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a b s t r a c t

Here we report the X-ray structures of chemically synthesized HIV-1 protease and the inactive
[D25N]HIV-1 protease complexed with the ketomethylene isostere inhibitor Ac–Thr–Ile–Nlew[CO–
CH2]Nle–Gln–Arg.amide at 1.4 and 1.8 Å resolution, respectively. In complex with the active enzyme,
the keto-group was found to be converted into the hydrated gem-diol, while the structure of the complex
with the inactive D25N enzyme revealed an intact keto-group. These data support the general acid–gen-
eral base mechanism for HIV-1 protease catalysis.

� 2008 Elsevier Ltd. All rights reserved.

Three distinctly different chemical mechanisms have been pro-
posed for catalysis of peptide bond cleavage by aspartic proteases.
In the first one, a nucleophilic aspartic acid side chain carboxylate
attacks the carbonyl-group of the peptide bond, forming a covalent
enzyme-substrate tetrahedral intermediate, followed by expulsion
of the amine component.1 Second, is the general acid–general base
mechanism, where one catalytic aspartate side chain carboxylate
(COO�) acts as a general base to remove a proton from the water
molecule nucleophile, while another aspartic acid side chain car-
boxyl (COOH) general acid donates a proton to the carbonyl oxygen
atom of the scissile peptide bond.2,3 In the third ‘kinetic isomech-
anism’, a 10-membered cyclic structure is formed, involving the
two aspartic acid side chain carboxyl groups (COO�), with a proton
between them, and the water molecule nucleophile; this mecha-
nism allows for energy-inexpensive proton shuffling within the
cyclic structure along the reaction coordinate.4 The last two mech-
anisms also invoke a low-barrier hydrogen bond (LBHB); in the
general acid–general base mechanism the LBHB would stabilize

the transition state,5,6 while in the kinetic isomechanism it allows
for hydrogen tunneling.4

X-ray structures of aspartic protease enzymes cocrystallized
with inhibitors that are available in the Protein Data Bank do not
contain the lytic water molecule. Thus, the hypothesis that the lytic
water is not initially present in the active site and that catalysis oc-
curs via a covalent enzyme-substrate tetrahedral intermediate
cannot be ruled out. A ketomethylene isostere, in which the scissile
peptide bond [C(O)NH] is substituted by a w[C(O)CH2] linkage, is
the most suitable substrate surrogate to test the ‘covalent interme-
diate’ hypothesis. If a water molecule is initially present in the ac-
tive site, then the active enzyme should catalyze the hydration of
the keto group to form the gem-diol; on the other hand, direct
nucleophilic attack by an ionized aspartic acid side chain would
lead to a covalent adduct with the inhibitor that would be readily
observed by X-ray crystallography.

Chemical synthesis of substrate-derived ketomethylene inhibi-
tors and their tight binding to HIV-1 protease was reported previ-
ously (IC50 down to 4.6 nM).7 We have reproduced the chemical
synthesis for the selected ketomethylene isostere (IC50 6.3 nM,7

mimicking the p2/NC cleavage site) and cocrystallized the result-
ing substrate-derived inhibitor with wild-type HIV-1 protease
(based on the SF2 isolate) and with the inactive [D25N]HIV-1 pro-
tease analogue.

Total chemical synthesis of the HIV-1 protease8 was based on a
two segment native chemical ligation (Fig. 1a).9 Both segments
were prepared by in situ neutralization Boc chemistry SPPS,10

0960-894X/$ - see front matter � 2008 Elsevier Ltd. All rights reserved.
doi:10.1016/S0960-894X(08)01314-0

q A publisher’s error resulted in this article appearing in the wrong issue. The
article is reprinted here for the reader’s convenience and for the continuity of this
special issue. Anyone wishing to cite this article should use the details of the
original publication [Torbeev, V.Y., Mandal, K. Terechko, V.A., Kent, S.B.H., 2008.
Crystal structure of chemically synthesized HIV-1 protease and a ketomethylene
isostere inhibitor based on the p2/NC cleavage site. Bioorg. Med. Chem. Lett. 18,
4554-4557, doi:10.1016/j.bmcl.2008.07.039].

* Corresponding author. Fax: +1 773 702 0439.
E-mail address: torbeev@uchicago.edu (V.Yu. Torbeev).

Bioorganic & Medicinal Chemistry Letters 18 (2008) 6012–6015

Contents lists available at ScienceDirect

Bioorganic & Medicinal Chemistry Letters

journal homepage: www.elsevier .com/ locate/bmcl

mailto:torbeev@uchicago.edu
http://www.sciencedirect.com/science/journal/0960894X
http://www.elsevier.com/locate/bmcl


and after ligation the Cys41 residue at the ligation site was alkyl-
ated with 2-bromoacetamide to form a w-homo-Gln41 residue.
After removal of the formyl groups from Trp6 and Trp42, the (1-
99)-polypeptide was purified by reverse-phase HPLC and folded
by two-step dialysis to form fully active enzyme (kcat

23.4 ± 0.4 s�1, Km 25.1 ± 1.2 lM). The inactive [D25N]HIV-1 prote-
ase analogue was synthesized according to the same strategy.

Chemical synthesis of the ketomethylene isostere Ac–Thr–Ile–
Nlew[CO–CH2]Nle–Gln–Arg.amide (Fig. 1d) gave two diastereo-
mers (abbreviated as KVS-1 and KVS-2), differing in their stereo-
chemistry at the tertiary carbon corresponding to the a-carbon of
the Nle4 residue. The diastereomers could be readily separated
by reverse phase HPLC on C18, 10 � 250 mm column (see Fig. 1e;
and Supplementary Data), and their stereochemical identity was
inferred on the basis of their cocrystallization behavior with HIV-
1 protease. For the KVS-1 diastereomer, crystals could be obtained
within 1–2 days using standard crystallization conditions11 devel-
oped for HIV-1 protease/inhibitor complexes.

Use of a ketone functionality in aspartic protease inhibitors was
originally suggested for ketone analogues of statines (statones) to
mimic the presumed tetrahedral intermediate.12,13 It was further
discovered that statones are weaker binders than their hydroxy
counterparts; this was attributed to the unfavorable equilibrium
for hydration of the ketone function.14 The [C(O)CH2] moiety was
thus substituted by 2,2-difluorostatone moiety [C(O)CF2] which is
readily hydrated in water to give the gem-diol.15 The 2,2-difluoro-
statones were found to be 50- to 1000-fold better inhibitors than
non-fluorinated analogues.16 In contrast to statones, peptide sub-
strate-derived non-fluorinated ketomethylene isosteres are 5-10
times more potent inhibitors of HIV-1 protease than their hydroxy-
ethyl counterparts.7

In the work reported here, we have determined high resolution X-
ray structures for a substrate-derived ketomethylene isostere com-
plexed with fully active (‘wild type’) HIV-1 protease, and for the
complex of the same ketomethylene inhibitor with inactive
[D25N]HIV-1 protease (Table 1). In the complex with inactive

Figure 1. (a) Total chemical synthesis of wild-type HIV-1 PR and the [D25N]HIV-1 PR analogue. Native chemical ligation of two unprotected synthetic peptides was followed
by alkylation with 2-bromoacetamide to convert Cys41 to w-homo-Gln41. After deformylation of Trp6 and Trp42 and reverse phase HPLC purification, the (1-99)-polypeptide
was folded by two-step dialysis against 10 mM NaOAc, pH 5.6. MPaArg4 = 3-mercaptopropionate tetraarginine.amide (i.e. the thioester leaving group). Analytical HPLC traces
(k = 214 nm) and ESI-MS of purified wild-type HIV-1 protease (b) and the [D25N]HIV-1 PR analogue (c). In (d), the structure of the ketomethylene isostere inhibitor is shown.
After the synthesis it exists as a mixture of diastereomers (with respect to the carbon atom corresponding to the a-carbon of Nle4), which were separated by reverse phase
HPLC. (e) Analytical HPLC traces (k = 214 nm) and ESI-MS of the (R)-‘Nle4’ diastereomer (KVS-1) and the (S)-‘Nle4’ diastereomer (KVS-2). See Supplementary Data for more
information.
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