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Structural information on proteirligand complexes is a fun-  ertheless, the observed mobility of the MMP active site may
damental necessity for the rational design of new drug candidatescomplicate the design of potentially selective inhibitbrs
(for reviews, see refs-14). The beneficial impact of structure- On the basis of the structural information available at the time,
based design efforts is evident from the ongoing success ina series of hydroxamic acid compounds incorporating a butynyl
delivering drugs for clinical evaluatior*>6The general paradigm  P1 group was expected to be selective against MMP-1 activity on
of a structure-based approach is to utilize all of the available the basis of a poor fit in the MMP-1 Spocket (Figure 1). While
structural information to improve the ligand’s affinity by optimizing a majority of the designed compounds did exhibit selectivity,
its fit and interaction with the protein target. An increase in affinity ~surprisingly some compounds were shown to bind well to MMP-1
is evaluated on the basis of a number of factors that contribute to and other MMPs in an 1§ range of 5-40 nM. This better than
the overall binding energ¥® where a variety of computational  expected binding is attributed to some interesting dynamics present
methods are used to predict the relative improvement in binding in the NMR structures ofl. bound to MMP-1 (IG, 40 nM) and
affinity.348The computational methods used in typical drug design MMP-13 (ICso 5 nM). It is also consistent with the MMP active-
projects are generally limited in scope because of the large numbersite elasticity previously observég4
of potential ligands to evaluate. This combined with limited 1 exhibits a slow exchange between two distinct conformations
computer resources and the complexity of the calculations resultwhen bound to MMP-1. This is indicated by the observation of
in the use of modeling approaches that do not typically yield two sets of NMR assignments ftiin the MMP-1 complex (Figure
rigorous predictions of binding free energies, where solvent effects 2). The purity and the presence of a single conformation forfree
and mobility are two factors that typically suffer from approxima- in 100% DMSO was verified by the observation of a single set of
tions. As a result, for a protein family like the matrix metallopro- NMR resonances. The slow-exchange conformations Ifas
teinases (MMPs), that exhibit an inherent mobility in the active apparent in both the 2E*C 2C-filtered NOESY, and the 3B°C-
site?~13 the accurate modeling of potential inhibitors poses a edited?2C-filtered NOESY experiments where a distinct set of intra-
particular concern. This problem was clearly illustrated in recent and interresidue NOEs are observed between the two different slow-
MMP X-ray structures that demonstrated the ability of side chains exchanging conformers and MMP-1. The two distinct conformers
in the active site to undergo conformational changes to accom- exist at an approximate 1:2 ratio where the structural difference
modate a bound inhibitor that was not readily apparent in prior between the conformers is subtle. The conformers are differentiated
structures24 Our effort further illustrates the contribution of by the relative orientation of the isopropyl group df In one
dynamics to inhibitor binding from the NMR analysis of MMP  conformer, both isopropyl methyls interact with both N80 and H83,
complexes. while in the other conformer only one methyl interacts with N80

The design of inhibitors of various MMPs for use as therapeutic while the other interacts with H128. Also, a different set of NOEs
agents in the treatment of arthritis and cancer has been anis observed from the aromatic ring into the MMP-1 dynamic
exceptionally active area of reseaféft® The MMPs are involved active-site loop (residues 13844) for the two conformers. This
in the degradation of the extracellular matrix that is associated with also suggests that the conformation of the MMP-1 dynamic loop
normal tissue remodeling, and as result, MMP expression andis distinct between the two conformers. Further supporting the
activity is highly controlled. The apparent loss in this regulation contribution of dynamics to the affinity of with MMP-1 is the
can result in the pathological destruction of connective tissue and observation that only one conformation for the isopropyl group is
an ensuing disease state. The MMP family consists of more thanpresent forl complexed with MMP-13, as evident from a single
25 enzymes, and it has been postulated that the toxicity demon-set of NMR resonances.
strated by many MMP inhibitors in clinical trials may result from In addition to the slow-exchange conformatiohss also in fast
nonspecific inhibition. Thus, the current approach relies on exchange between two bound conformations. This is indicated by
structure-based design of inhibitors of specific MMPs, where the fact that the compound exhibits NOEs to two distinct sites on
selectivity against MMP-1 may be a desirable trait. the protein where it is not possible for the hinding interactions to

The extensive structural data available for the MMPsas occur simultaneously. The two fast-exchange conformers differ in
enabled the identification of an obvious approach for designing the relative orientation of the butynyl group (Figure 3). For one
specificity by taking advantage of the sequence difference and conformer, the butynyl tail binds toward the center of the dynamic
distinct size and shape of the 'Sfocket. A number of examples  loop and exhibits NOEs to Y137 and L135. In the second fast-
have been previously reported using this apprdaéhié1’Nev- exchange conformer, the butynyl tail is parallel to helixand the
dynamic loop and has NOEs to residues V115 and L81. It is
*To whom correspondence should be addressed. E-mail: powers@war. important to note that helixt, incurs significant chemical shift
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Figure 1. 1 (ICsp 40 nM) positioned in the Slbinding pocket of free
MMP-1 illustrating the potential steric clash upon binding of the compound
with MMP-1.
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Figure 2. Expanded region of the 2B°C,*2C-filtered NOESY experiment
for 1 complexed to MMP-1. The two slow-exchanging conformations for

The predicted low affinity ofl with MMP-1 based on a static
model from the original “closed-form” of MMP-1 was clearly
misleading, and the resulting structure for the complex emphasizes
the contribution of dynamics to the binding energy of MMP inhibi-
tors. Recent modeling efforts with the “open-form” suggests that
is capable of binding MMP-1. Thus, the binding bto MMP-1
overcomes the steric clash and poor fit of the butynyl group in the
MMP-1 ST pocket by maintaining a significant entropic contribu-
tion to its free energy of binding and through the elastic nature of
the MMP active-site. This is accomplished by a rapid twisting
motion of the butynyl group between two reasonable binding modes
in the S1 pocket, an apparent slow “rocking” motion of the isopro-
pyl group about the catalytic Zn, and the active-site loop and side-
chain motions observed in prior structufed?® Both sets of com-
pound motions maintain favorable enthalpic interactions that are
interchanged between the different conformers. In effect, the intrin-
sic energetic cost of opening the'Sibcket to accommodatkis
partially compensated for by the motions exhibited by the compound
in the complex. The process of compensating for poor steric inter-
actions by mobility is a delicate balancing act. An analogué of
where the isopropyl group is removed shows diminished binding
to both MMP-1 (1Go 2 uM) and MMP-13 (IGo 100 nM). The
elimination of the isopropyl group removes a number of beneficial
interactions in the Sdocket that are present in either of the slow-
exchanging MMP-1 conformers. More importantly, the presence
of the isopropyl group effectively buries and shields the hydroxamic
acid from the solvent upon chelating the active-site Zn, significantly
increasing the stability of this interactiéhClearly, just the presence
of motion is not sufficient to compensate for the poor fit in thé S1
pocket and the resulting energetic cost to open the binding site,
since other favorable enthalpic interactions are also required.
Nevertheless, understanding the inherent mobility of both the ligand
and protein is a valuable asset in aiding the drug design process,
where NMR plays a unique role in obtaining this information.

Supporting Information Available: Experimental procedures,

;ar?a evident by the two distinct sets of NMR resonances, which are unigue NMR resonances, and NOE assignments (PDF). This material is

from the free assignments fdr The labeled chemical structure faris
also shown.

Figure 3. Ribbon diagram of one-potential conformation of the MMR-1:
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