-LPV complex, and ASP 25 and
GLY 150 in the MUT-3-LPV complex. In the WT-DRV complexes, DRV formed hydrogen
bonds with residues ASP 124, VAL 32, VAL 82, and ILE 149. In the mutant HIV-1 PR-DRV
complexes, fewer hydrogen bonds were formed between the drug and the protein. DRV
formed hydrogen bonds with GLY 48, ILE 50, and PRO 79 in the MUT-1-DRV complex,
ARG 8 and ILE 50 in the MUT-2-DRV complex, and ASP 124, GLY 48, and ILE 50 in the
MUT-3-DRV complex.

Table 4. Key hydrogen bond interactions between active site residues of WT, MUT-1, MUT-2, and MUT-3 with LPV and DRV.

Distance (A)

Hydrogen Bond Interaction

WT-LPV MUT-1-LPV MUT-2-LPV MUT-3-LPV
ARGS8:HH21—LPV:05 2.59 1.93 - -
ARG107:HH12—LPV:03 1.77 - - -
ARG107:HH22—LPV:03 2.57 - - -
ASP25:0D2—LPV:H27 1.95 - - -
ASP25:0D1—LPV:H26 - - - 2.08
ASP29:0D1—LPV:H26 2.02 - - -
ASP29:H—LPV:0OD3 2.04 - - -
GLY 48:H—LPV:02 - - 2.30 -
ILE50:H—LPV:01 - 2.20 - -
GLY 150:H—LPV:04 - - - 1.93
Distance (A)
Hydrogen Bond Interaction
WT-DRV MUT-1-DRV MUT-2-DRV MUT-3-DRV
ARG8:NH1—DRV:02 - - 2.12 -
ASP124:0D2—DRV:H14 2.17 - - -
ASP124:0D2—DRV:H20 1.69 - - -
ASP124:0D2—DRV:H36 - - - 1.82
VAL32:0—DRV:H36 2.65 - - -
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Table 4. Cont.

Hydrogen Bond Interaction

Distance (A)

WT-DRV MUT-1-DRV MUT-2-DRV MUT-3-DRV
GLY 48:H—DRV:06 - 2.73 - -
GLY 48:0—DRV:H14 - - - 191
ILE50:H—DRV: O2 - 2.06 2.04 2.31
PRO79:0—DRV:H36 - 2.03 - -
VALS82:0—DRV:H36 1.78 - - -
ILE 149:H—DRV:07 2.95 - - -

Figure 10. Hydrogen bond interaction of wild type and mutant HIV-1 PR variants with LPV and DRV. The green broken
lines represent the hydrogen bond between amino acid residues of HIV-1 PR and the inhibitors and (A-D) hydrogen bond
interaction of WT, MUT-1, MUT-2, and MUT-3 with LPV, respectively. (E-H) Hydrogen bond interaction of WT, MUT-1,
MUT-2, and MUT-3 with DRV, respectively.

4. Discussion

This study describes the biochemical and structural characteristics of multidrug-
resistant HIV-1 PR, cloned from clinical isolates obtained from patients at the point
of switching from LPV to DRV-based regimen. This study used a prokaryotic host
(Escherichia coli) expression system to express and characterize the HIV-1 PR variants.
The eukaryotic host expression systems (yeast and mammalian cells) have been used
basically to study HIV-1 PR-PI drug susceptibility. However, the Escherichia coli expres-
sion system has been extensively used for functional and structural characterization of
HIV-1 PR (see review [58]). We found that the combination of the mutations harbored
by the mutant HIV-1 PR variants significantly impacted enzyme catalytic activity. The
Keat/ Km progressively decreased with an increase in the number of drug-resistant muta-
tions. Despite the reduced affinity and catalytic efficiency, the mutants could still cleave
the substrate. This can be explained by an earlier study by Prabu-Jeyabalan et al.; these
authors showed that the interaction between the active site residues and the substrate is
relatively conserved even in the presence of mutations, thus favoring substrate cleavage,
but the binding landscape of HIV-1 Pls is altered [59].



Biomolecules 2021, 11, 489

17 of 24

The inhibitory constants (K;) show that the mutations severely affected the K; for both
LPV and DRV (Table 1, Figure 3E-L). In contrast to the progressive decrease observed in the
Kcat/ K, there was a marked increase in the K; associated with an increase in the number
of mutations for LPV and DRV. This interdependence of the K; value on the Kat/Km may
play a role in the altered recognition of HIV-1 PIs and their binding to the active site. The
results of similar studies also show a marked decrease in the catalytic efficiency of the
multidrug-resistant HIV-1 PR variants relative to an increase in the K;j of HIV-1 PIs [60-62].
This indicates the trade-off of catalytic efficiency for decreased inhibitory activity of HIV-
1 PIs may be a means of responding to drug selection pressure, which may confer an
evolutionary advantage on the mutated HIV-1 PR [63]. The error prone nature of HIV-1
replication places HIV-1 under strong selective pressure resulting in the rapid accumulation
of drug resistance mutations [64]. Under selective pressures proteins evolve to become
tolerant to mutations and remain catalytically viable despite the impact the mutations on
their catalytic efficiency [64,65]. The catalytic efficiency of the mutant HIV-1 PR variants
in this study was between 26 and 34% of the WT HIV-1 PR. This result agrees with the
findings of similar studies [62,66]. A study has shown that mutant HIV-1 PR variants with
catalytic efficiency as low as 7% of the WT HIV-1 PR are catalytically viable [62].

The results of this study indicate that both LPV and DRV successfully inhibited the
mutant HIV-1 PR variants. However, a lower dose of DRV was needed to inhibit the HIV-1
PR variants showing the superiority of DRV over LPV. In addition, this finding supports
the switch to a DRV-based regimen after LPV failure. The high resistance to LPV and
intermediate resistance to DRV showed an association with the decreased K.t/ Ky and
increased K; in the mutant HIV-1 PR variants. As has been described in a previous study,
the lower resistance to DRV compared to LPV may be due to the improved design of DRV,
which allows it to fit tightly in the active site, coupled with the increased hydrogen bond
interaction with the HIV-1 PR backbone, conferring on it a high binding affinity for the
active site [67]. In a clinical trial that evaluated the long-term effectiveness of ART, the
results showed that a DRV-based regimen was superior to an LPV-based regimen in both
ART-naive and treatment-experienced patients. The chances of virological failure were
lower for DRV compared to LPV when HIV-1 PI therapy was initiated either as a salvage
regimen or a switching strategy in treatment-experienced patients [68]. Another study also
showed that the use of low dose DRV boosted with ritonavir (RTV) is an efficient switch
option to suppress virological failure in patients failing LPV based treatment [69]. In the
current study, though DRV better inhibited the HIV-1 PR variants than LPV, the relative
resistance (Table 1) to LPV and DRV followed a similar trend. This may be associated
with the similarities in the chemical and structural signatures of the inhibitors, which are
designed to mimic the HIV-1 PR substrate transition state; thus, the evolution of resistance
to HIV-1 PI usually may follow a similar pattern [70]. In addition, most of the mutations
harbored by the mutant HIV-1 PR variants in this study are LPV resistance mutations
except L33F (in MUT-2) and L76V (in MUT-2 and 3). This may have caused the pattern of
resistance to LPV and DRV to be similar, as the presence of more DRV associated mutations
may have changed the dynamics or pattern of resistance to DRV seen in this study.

The K; values obtained in this study followed a similar pattern to those obtained
from other studies. The K; values in this study for the wild type South African HIV-1
subtype C PR (K; = 2.13 + 0.23 nM for LPV and K; = 1.58 + 0.11 nM for DRV) is close
to that reported in a previous study (K = 2.1 & 0.2 nM for LPV and K; =14 £ 0.2 nM
for DRV) [71]. However, there is no other study reporting the kinetic properties of South
African HIV-1 subtype C PR harboring multidrug-resistant mutations and their interaction
with LPV and DRV. Extensive research has been done on the kinetic characterization of HIV-
1 subtype B PR, and the K; values of the wild type and different multidrug-resistant forms
are known. The LPV K; value of the wild-type subtype B HIV-1 PR was approximately
0.02 nM. The multidrug-resistant forms harboring numerous major and minor mutations
showed K; values of 0.44-260 nM [60,72,73]. The DRV K; value for the wild type subtype B
was around 0.005 nM and the multidrug-resistant forms harboring numerous major and
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minor mutations with K;j values ranging from 1.8 to 41 nM [74]. Variation in the affinity of
subtypes B and C HIV-1 PR for PIs has been attributed to the signature polymorphisms
in HIV-1 subtype C. The in vitro characterization of HIV-1 PR has shown that HIV-1 PIs
better inhibit the wild type and mutant forms of HIV-1 subtype B PR compared to HIV-1
PR variants from the subtype C [36,37]. In another study, patients infected with HIV-1
subtype C receiving ritonavir-boosted regimens developed secondary virological failure
within a shorter time compared to patients infected with HIV-1subtype B [75]. This current
study is essential as it addresses the paucity of data regarding the biochemical interaction
of multidrug-resistant South African HIV-1 subtype C PR variants with LPV and DRV,
commonly used in the formulation of salvage regimens.

The findings discussed thus far highlights the broad impact of multidrug-resistant
mutations on the molecular interaction and binding landscape of HIV-1 PR variants with
the substrate, LPV, and DRV. Though this presents a critical picture of the evolution of
resistance to LPV and DRY, it does not address other key factors at the molecular level
that may shape the interaction and binding landscape of LPV and DRV with the HIV-
1 PR variants. As a result, we explored the use of intrinsic Trp fluorescence to assess
conformational changes in the three-dimensional structure of HIV-1 PR variants associated
with these mutations and the binding of LPV and DRV [40,76]. The increased intrinsic
fluorescence emission spectra in the mutant HIV-1 PR variants compared to the wild type in
the absence of an inhibitor (Figure 4) indicates that the Trp residues in the mutant HIV-1 PR
variants are more solvent-exposed. This finding highlights the impact of the drug-resistant
mutations on the tertiary structural changes in the mutant HIV-1 PR variants [4]. The more
solvent-exposed the HIV-1 PR dimer is, the more unstable the enzyme—inhibitor complex
becomes [23]. These changes in the intrinsic HIV-1 PR conformational flexibility associated
with resistance mutations from LPV-induced drug pressure may cause permanent changes
in the HIV-1 PR structure leading to an unfavorable binding landscape to DRV-based
regimen after therapy switch. Research has shown that the resistance mutations selected
during ART introduce conformational changes to the HIV-1 PR structure, leading to the
evolution of HIV-1 PR variants resistant to several HIV-1 PIs since most of these inhibitors
are similar in their chemical nature [77-79]. While the changes in HIV-1 PR structural
conformation selected during a particular PI therapy has been shown to cause cross-
resistance to several PIs, it has not been demonstrated for the switch from LPV to DRV
therapy using HIV-1 PR from clinical isolates.

Further supporting the suggestion that the tertiary structural changes observed in
the mutant HIV-1 PR variants are a product of the drug-resistant mutations harbored is
the results obtained from the calculation of the Ky, value. The low K, values from the
interaction of the mutant HIV-1 PR variants with LPV and DRV compared to the WT
(Table 2) indicate that the structures of the mutant HIV-1 PR variants are in a more open
state rather than in a closed conformational state. This may have emerged from structural
reorganization caused by the mutations harbored, resulting in a less tight binding and
accessibility of Trp residues, thus the resultant low quenching capacity of the inhibitors
observed with the mutant HIV-1 PR variants. This finding is corroborated by the highly
open flap and open protein conformation observed in the molecular dynamic simulation
(Figures 8 and 9). The Ky value also throws more light on the efficiency of LPV and
DRV to inhibit the HIV-1 PR variants. The overall observation from the Ky, value shows
that DRV had a relatively higher quenching capacity than the LPV. This may be due to
the tight-fitting and high binding affinity of DRV to the active site compared to LPV, as
mentioned earlier [67]. This further confirms the superiority of DRV to LPV.

From the preceding discussion, it can be inferred that increased resistance to LPV,
intermediate resistance to DRV, decreased catalytic efficiency, and altered tertiary structure
of HIV-1 PR observed in this study evolved due to the mutations selected from LPV-
induced drug pressure. Earlier studies have shown that intrinsic changes in the HIV-
1 PR conformation associated with the accumulation of drug-resistant mutations may
cause geometric alteration in the HIV-1 PR structure affecting the active site and other
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domains [61,77]. These intrinsic changes may cause sensitization and cross-resistance
to HIV-1 PIs by altering the molecular interaction of the former with the protein during
binding [16,77]. The evolution of these characteristics in proteins is often associated with the
loss of protein stability [80]. The alteration in the HIV-1 PR tertiary structure, observed from
fluorescent spectroscopy results, agreed with the root mean square deviation (RMSD), root
mean square fluctuation (RMSF), the radius of gyration (ROG), and solvent accessibility
area (SASA) results (Figure 7A-H) obtained from the molecular dynamic simulation.

The increased fluctuation in the RMSF (Figure 7C,D) values, the unstable RMSD
(Figure 7A,B) of the mutant HIV-1 PR LPV, and the DRV complexes confirm the intrinsic
conformational instability induced by these drug-resistant mutations. This signifies a
disruption in protein structure, leading to a loss of compactness affecting LPV and DRV
binding. This finding can also be associated with the high SASA (Figure 7E,F) and ROG
(Figure 7G,H) in the mutant HIV-1 PR variants when bound to LPV and DRV. These
results agreed with the findings of a similar study by Chetty et al., which investigated the
impact of multidrug-resistant mutations on the HIV-1 subtype B PR resistance profile and
molecular dynamic characteristics. The authors of this study showed that the accumulation
of multidrug-resistant mutations causes inherent changes in the structures of HIV-1 PR,
resulting in HIV-1 PR variants with increased conformational flexibility and an open
conformation. Thus, causing an increase in the rate of dissociation of PIs bound to the
active site [23]. The increased SASA and ROG of the mutant HIV-1 PR, when bound to LPV
and DRYV in this study, indicate a loss of hydrophobic core compactness, and this has been
shown to modulate the activity of HIV-1 PR and the drug binding landscape [81].

Alteration in the HIV-1 PR hydrophobic core has been proposed as a mechanism by
which mutations distant from the active site cause drug resistance [81]. These mutations
do not interact directly with the inhibitor but cause an alteration in the balance between
substrate recognition and inhibitor binding in a way that favors interaction with the natural
substrate and alters the drug binding landscape [81]. The L76V mutation found in MUT-2
and MUT-3 in this study has been shown previously to confer resistance to several HIV-1
PIs through the local rearrangement of the hydrophobic core [82]. It is also associated
with decreased stability of the HIV-1 PR dimer [82] and emerges during treatment with
an LPV-based regimen [27]. The L76V is also commonly seen in highly mutated HIV-1
PR variants resistant to DRV [83]. The L90M observed in MUT-3 is another mutation
associated with the alteration of the HIV-1 PR hydrophobic core flexibility and decreased
dimer stability. Though this mutation does not make contact with PIs in the active site,
it can cause cross-resistance to most PIs except DRV and tipranavir (TPV) [81,83,84]. The
L90M mutation is not commonly seen in HIV-1 subtype C PR, this mutation may have
evolved from previous exposure of the patients to Pls like nelfinavir (NFV) and saquinavir
(SQV) before treatment with the LPV containing regimen [85]. A comparative analysis of
the genotypic variation in the HIV-1 PR from subtype B and C from laboratory-generated
sequences and publicly available database showed the L90M occur more in HIV-1 subtype
B PR than HIV-1 PR variants from subtype C [86].

The hydrophobic interactions between the hydrophobic amino acid residues in the
core are vital in maintaining the conformational flexibility of all HIV-1 PR regions, including
the flap dynamics. Thus, the hydrophobic core state also modulates HIV-1 PR flap behavior
when binding to HIV-1 PIs [81,87]. This, therefore, shows that the open and increased flap
flexibility (Figure 8A—F) in the mutant HIV-1 PR variant may be a product of the distorted
hydrophobic core, as shown by the increased SASA in addition to the presence of the flap
mutations M46I and 154V present in all the mutants studied. Flap flexibility contributes to
ligand stability in the HIV-1 PR active site and influences the binding affinity of HIV-1 PR
to PIs [88-90]. Therefore, the increased flap flexibility of the mutant HIV-1 PR variants in
this study contributed to the high-level resistance to LPV and intermediate resistance DRV.
The M46I and 154V flap mutations found in the mutants in this study have been shown
in a previous study to be associated with decreased binding affinity of HIV-1 PR to PIs,
even though they are not active site mutations [91]. These mutations, in the presence of
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active site mutations, like V82A and 184V, cause high-level cross-resistance to several HIV-1
PIs [61]. In addition, the F53L mutation in MUT-3, though a minor mutation in the flap, is
associated with the loss of the hydrophobic bond interaction between phenylalanine’s side
chain at position 53 of chain A, with isoleucine at position 50 on the second PR subunit
(chain B). Thus, resulting in a wider gap between the two flaps, keeping the HIV-1 PR
variants in an open conformation [92]. Enzyme kinetics models have been used to show
that HIV-1 PR mutations that distort the balance between a closed and open conformation
to favor an open conformation keep the enzyme catalytically active regardless of a PI in the
active site. This confers high-level resistance on HIV-1 PR to PIs [93].

Analysis of the molecular interaction of the HIV-1 PR variants showed that the reduced
capacity of the LPV and DRV (compared to the wild type) emanates from the loss of
hydrogen bond contacts (Table 4, Figure 10) between the inhibitors and active site residues.
The hydrogen bonds between residues in the HIV-1 PR active site and PIs contribute to the
latter’s tight binding. The loss of these interactions promotes the dissociation of inhibitors
from the enzyme-inhibitor complex and is related to the level of resistance to HIV-1
PIs [51,94]. The loss in hydrogen bonds and changes induced in HIV-1 PR conformations
observed in this study together translate into the low binding energy between the mutant
HIV-1 PR variants with LPV and DRV observed (Table 3). The high binding energy in the
HIV-1 PR-DRV complexes shows that DRV interacted better with the HIV-1 PR variants,
and this may be the reason for the better stability of the HIV-1 PR-DRV complexes. The
presence of the V82A mutation in all the HIV-1 PR mutant variants may have contributed
significantly to the reduced binding affinity of the mutant HIV-1 PR variants to LPV and
DRV. The V82 amino acid residue is located in a region critical to drug and substrate
binding as it makes direct contact with both HIV-1 PIs and substrate. The V82A mutation
is common in patients failing LPV therapy and emerges from the sustained use of LPV
during virological failure [27]. This confers resistance on HIV-1 PR through a structural
shift of residues in the 80’s loop [95]. Taken together these findings, from applying a
multidimensional approach in studying the evolution of drug resistance to LPV and DRV
during ART switch, is critical as it gives an insight into the efficiency of the switch from
LPV and DRV, which is a common practice.

5. Conclusions

This study’s findings provide mechanistic insight into the link between acquired
conformational flexibility, associated with resistance mutations selected during an earlier
treatment, and its impact on the outcome of a therapy switch. The HIV-1 PR structural
changes associated with mutations that emerge due to drug pressure from LPV treatment
during virological failure may shape the DRV binding landscape, affecting the switch to a
DRV-based regimen. Though the drug-resistant HIV-1 PR variants showed intermediate
resistance to DRYV, the latter has proven to be more effective than LPV in inhibiting the
wild type and mutant HIV-1 PR variants. The capacity of DRV to be effective against HIV-1
PR with already altered conformations from earlier LPV treatment makes it the drug of
choice over LPV. This study provides essential information for the development of future
inhibitors to address the impact of the altered binding landscape that evolves from initial
treatments to help achieve long-term virological suppression.

Supplementary Materials: The following are available online at https://www.mdpi.com/2218-2
73X/11/4/489/s1, Figure S1: Unedited gel electrophoresis picture of amplified HIV-1 PR gene,
Figure S2: Unedited SDS-PAGE picture of the purified HIV-1 PR gene and MBP tagged HIV-1 PR,
Figure S3: Unedited SDS-PAGE picture showing cleavage products after Factor Xa cleavage of HIV-1
PR from the MBP tag, Figure S4: Unedited Western blot picture of the HIV-1 PR variants.

Author Contributions: Author Contributions: Conceptualization, S.E., M.L.G., data curation, S.E.,
A K., N.S.,, ML.G,, formal analysis, S.E., AK, N.S.; funding acquisition, M.L.G.; investigation,
S.E., AK, NS, M.L.G, methodology, S.E., AK,, N.S,, M.L.G,, resources, M.L.G.; software, A.K.;
supervision, M.L.G,; validation, S.E., AK.,, N.S.,, M.L.G,; visualization, S.E., AK., N.S.,, M.L.G.; writing


https://www.mdpi.com/2218-273X/11/4/489/s1
https://www.mdpi.com/2218-273X/11/4/489/s1

Biomolecules 2021, 11, 489 21 of 24

of the manuscript, S.E., A.K,, N.S., M.L.G. All authors have read and agreed to the published version
of the manuscript.

Funding: This research was supported by the University of KwaZulu-Natal’s College of Health
Sciences PhD grant.

Institutional Review Board Statement: This study was approved by the University of KwaZulu-
Natal Biomedical Research Ethics Committee (BREC NO. 413/17) and the study was conducted
according to the guidelines of the Declaration of Helsinki.

Informed Consent Statement: This study was carried out on store plasma samples; hence informed
consent was not applicable.

Data Availability Statement: Data is contained within the article and the supplementary material;
further information can be obtained from the corresponding author.

Acknowledgments: The Polio Research Foundation (PRF), South Africa Scholarship to Simeon Eche.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. UNAIDS. Global HIV & AIDS Statistics—2020 Fact Sheet; Joint United Nations Programme on HIV/AIDS: Geneva, Switzerland, 2020.

2. Dwryer-Lindgren, L.; Cork, M.A; Sligar, A.; Steuben, K.M.; Wilson, K.E; Provost, N.R.; Mayala, B.K.; VanderHeide, J.D.; Collison,
M.L.,; Hall, ].B.; et al. Mapping HIV prevalence in sub-Saharan Africa between 2000 and 2017. Nature 2019, 570, 189-193.
[CrossRef]

3. Hodes, R.; Morrell, R. Incursions from the epicentre: Southern theory, social science, and the global HIV research domain. Afr. J.
AIDS Res. 2018, 17, 22-31. [CrossRef]

4. Mosebi, S.; Morris, L.; Dirr, HW.,; Sayed, Y. Active-site mutations in the South African human immunodeficiency virus type 1
subtype C protease have a significant impact on clinical inhibitor binding: Kinetic and thermodynamic study. J. Virol. 2008, 82,
11476-11479. [CrossRef]

5.  Henes, M.; Kosovrasti, K.; Lockbaum, G.J.; Leidner, F.; Nachum, G.S.; Nalivaika, E.A.; Bolon, D.N.A.; Kurt, Y.N.; Schiffer, C.A.;
Whitfield, T.W. Molecular determinants of epistasis in HIV-1 protease: Elucidating the interdependence of L89V and L90M
mutations in resistance. Biochemistry 2019, 58, 3711-3726. [CrossRef]

6.  Aoki, M.; Das, D.; Hayashi, H.; Aoki-Ogata, H.; Takamatsu, Y.; Ghosh, A.K.; Mitsuya, H. Mechanism of darunavir (DRV)’s high
genetic barrier to HIV-1 resistance: A key V321 substitution in protease rarely occurs, but once it occurs, it predisposes HIV-1 to
develop DRV resistance. mBio 2018, 9, e02425-17. [CrossRef]

7.  Grinsztejn, B.; Hughes, M.D,; Ritz, J.; Salata, R.; Mugyenyi, P.; Hogg, E.; Wieclaw, L.; Gross, R.; Godfrey, C.; Cardoso, S.W.; et al.
Third-line antiretroviral therapy in low-income and middle-income countries (ACTG A5288): A prospective strategy study. Lancet
HIV 2019, 6, e588-e600. [CrossRef]

8. Weikl, T.R.; Hemmateenejad, B. Accessory mutations balance the marginal stability of the HIV-1 protease in drug resistance.
Proteins 2019, 88, 476-484. [CrossRef]

9.  Perryman, A.L; Lin, ].H.; McCammon, J.A. HIV-1 protease molecular dynamics of a wild-type and of the V82F/I84V mutant:
Possible contributions to drug resistance and a potental new target site for drugs. Protein Sci. 2004, 13, 1108-1123. [CrossRef]

10. Harte, W.E.; Swaminathan, S.; Mansuri, M.; Martin, ]J.; Rosenberg, I.; Beveridge, D.L. Domain communication in the dynamical
structure of human immunodeficiency virus 1 protease. Proc. Natl. Acad. Sci. USA 1990, 87, 8864-8868. [CrossRef] [PubMed]

11.  Yu, Y,; Wang, J.; Chen, Z.; Wang, G.; Shao, Q.; Shi, ].; Zhu, W. Structural insights into HIV-1 protease flap opening processes and
key intermediates. RSC Adv. 2017, 7, 45121-45128. [CrossRef]

12.  Huang, L.; Chen, C. Understanding HIV-1 protease autoprocessing for novel therapeutic development. Future Med. Chem. 2013,
5,1215-1229. [CrossRef]

13. Henes, M.; Lockbaum, G.J.; Kosovrasti, K.; Leidner, F.; Nachum, G.S.; Nalivaika, E.A.; Lee, S.K.; Spielvogel, E.; Zhou, S.;
Swanstrom, R.; et al. Picomolar to Micromolar: Elucidating the Role of Distal Mutations in HIV-1 Protease in Conferring Drug
Resistance. ACS Chem. Biol. 2019, 14, 2441-2452. [CrossRef]

14. Wu, T.D,; Schiffer, C.A.; Gonzales, M.].; Taylor, ].; Kantor, R.; Chou, S.; Israelski, D.; Zolopa, A.R.; Fessel, W.J.; Shafer, R.W.
Mutation patterns and structural correlates in human immunodeficiency virus type 1 protease following different protease
inhibitor treatments. J. Virol. 2003, 77, 4836—4847. [CrossRef] [PubMed]

15. Johnson, V.A,; Calvez, V.; Glinthard, H.F; Paredes, R.; Pillay, D.; Shafer, R.; Wensing, A.M.; Richman, D.D. 2011 update of the
drug resistance mutations in HIV-1. HIV Med. Top. Antivir. Med. 2010, 18, 156-163.

16. Bastys, T.; Gapsys, V.; Walter, H.; Heger, E.; Doncheva, N.T.; Kaiser, R.; de Groot, B.L.; Kalinina, O.V. Non-active site mutants of
HIV-1 protease influence resistance and sensitisation towards protease inhibitors. Retrovirology 2020, 17, 1-14. [CrossRef]

17. Piana, S.; Carloni, P.; Rothlisberger, U. Drug resistance in HIV-1 protease: Flexibility-assisted mechanism of compensatory

mutations. Protein Sci. 2002, 11, 2393-2402. [CrossRef]


http://doi.org/10.1038/s41586-019-1200-9
http://doi.org/10.2989/16085906.2017.1377267
http://doi.org/10.1128/JVI.00726-08
http://doi.org/10.1021/acs.biochem.9b00446
http://doi.org/10.1128/mBio.02425-17
http://doi.org/10.1016/S2352-3018(19)30146-8
http://doi.org/10.1002/prot.25826
http://doi.org/10.1110/ps.03468904
http://doi.org/10.1073/pnas.87.22.8864
http://www.ncbi.nlm.nih.gov/pubmed/2247458
http://doi.org/10.1039/C7RA09691G
http://doi.org/10.4155/fmc.13.89
http://doi.org/10.1021/acschembio.9b00370
http://doi.org/10.1128/JVI.77.8.4836-4847.2003
http://www.ncbi.nlm.nih.gov/pubmed/12663790
http://doi.org/10.1186/s12977-020-00520-6
http://doi.org/10.1110/ps.0206702

Biomolecules 2021, 11, 489 22 of 24

18.

19.

20.

21.

22.
23.

24.

25.

26.

27.
28.

29.

30.

31.

32.

33.

34.

35.
36.
37.
38.
39.
40.
41.
42.
43.

44.

Chang, M.W.; Torbett, B.E. Accessory mutations maintain stability in drug-resistant HIV-1 protease. J. Mol. Biol. 2011, 410,
756-760. [CrossRef]

de Vera, LM.; Smith, A.N.; Dancel, M.C.; Huang, X.; Dunn, B.M.; Fanucci, G.E. Elucidating a relationship between conformational
sampling and drug resistance in HIV-1 protease. Biochemistry. 2013, 52, 3278-3288. [CrossRef]

Wang, Y.; Dewdney, T.G.; Liu, Z.; Reiter, S.J.; Brunzelle, J.S.; Kovari, I.A.; Kovari, L.C. Higher desolvation energy reduces
molecular recognition in multi-drug resistant HIV-1 protease. Biology 2012, 1, 81-93. [CrossRef]

Oehme, D.P,; Wilson, D.J.; Brownlee, R.T. Effect of Structural Stress on the Flexibility and Adaptability of HIV-1 Protease. J. Chem.
Inf. Model. 2011, 51, 1064-1073. [CrossRef] [PubMed]

Kumar, M.; Hosur, M.V. Adaptability and flexibility of HIV-1 protease. Eur. ]. Biochem. 2003, 270, 1231-1239. [CrossRef]

Chetty, S.; Bhakat, S.; Martin, A.].; Soliman, M.E. Multi-drug resistance profile of PR20 HIV-1 protease is attributed to distorted
conformational and drug binding landscape: Molecular dynamics insights. J. Biomol. Struct. Dyn. 2016, 34, 135-151. [CrossRef]
WHO. Access to Antiretroviral Drugs in Low-and Middle-Income Countries: Technical Report; World Health Organization:
Geneva, Switzerland, 2014; Available online: https://www.who.int/hiv/pub/amds/access-arv-2014/en/ (accessed on
18 December 2020).

Wangpatharawanit, P.; Sungkanuparph, S. Switching lopinavir/ritonavir to atazanavir/ritonavir vs. adding atorvastatin in
HIV-infected patients receiving second-line antiretroviral therapy with hypercholesterolemia: A randomized controlled trial.
Clin. Infect. Dis. 2016, 63, 818-820. [CrossRef]

Wensing, A.M.; Calvez, V.; Ceccherini-Silberstein, F.; Charpentier, C.; Glinthard, H.F,; Paredes, R.; Shafer, R W.; Richman, D.D.
2019 update of the drug resistance mutations in HIV-1. Top Antivir. Med. 2019, 27, 111.

Tang, M.W.; Shafer, R W. HIV-1 antiretroviral resistance. Drugs 2012, 72, e1-25. [CrossRef] [PubMed]

Johnson, V.A,; Brun-Vézinet, F,; Clotet, B.; Glinthard, H.F,; Kuritzkes, D.R.; Pillay, D.; Schapiro, ].M.; Richman, U.D. Update of the
drug resistance mutations in HIV-1: December 2010. Top. HIV Med. 2010, 18, 156-163.

Santos, ].R.; Llibre, ].M.; Imaz, A.; Domingo, P; Iribarren, J.A.; Marifio, A.; Miralles, C.; Galindo, M.].; Ornelas, A.; Moreno, S.;
et al. Mutations in the protease gene associated with virological failure to lopinavir/ritonavir-containing regimens. J. Antimicrob.
Chemother. 2012, 67, 1462-1469. [CrossRef]

Dierynck, I.; De Wit, M.; Gustin, E.; Keuleers, I.; Vandersmissen, J.; Hallenberger, S.; Hertogs, K. Binding kinetics of darunavir to
human immunodeficiency virus type 1 protease explain the potent antiviral activity and high genetic barrier. J. Virol. 2007, 81,
13845-13851. [CrossRef]

Obasa, A.E.; Mikasi, S.G.; Brado, D.; Cloete, R.; Singh, K.; Neogi, U.; Jacobs, G.B. Drug Resistance Mutations Against Protease,
Reverse Transcriptase and Integrase Inhibitors in People Living With HIV-1 Receiving Boosted Protease Inhibitors in South Africa.
Front. Microbiol. 2020, 11, 438. [CrossRef]

Steegen, K.; Bronze, M.; Papathanasopoulos, M.; Van Zyl, G.; Goedhals, D.; Van Vuuren, C.; Macleod, W.; Sanne, I.; Stevens,
W.S.; Carmona, S.C. Prevalence of antiretroviral drug resistance in patients who are not responding to protease inhibitor-based
treatment: Results from the first national survey in South Africa. J. Infect. Dis. 2016, 214, 1826-1830. [CrossRef]

Wright, ] K.; Brumme, Z.L.; Carlson, ].M.; Heckerman, D.; Kadie, C.M.; Brumme, C.J.; Wang, B.; Losina, E.; Miura, T.; Chonco, F;
et al. Gag-protease-mediated replication capacity in HIV-1 subtype C chronic infection: Associations with HLA type and clinical
parameters. J. Virol. 2010, 84, 10820-10831. [CrossRef]

Lockbaum, G.J.; Leidner, E; Rusere, L.N.; Henes, M.; Kosovrasti, K.; Nachum, G.S.; Nalivaika, E.A.; Ali, A.; Yilmaz, N.K.; Schiffer,
C.A. Structural Adaptation of Darunavir Analogues against Primary Mutations in HIV-1 Protease. ACS Infect. Dis. 2019, 5,
316-325. [CrossRef] [PubMed]

Laemmli, U.K. Cleavage of structural proteins during the assembly of the head of bacteriophage T4. Nature 1970, 227, 680—-685.
[CrossRef]

Velazquez-Campoy, A.; Todd, M.].; Vega, S.; Freire, E. Catalytic efficiency and vitality of HIV-1 proteases from African viral
subtypes. Proc. Natl. Acad. Sci. USA 2001, 98, 6062—-6067. [CrossRef]

Velazquez-Campoy, A.; Vega, S.; Freire, E. Amplification of the effects of drug resistance mutations by background polymorphisms
in HIV-1 protease from African subtypes. Biochemistry 2002, 41, 8613-8619. [CrossRef] [PubMed]

Lineweaver, H.; Burk, D. The determination of enzyme dissociation constants. J. Am. Chem. Soc. 1934, 56, 658-666. [CrossRef]
Dixon, M. The determination of enzyme inhibitor constants. Biochem. J. 1953, 55, 170-171. [CrossRef]

Dash, C.; Rao, M. Interactions of a novel inhibitor from an extremophilic Bacillus sp. with HIV-1 protease: Implications for the
mechanism of inactivation. J. Biol. Chem. 2001, 276, 2487-2493. [CrossRef] [PubMed]

Ronda, L.; Pioselli, B.; Catinella, S.; Salomone, E.; Marchetti, M.; Bettati, S. Quenching of tryptophan fluorescence in a highly
scattering solution: Insights on protein localization in a lung surfactant formulation. PLoS ONE 2018, 13, e0201926. [CrossRef]
Lakowicz, J.R. Principles of Fluorescence Spectroscopy; Springer Science & Business Media: Berlin/Heidelberg, Germany, 2013.
Burley, S.K.; Berman, H.M.; Christie, C.; Duarte, ] M.; Feng, Z.; Westbrook, J.; Young, J.; Zardecki, C. RCSB Protein Data Bank:
Sustaining a living digital data resource that enables breakthroughs in scientific research and biomedical education. Protein Sci.
2018, 27, 316-330. [CrossRef]

Yang, Z.; Lasker, K.; Schneidman-Duhovny, D.; Webb, B.; Huang, C.C.; Pettersen, E.F; Goddard, T.D.; Meng, E.C.; Sali, A.; Ferrin,
T.E. UCSF Chimera, MODELLER, and IMP: An integrated modeling system. . Struct. Biol. 2012, 179, 269-278. [CrossRef]


http://doi.org/10.1016/j.jmb.2011.03.038
http://doi.org/10.1021/bi400109d
http://doi.org/10.3390/biology1010081
http://doi.org/10.1021/ci2000677
http://www.ncbi.nlm.nih.gov/pubmed/21500830
http://doi.org/10.1046/j.1432-1033.2003.03483.x
http://doi.org/10.1080/07391102.2015.1018326
https://www.who.int/hiv/pub/amds/access-arv-2014/en/
http://doi.org/10.1093/cid/ciw395
http://doi.org/10.2165/11633630-000000000-00000
http://www.ncbi.nlm.nih.gov/pubmed/22686620
http://doi.org/10.1093/jac/dks080
http://doi.org/10.1128/JVI.01184-07
http://doi.org/10.3389/fmicb.2020.00438
http://doi.org/10.1093/infdis/jiw491
http://doi.org/10.1128/JVI.01084-10
http://doi.org/10.1021/acsinfecdis.8b00336
http://www.ncbi.nlm.nih.gov/pubmed/30543749
http://doi.org/10.1038/227680a0
http://doi.org/10.1073/pnas.111152698
http://doi.org/10.1021/bi020160i
http://www.ncbi.nlm.nih.gov/pubmed/12093278
http://doi.org/10.1021/ja01318a036
http://doi.org/10.1042/bj0550170
http://doi.org/10.1074/jbc.M005662200
http://www.ncbi.nlm.nih.gov/pubmed/11042202
http://doi.org/10.1371/journal.pone.0201926
http://doi.org/10.1002/pro.3331
http://doi.org/10.1016/j.jsb.2011.09.006

Biomolecules 2021, 11, 489 23 of 24

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.
71.

Kim, S.; Thiessen, P.A.; Bolton, E.E.; Chen, J.; Fu, G.; Gindulyte, A.; Han, L.; He, J.; He, S.; Shoemaker, B.A.; et al. PubChem
substance and compound databases. Nucleic Acids Res. 2016, 44, D1202-D1213. [CrossRef]

Hanwell, M.D.; Curtis, D.E.; Lonie, D.C.; Vandermeersch, T.; Zurek, E.; Hutchison, G.R. Avogadro: An advanced semantic
chemical editor, visualization, and analysis platform. J. Cheminform. 2012, 4, 17. [CrossRef] [PubMed]

Nair, P.C.; Miners, ].O. Molecular dynamics simulations: From structure function relationships to drug discovery. Silico Pharmacol.
2014, 2, 4. [CrossRef] [PubMed]

Kehinde, I.; Ramharack, P.; Nlooto, M.; Gordon, M.L. The pharmacokinetic properties of HIV-1 protease inhibitors: A computa-
tional perspective on herbal phytochemicals. Heliyon 2019, 5, e02565. [CrossRef]

Shunmugam, L.; Soliman, M.E. Targeting HCV polymerase: A structural and dynamic perspective into the mechanism of selective
covalent inhibition. RSC Adv. 2018, 8, 42210-42222. [CrossRef]

Karnati, K.R.; Wang, Y. Modelling. Structural and binding insights into HIV-1 protease and P2-ligand interactions through
molecular dynamics simulations, binding free energy and principal component analysis. J. Mol. Graph. Model. 2019, 92, 112-122.
[CrossRef]

Chen, J.; Liang, Z.; Wang, W.; Yi, C.; Zhang, S.; Zhang, Q. Revealing origin of decrease in potency of darunavir and amprenavir
against HIV-2 relative to HIV-1 protease by molecular dynamics simulations. Sci. Rep. 2014, 4, 6872. [CrossRef]

Seifert, E. OriginPro 9.1: Scientific data analysis and graphing software-software review. |. Chem. Inf. Model. 2014, 54, 1552.
[CrossRef]

Ylilauri, M.; Pentikdinen, O.T. MMGBSA as a tool to understand the binding affinities of filamin-peptide interactions. . Chem. Inf.
Model. 2013, 53, 2626-2633. [CrossRef]

Hayes, ].M.; Archontis, G. MM-GB (PB) SA calculations of protein-ligand binding free energy. In Molecular Dynamic-Studies of
Synthetic and Biological Molecules; IntechOpen: Washington, DC, USA, 2012; pp. 171-190.

Shafer, R.W.,; Jung, D.R.; Betts, B.J. Human immunodeficiency virus type 1 reverse transcriptase and protease mutation search
engine for queries. Nat. Med. 2000, 6, 1290-1292. [CrossRef] [PubMed]

Bekale, L.; Chanphai, P; Sanyakamdhorn, S.; Agudelo, D.; Tajmir-Riahi, H. Microscopic and thermodynamic analysis of
PEG-B-lactoglobulin interaction. RSC Adv. 2014, 4, 31084-31093. [CrossRef]

Maseko, S.B.; Padayachee, E.; Govender, T.; Sayed, Y.; Kruger, G.; Maguire, G.E.; Lin, J. I36T1 T mutation in South African subtype
C (C-SA) HIV-1 protease significantly alters protease-drug interactions. Biol. Chem. 2017, 398, 1109-1117. [CrossRef]

Eche, S.; Gordon, M.L. Recombinant expression of HIV-1 protease using soluble fusion tags in Escherichia coli: A vital tool for
functional characterization of HIV-1 protease. Virus Res. 2021, 295, 198289. [CrossRef]

Prabu-Jeyabalan, M.; Nalivaika, E.A.; Romano, K.; Schiffer, C.A. Mechanism of substrate recognition by drug-resistant human
immunodeficiency virus type 1 protease variants revealed by a novel structural intermediate. J. Virol. 2006, 80, 3607-3616.
[CrossRef] [PubMed]

Sagkova, K.G.; Kozisek, M.; Lepsik, M.; Brynda, J.; Rezacova, P; Vaclavikova, J.; Kagan, RM.; Machala, L.; Konvalinka, J.
Enzymatic and structural analysis of the I47A mutation contributing to the reduced susceptibility to HIV protease inhibitor
lopinavir. Protein Sci. 2008, 17, 1555-1564. [CrossRef] [PubMed]

Ohtaka, H.; Schon, A.; Freire, E. Multidrug resistance to HIV-1 protease inhibition requires cooperative coupling between distal
mutations. Biochemistry 2003, 42, 13659-13666. [CrossRef]

Gulnik, S.V,; Suvorov, L.IL; Liu, B.; Yu, B.; Anderson, B.; Mitsuya, H.; Erickson, ].W. Kinetic characterization and cross-resistance
patterns of HIV-1 protease mutants selected under drug pressure. Biochemistry 1995, 34, 9282-9287. [CrossRef]

Fernandez, G.; Clotet, B.; Martinez, M. A. Fitness landscape of human immunodeficiency virus type 1 protease quasispecies. J.
Virol. 2007, 81, 2485-2496. [CrossRef]

Parera, M.; Fernandez, G.; Clotet, B.; Martinez, M.A. HIV-1 protease catalytic efficiency effects caused by random single amino
acid substitutions. Mol. Biol. Evol. 2007, 24, 382-387. [CrossRef]

Guo, B.; Bi, Y. Cloning PCR products: An overview. Methods Mol. Biol. 2002, 192, 111-119. [PubMed]

Lin, Y,; Lin, X.; Hong, L.; Foundling, S.; Heinrikson, R.L.; Thaisrivongs, S.; Leelamanit, W.; Raterman, D.; Shah, M. Effect of point
mutations on the kinetics and the inhibition of human immunodeficiency virus type 1 protease: Relationship to drug resistance.
Biochemistry 1995, 34, 1143-1152. [CrossRef] [PubMed]

Lefebvre, E.; Schiffer, C.A. Resilience to resistance of HIV-1 protease inhibitors: Profile of darunavir. AIDS Rev. 2008, 10, 131.
[PubMed]

Santos, ].R.; Cozzi-Lepri, A.; Phillips, A.; De Wit, S.; Pedersen, C.; Reiss, P; Blaxhult, A.; Lazzarin, A.; Sluzhynska, M.; Orkin, C,;
et al. Long-term effectiveness of recommended boosted protease inhibitor-based antiretroviral therapy in Europe. HIV Med. 2018,
19, 324-338. [CrossRef] [PubMed]

Venter, W.D.; Moorhouse, M.; Sokhela, S.; Serenata, C.; Akpomiemie, G.; Qavi, A.; Mashabane, N.; Arulappan, N.; Sim, ] W,;
Sinxadi, P.Z.; et al. Low-dose ritonavir-boosted darunavir once daily versus ritonavir-boosted lopinavir for participants with
less than 50 HIV RNA copies per mL (WRHI 052): A randomised, open-label, phase 3, non-inferiority trial. Lancet HIV 2019, 6,
e428-e437. [CrossRef]

Lv, Z.; Chu, Y.; Wang, Y. HIV protease inhibitors: A review of molecular selectivity and toxicity. HIV AIDS 2015, 7, 95-104.
Williams, A.; Basson, A.; Achilonu, I.; Dirr, HW.; Morris, L.; Sayed, Y. Double trouble? Gag in conjunction with double insert in
HIV protease contributes to reduced DRV susceptibility. Biochem. J. 2019, 476, 375-384. [CrossRef]


http://doi.org/10.1093/nar/gkv951
http://doi.org/10.1186/1758-2946-4-17
http://www.ncbi.nlm.nih.gov/pubmed/22889332
http://doi.org/10.1186/s40203-014-0004-8
http://www.ncbi.nlm.nih.gov/pubmed/25516823
http://doi.org/10.1016/j.heliyon.2019.e02565
http://doi.org/10.1039/C8RA07346E
http://doi.org/10.1016/j.jmgm.2019.07.008
http://doi.org/10.1038/srep06872
http://doi.org/10.1021/ci500161d
http://doi.org/10.1021/ci4002475
http://doi.org/10.1038/81407
http://www.ncbi.nlm.nih.gov/pubmed/11062545
http://doi.org/10.1039/C4RA03303E
http://doi.org/10.1515/hsz-2017-0107
http://doi.org/10.1016/j.virusres.2020.198289
http://doi.org/10.1128/JVI.80.7.3607-3616.2006
http://www.ncbi.nlm.nih.gov/pubmed/16537628
http://doi.org/10.1110/ps.036079.108
http://www.ncbi.nlm.nih.gov/pubmed/18560011
http://doi.org/10.1021/bi0350405
http://doi.org/10.1021/bi00029a002
http://doi.org/10.1128/JVI.01594-06
http://doi.org/10.1093/molbev/msl168
http://www.ncbi.nlm.nih.gov/pubmed/12494643
http://doi.org/10.1021/bi00004a007
http://www.ncbi.nlm.nih.gov/pubmed/7827064
http://www.ncbi.nlm.nih.gov/pubmed/18820715
http://doi.org/10.1111/hiv.12581
http://www.ncbi.nlm.nih.gov/pubmed/29388732
http://doi.org/10.1016/S2352-3018(19)30081-5
http://doi.org/10.1042/BCJ20180692

Biomolecules 2021, 11, 489 24 of 24

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

Park, ].H.; Sayer, ].M.; Aniana, A.; Yu, X.; Weber, L.T.; Harrison, R.W.; Louis, ]. M. Binding of clinical inhibitors to a model precursor
of a rationally selected multidrug resistant HIV-1 protease is significantly weaker than that to the released mature enzyme.
Biochemistry 2016, 55, 2390-2400. [CrossRef] [PubMed]

Kneller, D.W.; Agniswamy, J.; Harrison, R.W.; Weber, I.T. Highly drug-resistant HIV-1 protease reveals decreased intra-subunit
interactions due to clusters of mutations. FEBS J. 2020, 287, 3235-3254. [CrossRef]

Weber, L.T.; Kneller, D.W.; Wong-Sam, A. Highly resistant HIV-1 proteases and strategies for their inhibition. Future Med. Chem.
2015, 7, 1023-1038. [CrossRef]

Héggblom, A.; Svedhem, V.; Singh, K.; Sonnerborg, A.; Neogi, U. Virological failure in patients with HIV-1 subtype C receiving
antiretroviral therapy: An analysis of a prospective national cohort in Sweden. Lancet HIV 2016, 3, e166—e174. [CrossRef]

Fidy, J.; Laberge, M.; Ullrich, B.; Polgar, L.; Szeltner, Z.; Gallay, J.; Vincent, M. Tryptophan rotamers that report the conformational
dynamics of proteins. Pure Appl. Chem. 2001, 73, 415-419. [CrossRef]

Chen, Z.; Li, Y.; Schock, H.B.; Hall, D.; Chen, E.; Kuo, L.C. Three-dimensional structure of a mutant HIV-1 protease displaying
cross-resistance to all protease inhibitors in clinical trials. J. Biol. Chem. 1995, 270, 21433-21436. [CrossRef]

Schock, H.B.; Garsky, V.M.; Kuo, L.C. Mutational anatomy of an HIV-1 protease variant conferring cross-resistance to protease
inhibitors in clinical trials compensatory modulations of binding and activity. J. Biol. Chem. 1996, 271, 31957-31963. [CrossRef]
van Maarseveen, N.; Boucher, C. Resistance to protease inhibitors. In Antiretroviral Resistance in Clinical Practice; Geretti, A.M., Ed.;
Mediscript: London, UK, 2006; Chapter 3.

Matange, N.; Bodkhe, S.; Patel, M.; Shah, P. Trade-offs with stability modulate innate and mutationally acquired drug resistance
in bacterial dihydrofolate reductase enzymes. Biochem. ]. 2018, 475, 2107-2125. [CrossRef] [PubMed]

Mittal, S.; Cai, Y.; Nalam, M.N.; Bolon, D.N.; Schiffer, C.A. Hydrophobic core flexibility modulates enzyme activity in HIV-1
protease. . Am. Chem. Soc. 2012, 134, 4163—4168. [CrossRef] [PubMed]

Wong-Sam, A.; Wang, Y.F,; Zhang, Y.; Ghosh, A.K,; Harrison, R.W.; Weber, I.T. Drug Resistance Mutation L76V Alters Nonpolar
Interactions at the Flap—Core Interface of HIV-1 Protease. ACS Omega 2018, 3, 12132-12140. [CrossRef]

Ragland, D.A.; Nalivaika, E.A.; Nalam, M.N.; Prachanronarong, K.L.; Cao, H.; Bandaranayake, R.M.; Cai, Y.; Kurt-Yilmaz, N.;
Schiffer, C.A. Drug resistance conferred by mutations outside the active site through alterations in the dynamic and structural
ensemble of HIV-1 protease. . Am. Chem. Soc. 2014, 136, 11956-11963. [CrossRef]

Mahalingam, B.; Wang, Y.E,; Boross, P1.; Tozser, J.; Louis, ].M.; Harrison, R.W.; Weber, L.T. Crystal structures of HIV protease V82A
and L90M mutants reveal changes in the indinavir-binding site. Eur. . Biochem. 2004, 271, 1516-1524. [CrossRef] [PubMed]
Sugiura, W.; Matsuda, Z.; Yokomaku, Y.; Hertogs, K.; Larder, B.; Oishi, T.; Okano, A.; Shiino, T.; Tatsumi, M.; Matsuda, M.; et al.
Interference between D30N and L90M in selection and development of protease inhibitor-resistant human immunodeficiency
virus type 1. Antimicrob. Agents Chemother. 2002, 46, 708-715. [CrossRef] [PubMed]

Grossman, Z.; Vardinon, N.; Chemtob, D.; Alkan, M.L.; Bentwich, Z.; Burke, M.; Gottesman, G.; Istomin, V.; Levi, I.; Maayan, S.;
et al. Genotypic variation of HIV-1 reverse transcriptase and protease: Comparative analysis of clade C and clade B. AIDS 2001,
15, 1453-1460. [CrossRef] [PubMed]

Maphumulo, S.I; Halder, A.K.; Govender, T.; Maseko, S.; Maguire, G.E.; Honarparvar, B.; Kruger, H.G. Exploring the flap
dynamics of the South African HIV subtype C protease in presence of FDA-approved inhibitors: MD study. Chem. Biol. Drug Des.
2018, 92, 1899-1913. [CrossRef] [PubMed]

Halder, A K.; Honarparvar, B. Molecular alteration in drug susceptibility against subtype B and C-SA HIV-1 proteases: MD study.
Struct. Chem. 2019, 30, 1715-1727. [CrossRef]

Huang, X.; Britto, M.D.; Kear-Scott, ].L.; Boone, C.D.; Rocca, J.R.; Simmerling, C.; Mckenna, R.; Bieri, M.; Gooley, PR.; Dunn, B.M.;
et al. The role of select subtype polymorphisms on HIV-1 protease conformational sampling and dynamics. J. Biol. Chem. 2014,
289,17203-17214. [CrossRef]

Mahanti, M.; Bhakat, S.; Nilsson, U.J.; Séderhjelm, P. Flap dynamics in aspartic proteases: A computational perspective. Chem.
Biol. Drug Des. 2016, 88, 159-177. [CrossRef]

Clemente, J.C.; Moose, R.E.; Hemrajani, R.; Whitford, L.R.; Govindasamy, L.; Reutzel, R.; McKenna, R.; Agbandje-McKenna,
M.; Goodenow, M.M.; Dunn, B.M. Comparing the accumulation of active-and nonactive-site mutations in the HIV-1 protease.
Biochemistry 2004, 43, 12141-12151. [CrossRef]

Liu, F; Kovalevsky, A.Y.; Louis, ].M.; Boross, P1.; Wang, Y.F; Harrison, R.W.; Weber, I.T. Mechanism of drug resistance revealed
by the crystal structure of the unliganded HIV-1 protease with F53L mutation. J. Mol. Biol. 2006, 358, 1191-1199. [CrossRef]
Weikl, T.R.; Hemmateenejad, B. Proteomics. How conformational changes can affect catalysis, inhibition and drug resistance of
enzymes with induced-fit binding mechanism such as the HIV-1 protease. Biochim. Biophys. Acta 2013, 1834, 867-873. [CrossRef]
Yu, Y.; Wang, J.; Shao, Q.; Shi, J.; Zhu, W. Effects of drug-resistant mutations on the dynamic properties of HIV-1 protease and
inhibition by Amprenavir and Darunavir. Sci. Rep. 2015, 5, 10517. [CrossRef]

Agniswamy, ].; Kneller, D.W.; Brothers, R.; Wang, Y.F,; Harrison, R.W.; Weber, L.T. Highly Drug-Resistant HIV-1 Protease Mutant
PRS17 Shows Enhanced Binding to Substrate Analogues. ACS Omega 2019, 4, 8707-8719. [CrossRef]


http://doi.org/10.1021/acs.biochem.6b00012
http://www.ncbi.nlm.nih.gov/pubmed/27039930
http://doi.org/10.1111/febs.15207
http://doi.org/10.4155/fmc.15.44
http://doi.org/10.1016/S2352-3018(16)00023-0
http://doi.org/10.1351/pac200173030415
http://doi.org/10.1074/jbc.270.37.21433
http://doi.org/10.1074/jbc.271.50.31957
http://doi.org/10.1042/BCJ20180249
http://www.ncbi.nlm.nih.gov/pubmed/29871875
http://doi.org/10.1021/ja2095766
http://www.ncbi.nlm.nih.gov/pubmed/22295904
http://doi.org/10.1021/acsomega.8b01683
http://doi.org/10.1021/ja504096m
http://doi.org/10.1111/j.1432-1033.2004.04060.x
http://www.ncbi.nlm.nih.gov/pubmed/15066177
http://doi.org/10.1128/AAC.46.3.708-715.2002
http://www.ncbi.nlm.nih.gov/pubmed/11850252
http://doi.org/10.1097/00002030-200108170-00001
http://www.ncbi.nlm.nih.gov/pubmed/11504976
http://doi.org/10.1111/cbdd.13364
http://www.ncbi.nlm.nih.gov/pubmed/30003668
http://doi.org/10.1007/s11224-019-01305-0
http://doi.org/10.1074/jbc.M114.571836
http://doi.org/10.1111/cbdd.12745
http://doi.org/10.1021/bi049459m
http://doi.org/10.1016/j.jmb.2006.02.076
http://doi.org/10.1016/j.bbapap.2013.01.027
http://doi.org/10.1038/srep10517
http://doi.org/10.1021/acsomega.9b00683

	Introduction 
	Materials and Methods 
	Ethical Approval 
	Amplification of HIV-1 Protease 
	Cloning, Expression and Purification of HIV-1 Protease 
	Western Blotting to Detect the Presence of HIV-1 PR 
	Enzyme Activity Assay and Inhibition Studies 
	Fluorescent Spectroscopy 
	Computational Methods 
	HIV-1 PR Enzyme and HIV-1 PIs System Preparation and Molecular Docking 
	Molecular Dynamic (MD) Simulations 
	Binding Free Energy Calculations 


	Results 
	Cloning and Expression of HIV-1 PR 
	Enzyme Activity of Wild Type HIV-1 PR and Mutants 
	Inhibition of Wild Type HIV-1 PR and Mutants by LPV and DRV 
	Fluorescence Spectroscopy 
	Molecular Dynamic Simulation 
	Stability of WT, MUT-1, MUT-2, and MUT-3-Inhibitor Complex 
	Solvent Exposure and Radius of Gyration of WT and Mutant HIV-1 PRs 
	HIV-1 PR Flap Dynamics 
	Structural Comparison of WT and Mutant HIV-1 PR 
	HIV-1 PR Binding Profile Calculated from MMGBSA 
	Hydrogen Bond Interaction Analysis 


	Discussion 
	Conclusions 
	References

