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Identiﬁcation of the minimal conserved structure of HIV-1
protease in the presence and absence of drug pressure
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Objective: To deﬁne the extent of amino acid protease (PR) conservation in vivo in
the absence and presence of pharmacological pressure in a large patient cohort.
Methods: Plasma-derived complete protein PR sequences from a well-deﬁned cohort
of 1096 HIV-1 infected individuals (457 drug-naive and 639 under antiretroviral
therapy including PR-inhibitors) were obtained and analysed, and are discussed in a
structural context.
Results: In naive patients, the PR sequence showed conservation (, 1% variability) in
68 out of 99 (69%) residues. Five large conserved regions were observed, one (P1–P9)
at the N-terminal site, another (E21–V32) comprised the catalytic active-site, a third
(P44–V56) contained the ﬂap, a fourth contained the region G78–N88, and another
(G94–F99) contained the C-terminal site. In PR-inhibitor treated patients, the appearance of mutations primarily associated with drug resistance determined a decrease of
amino acid invariance to 45 out of 99 residues (45% conservation). The overall degree
of enzyme conservation, when compared to the PR sequences in drug-naive patients,
was preserved at the N- and C-terminal regions, whereas the other large conserved
areas decreased to smaller domains containing, respectively, the active-site residues
D25–D29, the tip of the ﬂap G49–G52, and the G78–P81 and G86–R87 turns.
Conclusions: Amino acid conservation in HIV PR can be minimally present in 45
residues out of 99. Identiﬁcation of these invariable residues, with crucial roles in
dimer stability, protein ﬂexibility and catalytic activity, and their mapping on the threedimensional structure of the enzyme will help guide the design of novel resistance& 2004 Lippincott Williams & Wilkins
evading drugs.
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Introduction
The seemingly unlimited generation of new viral
variants is a hallmark of HIV-1 spread among humans
[1–3]. This intrinsic variability is further enhanced by
the selective pressure imposed by pharmacological
treatments, resulting in mutations particularly in the pol
region encoding reverse transcriptase (RT) and protease
(PR) [4–7]. HIV-1 PR is an aspartic protease consisting of two identical 99-amino acid monomers, whose
association is essential for processing the viral gag–pol
polyprotein precursors into mature structural and enzymatic proteins and viral infectivity. As a consequence,
HIV-1 protease inhibitors (PI) are an important class of
potent antiretroviral agents [8–11].
Numerous studies have contributed to our current
knowledge of HIV-1 PR polymorphisms and drugrelated variants [6,12–26]. To date, mutations at 50
residues in the PR sequence have been related to
treatment with one or more experimentally tested PI
[25,27–29]; of these, 22 are involved in resistance
against the six currently approved PI: saquinavir,
ritonavir, indinavir, nelfinavir, amprenavir and lopinavir [27,30]. Most of these studies have focused on the
prevalence of mutations associated with PI resistance.
The alternative perspective of focusing on those amino
acids that are highly conserved has received comparatively little attention and it has been limited to a few
studies, mostly based upon a small number of sequences
[31–33]. Only recently, description of protein conservation and mutational patterns of HIV-1 PR was
obtained from sequences derived from a large group of
both drug-naive and drug-treated patients [25].
Due to the extensive polymorphism and drug-related
variability in HIV-1 PR, a large amount of data will be
required to optimally define the minimal conserved
structure of this enzyme. To facilitate this effort, we
now extend previous observations by comparing viral
PR sequences obtained from a well-defined cohort of
1096 HIV-1 infected individuals. In a further attempt
to define an improved minimal conserved structure of
HIV-PR, we also rationalize our findings in a structural
elaboration, as this understanding is important for the
design of new resistance-evading PI.

in different clinical centres in central Italy. Overall,
drug-treated patients were exposed to a median of two
PI (279 patients to one PI, 201 to two PI, 97 to three
PI, and 62 to four or more PI). Indinavir was used in
63.2% of patients, nelfinavir in 51.8%, saquinavir in
41.9%, ritonavir in 29.4% (with 8% at a low dose as
part of a dual-PI combination), lopinavir in 4.2%, and
amprenavir in 1.1%. At the time of genotypic analysis,
36.9% of patients were under treatment with nelfinavir
(with a median time of 463 days), 23.3% with indinavir
(median time, 718 days), 10.2% with ritonavir (median
time, 278 days), 9.5% with saquinavir (median time,
611 days), 3.8% with lopinavir/ritonavir (median
time, 297 days), and 0.8% with amprenavir (median
time, 316 days).
HIV-subtype analysis showed that 18 out of 457 (3.9%)
drug-naive patients carried non-clade B pol subtypes
(F, four; A, two; C, one; G, one; recombinant
subtypes, ten). Similarly, 20 out of 639 PI-treated
patients (3.1%) carried non-clade B pol subtypes (F, six;
C, two; G, one; D, one; recombinant subtypes, ten).

HIV sequencing
HIV genotype analysis was performed on plasma
samples by means of a commercially available HIV
genotyping kit (the ViroSeq HIV-1 Genotyping System, AB [Celera Diagnostics/Abbott Molecular Diagnostics, Roma, Italy]). In brief, RNA was extracted,
retrotranscribed by murine leukaemia virus RT, and
amplified with amplitaq-Gold polymerase enzyme by
using two different sequence-specific primers for 40
cycles [20,21]. Pol amplified products (containing the
entire PR and the first 320 amino acids of the RT
open reading frame) were sequenced full-length in
both the sense and antisense orientations by using seven
different overlapping sequence-specific primers and an
automated sequencer (ABI 3100 [Applied Biosystems,
Foster City, CA, USA]) [20,21]. For each individual,
the quality endpoint was ensured by a coverage of the
entire PR sequence by at least three sequence segments. Sequences having a mixture of wild-type and
mutant residues at single positions were considered to
have a mutation at that position. When the mixture
was between two different mutations, both mutations
were considered and reported (see Fig. 2).
The majority of nucleotide sequences of drug-naive
patients have already been submitted to GenBank [21];
the others are in the process of being submitted.

Materials and methods
Patients
The study included 457 patients naive for antiretroviral
drugs and 639 patients failing highly active antiretroviral therapy (HAART) regimens containing at least one
PI, and who where enrolled either in the Italian
Cohort of Antiretroviral Naive patients (I.CO.N.A.) or

Mutations
Consensus B was used as a reference strain for the
definition of mutations. All mutations associated (by in
vitro or in vivo studies) with resistance to PI currently
discovered [27,30], as well as mutations not yet
associated with drug resistance, were analysed. All 99
amino acids of PR were screened in both drug-naive
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and PI-treated patients, and the frequency of mutations
was calculated and statistically compared using the chisquare test (based on a 2 3 2 contingency table
containing the numbers of isolates from untreated and
treated persons, and the number of isolates with and
without mutations).

frequency rate using the Swiss PDB viewer v.3.7
software [35] and the x-ray coordinates deposited in
the Protein Data Bank (PDB; http://www.rcsb.org/
PDB/) with code 1HIH [36].

Amino acids/regions not mutated or mutated with
< 1% prevalence over each cohort of patients (drugnaive or treated) were defined as conserved. Conservative and non-conservative amino acid substitutions
were recognized according to ClustalW [34].

Results

Structural analysis
To facilitate visualization of HIV-PR conservation, in
both naive and treated patients, all amino acids were
mapped onto a three-dimensional representation of the
enzyme and colour-coded according to their mutation

Degree of conservation of HIV-1 PR
HIV-1 PR conservation in vivo both in the absence and
presence of PI pressure was assessed by evaluating the
entire protein sequences derived from 457 drug-naive
and 639 HAART–PI-treated patients.
The analysis of sequences from drug-naive patients
showed conservation (< 1% variability) in 68 out of 99
amino acids (69% overall conservation) (Fig. 1). Some
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Fig. 1. Conserved regions of HIV-1 PR in drug-naive and drug-treated HIV-1 infected patients. The amino acid sequence of
HIV-1 PR (99 amino acids) of clade B consensus (shown as a reference) is coloured according to the frequency rate of mutations
observed in plasma samples from 457 drug-naive and 639 PI-treated patients. Conserved domains or stretches of amino acids
are boxed. The bar indicates the frequency rate of mutations (%) relative to the colours used in the ﬁgure.
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invariant residues were scattered (V11, E34, L38, G40,
W42, Y59, I66, G68), while others clustered to form
discrete conserved domains, that varied in size between
the untreated and treated groups (Fig. 1, boxed areas).
Five large non-contiguous conserved PR regions were
defined in the naive patients’ group. For the most part,
these contain functionally important domains, such as
the N and C termini involved in dimerization (P1–P9;
G94–F99), the active-site region (E21–V32), the flap
(P44–V56), and the G78–N88 region (Fig. 1). In
addition, three small conserved stretches of two to four
amino acids each (G17–Q18, G73–L76, L90–Q92)
were observed.
The analysis of PR protein sequences from drugtreated patients showed a different picture, characterized by a substantial decrease of amino acid
conservation, mainly (but not exclusively) due to the
emergence of major and minor PI resistance mutations
(Fig. 1). Conserved amino acids were observed at 45
out of 99 residues (45% of conservation versus 69% in
naive patients), and several of them clustered in discrete
areas. Compared to drug-naive patients, the degree of
conservation in drug-treated patients was identical at
the N- (P1–P9) and C-terminal (G94–F99) regions,
with the exception of residue C95, for which the
variation frequency increased from 0.6% to 2.7%. All
the other large conserved areas (E21–V32, P44–V56,
G78–N88) shrank to smaller domains containing,
respectively, the active-site residues D25–D29, the tip
of the flap G49–G52, and the G78–P81 and G86–
R87 turns. The three small conserved stretches (G17–
Q18, G73–L76, and L90–Q92) disappeared, leaving
only a few and scattered highly-conserved amino acids
(maximally two in one case).

Pattern of HIV-1 PR mutations
Several PR polymorphisms were present in drug-naive
patients. Among 31 variable residues, 23 were mutated
in . 5% of drug-naive patients and three of them
(N37, L63, and H69) were highly variable (substituted
in . 25%) (Fig. 1). Polymorphic changes included
several known compensatory PI-resistance mutations,
such as L10I, M36I, N37D, L63P, A71T, V77I, L89M,
I93L (Fig. 2). By contrast, the frequency of all major
drug-resistance mutations was consistently < 1%.
The development of drug resistance during therapy
failure resulted in a general increase of mutations in the
PR from PI-treated patients, with 40 out of 99 residues

found mutated in . 5% of patients (compared to 23 in
drug-naive patients), of which 14 were highly variable
(substituted in . 25%) (Fig. 1). Statistically significant
differences (with ÷2 test; P , 0.05) in the frequency of
variability between drug-naive and PI-treated patients
were found at 38 out of 99 residues (shown in boldface
type in Fig. 2). At these 38 positions we observed some
classical PI resistance associated mutations, two substitutions not yet linked to PI treatment (T12 and
Q61) and 14 substitutions that have been only recently
linked to PI treatment (A22, E34, E35, K43, K45,
K55, Q58, I62, I66, I72, T74, I85, Q92, C95) [25].
The frequency of variability at these 38 residues was
increased in the group of PI-treated patients, with a
single exception at position T12, where mutability
decreased from 18.2% in the drug-naive group to
13.6% in the PI-treated group (P ¼ 0.049).
Some unusual changes at resistance-associated sites
(K20I, K20T), as well as changes at residues not yet
associated with resistance to any known PI (E35D,
K43T, K45R, K55R, Q58E, Q61H, I62V, I72T,
T74S, I85V, Q92K, C95F), had a significantly increased representation (P , 0.05 to , 0.001) in treated
patients. In contrast, the rate of amino acid substitutions
at few sites was significantly (P , 0.01) diminished in
treated patients as compared to drug-naive patients.
Among these, the T12A mutation decreased from 4.8
to 1.4%, the L63Q mutation from 4.2 to 1.1%, L63S
from 6.1 to 3.3% and H69N from 12 to 7.4%.
However the prevalence of wild-type alleles at positions 63 and 69 was not increased in treated patients,
while at position 12 the wild-type allele showed
increased frequency (Fig. 2).
It is interesting to note that all of the most frequent
amino acid mutations, both in naive and in treated
patients, are conservative in terms of charge/polarity.
Few exceptions are at residues 63 (L63P, . 25%;
L63S/T/Q, 3–6%), 16 (G16E, . 4%), 72 (I72T,
. 3%), and 20 (K20I, 2.4% in naive patients; K20I/M/
T, 3–7% in PI-treated patients). The following nonconservative mutations are found only in the treated
patients’ group: G73S (. 13%), G48V (4.7%) and
C95F (2.3%).

Structural model of the minimal conserved areas
of HIV-1 PR
The PR from naive patients retains the overall structure
of the active-site that is seen in the wild-type enzyme.

Fig. 2. Polymorphisms and mutations in HIV-1 PR from drug-naive and PI-treated patients. Amino acid sequence mutations in
plasma samples of HIV-1 PR from 457 drug-naive and 639 drug-treated patients are reported. The clade B consensus sequence is
shown as a reference. Residues associated with PI-treatment by previous in vitro or in vivo studies [25,27,29] are underlined.
Residues whose wild-type prevalence differs signiﬁcantly (P , 0.05) between naive and treated patients are shown in boldface
type. The predominant mutation for each position is given closest to the reference. Mutations are represented by one-letter
amino acid symbols and are numbered.
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All of the residues that make up the substrate-binding
S1, S2 and S3 pockets (R8, L23, D25, G27–D30,
V32, I47–I50, L76, T80–V82, I84) and that are
involved in dimer interface stabilization (L5, T26, I50,
R87, T91, T96–F99) [37–39] are fully conserved

(a)

(Fig. 3). Amino acid conservation is also large at the Nand C-terminal domains which are involved in âstrand formation and monomer association. In contrast,
mutated residues appear to be located in peripheral
areas of the enzyme, far from the active-site region,

Naive patients

Treated patients

(b)
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10–25%
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Binding site S1: R8, L23, D25, G27, G48-I50,T80-V82
Binding site S2: A28-D30, V32, I47, G49-I50, L76, I84
Binding site S3: R8, L23, D29, G48-G49, T81-V82
Dimer interface Di: L5, T26, I50, R87, T91, T96-F99

Fig. 3. Conservation and mutations on the molecular surface of HIV-1 PR. Van der Waals’ molecular surfaces of the HIV-1 PR
crystal structure [as found in its complex with indinavir (shown as sticks), PDB code 1HIH], in which patches have been
coloured according to the mutation frequency rate of the corresponding amino acid as observed in 457 drug-naive (left) and 639
drug-treated (right) patients. Black labels have been added to identify common polymorphisms and drug-treatment-associated
mutations, whereas white labels have been added to identify conserved residues. (a) Molecular surfaces of PR dimer. (b)
Molecular surfaces of one PR monomer showing all residues at the interface between the two subunits involved in dimerization
and active site cavity formation.
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and are not widely dispersed over the protein structure.
Most are located in loops that expose the side chains to
the solvent, suggesting that polymorphism may be
selected also by cellular factors possibly interacting with
viral proteins [11].
The coloured surface model of the PR from drugtreated patients, on the other hand, shows a patchwork
pattern representing a mosaic of mutations that reflects
the enzyme’s ability to evolve in the presence of drug
pressure. The overall surface is more ‘patchy’ compared
to that of the naive patients’ model, although a
conserved region (blue) is present along the medianline, representing a stretch that is essential for dimer
formation and stabilization (Fig. 3a). Many variable
residues are displayed in peripheral areas that are widely
dispersed over the protein structure. In contrast to what
is observed in naive patients, the binding cavity displays
a high and variable occurrence of mutations at positions
30, 32, 48, 82 and 84 (Fig. 3b), which are all found
lining the walls of the substrate/inhibitor-binding site.
Finally, it is noteworthy that a low mutational rate
(around 5%) is present in our cohort of treated patients
in regions found to be conserved in naive patients.
These areas (around the active site and the substrate/
inhibitor-binding site) are typically highly associated to
resistance to specific PI [27]. The frequency of the
L24I mutation (specific for indinavir, lopinavir/ritonavir and atazanavir), L33F mutation (specific for ritonavir, lopinavir/ritonavir, atazanavir and tipranavir), as
well as V32I (multi-PI resistance mutation) and G48V
(specific for saquinavir) are low. Indeed the frequency
of these mutations in our study is much lower than
expected, when considering the adequate pharmacological exposure of the patients’ cohort (63.2% indinavir, 41.9% saquinavir, 29.4% lopinavir, 4.2% lopinavir/
ritonavir).

Discussion
The present study presents an improved definition of
the minimal unchanged areas of HIV-1 PR that might
be essential for the preservation of a stable and
functional enzyme and therefore represent target sites
in the design of novel resistance-evading drugs.
Five large conserved regions are identified in the
enzyme structure derived from the drug-naive patients.
These areas contain mainly important functional domains of the PR, such as the N and C termini, that are
crucial for dimerization (1–9; 94–99), the active site
(21–32), the flap (44–56), and the 78–88 region.
Overall, these results have consistency with a first
analysis conducted upon 20 different isolates [30], and
other subsequent studies [17,18,22,31], as well as with

the recent paper of Wu et al. [25]. Despite general
agreement, we found slight differences in the rate of
conservation at a few residues (e.g., 89, where a higher
residue variability was observed in our cohort when
compared to the results of the study by Wu et al. [25],
6.3% vs. , 1%). The different mutational pattern of
the drug-naive patients PR between studies can probably be related to the limited number of patients
analysed in some reports [18,30,31], to the circulation
of distinct viruses in different geographic areas, and to
patients’ characteristics.
In PI-experienced patients, several conserved residues
clustered in small blocks, suggesting that participation
of consecutive residues in structural domains is required
for cooperative function and sustainability of enzyme
activity. Amino acid conservation was almost complete
in both N and C termini, but decreased dramatically in
the other large areas, leading to shrunken minimal
domains for the D25–D29 active-site, the top of the
flap G49–G52, and the G78–P81 and G86–R87 turns.
This conservation pattern has similarity to that reported
by Wu et al. [25], and the few discrepancies at residues
11, 50, 79, and 83, where variability was in the range
of 1–4%, can be attributed mainly to the different PI
regimens within the two patient cohorts. Clearly, and
not surprisingly, drug pressure influences the ability of
PR to harbour mutations in the binding site (D30,
V32, I47, I84, V82). These mutations play a role in
increasing the Ki of different inhibitors used in
HAART [11,32,40], whereas in the absence of drug
pressure the residues lining the binding cavity are fully
conserved. This agrees with the evidence that pharmacologically selected mutations around the PR active site
are allowed if compensated by the presence of other
mutations that tend to restore a good overall catalytic
efficiency [41,42].
Overall, the invariant residues found in vivo are important for catalytic activity (D25–D29), structural
stability of each monomer (L38 and Y59), substrate
recognition (A28, I50, and P81) [43], and dimer
stabilization [37,38]: L5 and T96–F99 (at the N and C
termini, respectively), R8, T26–G27 and D29 (at the
base of the active-site), G49–G51 (at the tip of the
flap), R87, and T91. In this respect, we note the
existence of a dual interaction (hydrophobic and
hydrogen bond) between Y59 and L38 in each subunit
that is likely to be important for monomer stabilization.
Additionally, residues P1, I3, L5, and C95–F99, which
have been shown to contribute close to 75% of the
total free energy of dimerization [44], are found here to
be invariant, with the only possible exception of C95,
which was mutated in few PI-treated patients (2.7%).
This result supports previous evidence, based on
thermodynamic analysis, claiming that most of the
dimerization energy is provided by the interface and
that the isolated monomers are intrinsically unstable
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[44]. Regarding the amino acid type present at invariant sites, it is noteworthy that, with the exception of
G16 and the resistance-associated G48 and G73, all
other glycines and all prolines are highly conserved.
These data confirm a definitive structural role for these
residues, which provide (to a larger extent than other
amino acids) increased flexibility or rigidity, respectively. In addition, the overall trend of introducing
conservative substitutions highlights the preference of
several small changes (isolated or in combination) over
a single dramatic substitution in the development of
drug resistance.
Finally, it should be noted that many of the invariant
residues detected in our work (L5, D25–D29, G40,
G49, G52, V56, Y59, G68, V75–L76, G78, T80–P81,
N83, G86–R87, L97) have been previously shown to
be exquisitely sensitive to mutation by mutagenesis
studies [45], thus confirming their key role and the
necessity for their conservation. In contrast, the fact
that some amino acids, E65, N83 and L90, which seem
sensitive to mutation in vitro [45] and are found mutated
in vivo by us and/or others, emphasizes the value of in
vivo confirmation of previous in vitro observations, as
well as the need to collect a large amount of in vivo data
in order to be able to optimally define the minimal
degree of conservation of this enzyme.
Some of the mutations observed in this study are the
result of pharmacological pressure imposed by the drug
regimens utilized. It can be argued that other regimens
or new drugs might cause the appearance of mutations
in PR regions found unchanged in our cohort of
treated patients. This might be the case for invariant
residues 8, 11, 28, 50, 79 and 91, which have been
rarely found mutated within viral populations under
different pharmacological regimens [25,46–51]. A recent report, however, suggests that the large majority
of the new mutations described for the new drugs in
current clinical development, such as tipranavir or
atazanavir, typically develop in residues that have been
previously associated to resistance to other PI [27].
Moreover, the importance of conserving this core
enzyme structure is confirmed by the observation that
selected changes in the minimal conserved structure
under different selection pressures (e.g., I50V/L) are
also quite detrimental for the enzymatic function and
thus a high price would be paid in terms of viral
fitness.
In conclusion, we present a three-dimensional model
of HIV-PR conservation that identifies areas that are
highly relevant for dimer stability, substrate recognition, and catalytic activity. Determining the biochemical and biophysical properties of enzymes with
mutations in these invariant regions will clarify their
effective role in the preservation of a stable and
functional enzyme. Utilization of the definition of

these minimal invariant areas should aid the design of
inhibitors and could lead to novel PR-directed resistance-evading drugs.
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