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ABSTRACT A monomeric peptide fragment of GroEL,
consisting of residues 191–376, is a mini-chaperone with a
functional chaperoning activity. We have solved the crystal
structure at 1.7 Å resolution of GroEL(191–376) with a
17-residue N-terminal tag. The N-terminal tag of one molecule
binds in the active site of a neighboringmolecule in the crystal.
This appears to mimic the binding of a peptide substrate
molecule. Seven substrate residues are bound in a relatively
extended conformation. Interactions between the substrate
and the active site are predominantly hydrophobic, but there
are also four hydrogen bonds between the main chain of the
substrate and side chains of the active site. Although the
preferred conformation of a bound substrate is essentially
extended, the f lexibility of the active site may allow it to
accommodate the binding of exposed hydrophobic surfaces in
general, such as molten globule-type structures. GroEL can
therefore help unfold proteins by binding to a hydrophobic
region and exert a binding pressure toward the fully unfolded
state, thus acting as an ‘‘unfoldase.’’ The structure of the
mini-chaperone is very similar to that of residues 191–376 in
intact GroEL, so we can build it into GroEL and reconstruct
how a peptide can bind to the tetradecamer. A ring of
connected binding sites is noted that can explain many aspects
of substrate binding and activity.

The molecular chaperone GroEL assists the folding of many
newly synthesized proteins in Escherichia coli and facilitates
the refolding in vitro of several proteins that would otherwise
misfold or aggregate. GroEL is a cylinder made from two
heptameric rings stacked back to back, creating a central cavity
'45 Å wide (1, 2). Each 57-kDa subunit consists of three
domains: the ATP-binding equatorial domain (residues 6–133
and 409–523) connects the two rings; the apical domain
(residues 191–376) forms the flexible opening of cylinder and
contains the putative polypeptide-binding and GroES-binding
sites, which line the inner wall of the cavity; and the interme-
diate domain (residues 134–190 and 377–408) makes inter-
subunit contacts within a ring and transmits ATP- and GroES-
mediated allosteric effects. The nature of binding of nonnative
proteins by GroEL is, so far, unresolved (3–8). But, residues in
the region of 199–264 were postulated from a site-directed
mutagenesis study to be involved in the binding of polypeptides
(9).
The action of GroEL in vivo is multifaceted (10–16). Studies

on smaller, isolated domains of the molecule can elucidate the
functions of individual components in a detail that may not be
achievable when using the intact molecule. For example,
isolated monomeric polypeptide-binding fragments of GroEL
(residues 191–345 and 191–376) exhibit high chaperone activ-

ity in vitro, effecting the refolding of rhodanese and cyclophilin,
and the unfolding of barnase (17). These ‘‘mini-chaperones’’
are active without the allosteric properties or the central cavity,
which has been proposed to act as a ‘‘folding cage’’ in vivo (18,
19). The crystal structure of GroEL(191–345) at 2.5 Å reso-
lution (17) is very similar to its region in the intact chaperone.
We have investigated the structural details of the polypep-

tide-binding site of GroEL by solving the crystal structure at
1.7 Å resolution of the mini-chaperone corresponding to
residues 191–376 fused to a 17-residue N-terminal tag (which
we number as residues 217 to 21). The tail of one molecule
is seen to bind in the active site of a neighbor so that we
construct a model for the chaperone–substrate complex.

MATERIALS AND METHODS

Protein Expression and Purification. The mini-chaperone
(GroEL191–376) was produced by subcloning the apical do-
main of GroEL (residues 191–376) by polymerase chain reac-
tion into the polylinker site of a pRSET A vector (Invitrogen),
coding for an N-terminal histidine tag, which contained an
engineered thrombin cleavage site (17). The histidine tag was
composed of 17 amino acids (217 MRGSHHHHHH-
GLVPRGS 21). Expression in E. coli TG2 cells and purifi-
cation of the mini-chaperone was as described (17).
Crystallization. Crystals of the mini-chaperone were ob-

tained from hanging drops initially containing protein at 23
mgzml21y0.5 M NaCly50 mM TriszHCl, pH 8.5y25% glycerol,
equilibrated against reservoirs consisting of 1.0 M NaCly100
mM TriszHCl, pH 8.5y25% glycerol. Crystals grew in space
group P212121, with cell dimensions a 5 47.72 Å, b 5 63.81 Å,
and c 5 75.10 Å.
Structure Determination and Refinement. X-ray data were

collected from a crystal f lash-frozen in liquid N2 at 100 K,
using a 15 cm MAR Research image plate detector at Deut-
sches Elektronen Synchrotron (Hamburg; station X31, l 5
1.07 Å). Data processing, data reduction, electron density
syntheses, and structural analyses were carried out using CCP4
software (20). The structure was solved by molecular replace-
ment using the program AMORE (20) and a search model
consisting of residues 191–345 of the refined structure of a
recently solved mini-chaperone (17). The asymmetric unit
contains one protein monomer. Model rebuilding was per-
formed with the program O (21), and the structure was refined
using X-PLOR (22), followed by REFMAC (20).

RESULTS

Three-Dimensional Structure of the Mini-Chaperone. The
refined model contained 292 water molecules and was com-
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plete. Crystallographic data are summarized in Table 1. The
quality of the electron density was excellent throughout (Fig.
1). Overall, the structure was almost identical to the corre-
sponding region of the intact protein (1, 2), and could be
described as a b-sandwich scaffold flanked by helical and loop
regions (Fig. 2 Top). A least-squares fit of the structures of
mini-chaperones GroEL191–376 and GroEL191–345 (17), us-
ing backbone atoms of b-sheet residues, gave a root-mean-
square deviation (rmsd) of 0.3 Å (for the b-sheet residues).

The largest differences were found in helices H8 and H9
(differences in positions of Ca atoms in the range 0.5–1.7 Å)
(Fig. 3). A least-squares fit of mini-chaperone GroEL191–376
and residues 191–376 in a subunit (chain A) of intact GroEL
(Protein Data Bank code 1OEL), using backbone atoms of
b-sheet residues, gave an rmsd of 0.7 Å (for the b-sheet
residues). Again, the largest differences were found in helices
H8 and H9 (Ca differences in the range 0.8–2.0 Å) (Fig. 3).
Binding of the N-terminal Tag to the Active Site. Residues

27 to 21 (sequence GLVPRGS) of the N-terminal tag could
be built into the electron density map, and adopt a relatively
extended conformation (Fig. 1 Lower; Fig. 2). Electron density
for the remaining 10 residues of the tag (217 to 28) was not
observed. The tag projected away from the protein surface,
and residues27 to21 associated with a neighboring molecule
in the crystal lattice, binding to residues that have been
implicated in the interaction with polypeptide substrates and
with GroES (Fig. 2; ref. 9). These residues are nonpolar and
are located within a shallow cleft between a-helices H8 and
H9, and in an adjacent surface that is formed by the packing
between helix H9 and a neighboring loop (residues 199–204)
(Fig. 2; ref. 9). We could identify in the crystal structure the
binding of residues 27 to 21 of the tag. The side chain of L-6
fit snugly inside a hydrophobic pocket within the interhelical
cleft, the remaining residues running diagonally along the cleft
and then across the ridge formed by helix H9 (Fig. 2). Most
interactions were nonpolar (Table 2), although there were four
hydrogen bonds between the main chain of the tag and three
side chains (E257, N265, and T261) of helix H9. Model
building and an earlier mutagenesis study (9) imply that the
substrate-binding site extends further (to include Y199, Y203,

FIG. 1. 2Fo-Fc electron density map calculated with SIGMAA coefficients (23), contoured at 1s (s is the root-mean-square deviation from the
mean electron density in the unit cell). Superimposed is the refined atomic model. (Upper) Helices H8 and H9. (Lower) The N-terminal tag. Drawn
with the BOBSCRIPT (extensions to the program MOLSCRIPT; ref. 24).

Table 1. Summary of crystallographic data

Data collection statistics
Resolution, Å 12.8–1.7
Measured reflections 260,633
Unique reflections 25,290
Completeness of data, %* 97.6 (85.6)
Rmerge, %*† 4.7 (21.7)
^IysI&* 11.8 (3.2)
Multiplicity* 4.9 (4.4)

Refinement statistics
Resolution, Å 12.8–1.7
R factoryfree R factor, %, F . 0‡ 18.0y22.4
rmsd bond length, Å 0.016
rmsd bond angle, deg 2.7

rmsd, root-mean-square deviation.
*Values given in parentheses are for the highest resolution shell.
†Agreement between intensities of repeated measurements of the
same reflections and can be defined as: S(Ih,i 2 ^Ih&)ySIh,i, where Ih,i
are individual values and ^Ih& is the mean value of the intensity of
reflection h.
‡The free R factor was calculated with the 10% of data omitted from
the refinement.
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F204, and V263). Approximately 10–11 residues may be
accommodated in the active site in an extended conformation.
Comparison with Site-Directed Mutagenesis Results. Fen-

ton et al. (9) postulated that residues Y199, Y203, F204, L234,
L237, L259, V263, and V264 were involved in binding polypep-
tide substrates (Table 2). Residues Y199, Y203, and F204
would be sterically inaccessible to the N-terminal tag, so we did

not observe binding close to them. Residues L234, L237, L259,
V263, and V264 were in the binding site. Residues I230 and
E238 were tested by mutagenesis (9) and found not to affect
binding, but we found that they did interact with the tag.
Possibly, the binding assay was not sensitive enough to detect
the changes on mutation. In addition, we have identified a
series of residues that were not mutated but are in the binding
site (Table 2) and extend it to residue V271.

DISCUSSION

The Nature of GroEL–Polypeptide Binding. The most im-
portant observation from this study is that the polypeptide tag
of one molecule binds in the region of a neighboring molecule
that has been identified (9) as being involved in binding
polypeptide substrates. The N-terminal tag does not interact
with the rest of its own chain. Further, the majority of
interactions involved in the packing of crystal molecules are

FIG. 2. (Top) Stereo cartoon representation of the structure of the
mini-chaperone (GroEL191–376), showing the interaction between
the N-terminal tag and a neighboring molecule in the crystal lattice
(related by a crystallographic two-fold screw operation along the c axis,
positioned approximately vertical and in the plane of the paper). The
N-terminal tag (residues 21 to 27) is colored yellow. (Middle)
Close-up of peptide-binding site interactions, in stereo. The peptide is
represented by yellow bonds; neighboring residues are represented by
white bonds. Hydrogen bonds are represented by broken white lines.
Drawn with BOBSCRIPT (extensions to the program MOLSCRIPT; ref. 24)
and RASTER3D (25). (Lower) As in Middle but showing the
molecular surface of the mini-chaperone. The surface is
colored according to surface curvature to highlight concave
surface pockets. Convex, concave, and flat surfaces are col-
ored green, grey, and white, respectively. Residues underlying
the surface are labeled. Drawn with GRASP (26). All three
figures show the model in approximately the same orientation.

FIG. 3. Stereo representation of the overlay of Ca atoms of the
apical domain in intact GroEL (residues 191–376; broken bonds),
mini-chaperone GroEL191–376 (thick bonds), and mini-chaperone
GroEL191–345 (thin bonds) (17). Structures were fitted using back-
bone atoms from b-sheet residues. Drawn with MOLSCRIPT (24).

Table 2. Interactions between mini-chaperone and the
N-terminal tag

Mini-chaperone residue
Closest distance
of interaction, Å

Residues postulated to interact from sdm (9)
Y199 17.3
Y203 7.5
F204 10.9
L234 4.3
L237 3.8
L259 6.4
V263 5.4
V264 3.5

Residues not found to interact from sdm (9)
I230 3.3
E238 3.5
Residues not mutated (9)

A241 4.3
E257* 2.7
A260 3.6
T261* 3.1
N265* 2.7
R268 3.8
I270 3.6
V271 3.7

The table comprises all the residues in the apical domain of GroEL
(residues 191–376) that have been found by site-directed mutagenesis
(sdm) to appear to be involved in the binding of peptide substrates (9)
and all those detected in the crystal structure.
*Hydrogen-bonded interaction.
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located elsewhere on the protein surface. Accordingly, it is
most likely that the nature of the interaction between the tag
and the putative polypeptide binding site is not restricted to a
crystalline environment. Thus, the mode of binding should
provide structural information that is relevant to GroEL–
peptide interactions. The binding site is strongly hydrophobic,
but polar residues are also available for hydrogen bonding with
the main chain of a peptide substrate. The polar residues are
arranged such that an extended conformation of the substrate
is bound.
Flexibility of the Mini-Chaperone and Unfoldase Activity.

The peptide binding site is the most flexible region in the
structure of intact GroEL (refs. 1 and 2; Fig. 3). We propose
that the binding site can accommodate a wide range of
substrate side chains because of variation of the dimensions of
the active site through movements of helices H8 and H9 and
surrounding loops. Interestingly, there is a structural similarity
between the mini-chaperone and the enzymes pyruvate phos-
phate dikinase and aconitase, both of which possess a well-
ordered b-sandwich surrounded by more flexible helical and
loop regions (A. G. Murzin, personal communication). The
dynamic behavior of the helical and loop structures of these
enzymes is crucial to their function (27, 28) by an induced fit
mechanism (29).
Thus, although the preferred polypeptide conformation

bound by GroEL is essentially extended, the flexible surface
may also accommodate the binding of exposed hydrophobic
surfaces in general, such as the face of an amphipathic helix (3,
4, 8) and molten globule-type structures (5–7, 30) as well as the

more fully unfolded states, which are implied by hydrogen-
exchange studies (11). GroEL can thus help unfold proteins by
binding to a hydrophobic region and exert a binding pressure
toward the fully unfolded state. By this means, GroEL can act
as an unfoldase by a ‘‘strain’’ or ‘‘stress’’ mechanism (31).
Binding of a Polypeptide Substrate to the GroEL Tetra-

decamer. Building this binding site into the structure of intact
GroEL reveals a ring of sites around the GroEL apex (Fig. 4).
Each site is arranged at approximately 458 to the axis of the
ring so that a long denatured protein could bind as a series of
parallel segments, connected by loops that extend into the
cavity. Rigid-body motions of the apical domains relative to
each other are seen by electron microscopy (33, 34) in the
ATP-mediated allosteric transitions that regulate the binding,
folding, and release of polypeptide substrates (14, 16, 35). Such
movements on the binding of ATP would cause the binding
sites to move away from each other, weakening binding and
resulting in release of polypeptide. It is also possible that direct
competitive inhibition between the denatured peptide and the
‘‘mobile loop’’ (residues 16–34) in GroES could displace
bound polypeptide from GroEL (36–38), especially as the
conserved tripeptide I25-V26-L27 in this loop could bind to
GroEL in the mode suggested from our model.
Subsites. The binding of one molecule of denatured barnase

to an excess of GroEL fits to a model of very tight 1:1 binding,
whereas four molecules of denatured barnase bind when it is
present in excess over GroEL (39). This can be interpreted in
light of the present model, which has a ring of seven identical
sites: in a 1:1 complex, barnase binds to more than one subsite,
and therefore has tight binding because of the synergistic
effects; whereas in a 4:1 complex there are fewer subsites
available for each barnase substrate molecule.
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