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A simple and robust method for determining the relative ori-
entations of covalently linked protein domains using conjoined
rigid body/torsion angle dynamics simulated annealing on the ba-
sis of residual dipolar couplings is presented. In this approach
each domain is treated as a rigid body and the relevant degrees
of conformational freedom are restricted to the backbone torsion
angles (¢, 1)) of the linker between the domains. By this means
translational information afforded by the presence of an intact
linker is preserved. We illustrate this approach using the domain-
swapped dimer of the HIV-inactivating protein cyanovirin-N as an
example.

Residual dipolar couplings measured in a dilute liquid crys-
talline phase (1-4) provide unique long-range orientational
information that is particularly valuable for defining relative
orientations of structural elementsin proteins and nucleic acids
(5-8). Dipolar couplings can potentially lead to substantial im-
provements in coordinate accuracy for single domain proteins
(9-11) and nucleic acids (12-14), particularly under conditions
where other experimental NMR restraints are limited (9, 11).
Perhaps one of the promising uses of dipolar couplings is
in defining the relative orientations of individual components
in protein—protein (15-17) and protein—nucleic acid (18, 19)
complexes and the relative orientations of domains in multido-
main proteins (20-22) and nucleic acids (23).

If the structures of the individual proteins of a complex are
known at high accuracy in their free state (e.g., by crystal-
lography) and conformational changes in the backbone upon
complexation are insignificant, the simplest approach to deter-
mining the structure of a protein—protein complex on the ba-
sis of dipolar couplings and intermolecular NOE data involves
theinitial application of rigid body minimization (16), followed
by conjoined rigid body/torsion angle (or cartesian coordinate)

dynamics simulated annealing (17, 24). In this procedure, only
theinterfacial sidechainsareallowedto alter their conformation;
the backbone and noninterfacial side chains of one protein are
held fixed, while those of the second protein are only allowed to
rotateand translate asarigid body. To apply thisapproach or one
involving arigid body systematic grid search to a multidomain
covalently linked system, it is necessary to sever the connection
between the two domains (20-22). In doing so, translational in-
formation islost and needsto be reintroduced either in the form
of artificial distance restraints (20) or by only permitting hinge
rotations of one domain relative to the other (21, 22). In this pa-
per, we propose a simpler approach involving the application of
amodified form of conjoined rigid body/torsion angle dynamics
simulated annealing which preservesthe linker between the two
domains.

The modified conjoined rigid body/torsion angle dynamics
simulated annealing approach that we propose is based on our
recently described general internal variable dynamics module
(IVM (24)) which has been incorporated into the program
XPLOR-NIH (25). In interna coordinate dynamics, the mole-
cule of interest is decomposed into collections of one or more
atoms that are grouped together in rigid bodies referred to as
clusters. Within a given cluster, the relative positions of the
atoms are specified, and the clusters are connected by hinges
that allow for motion of the clustersrelative to one another (24).
In conventional torsion angle dynamics, the clusters comprise
groups of atoms whose geometry isfixed by covalent geometry
and the hinges consist of torsion angles (i.e., for a protein, the
backbone ¢ and v torsion anglesand theside chain x torsion an-
gles). Inthisinstance, however, each domain constitutesacluster
(i.e., arigid body) and movement of one domain relative to the
other occurs through rotation of backbone ¢, ¢ torsion angles
within the linker connecting the two domains. Since the linkers
are typically rather short, the number of degrees of freedom is
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effectively limited to avery small number of torsion angles (two
for each residue in the linker).

Weillustrate this approach using the domain-swapped dimer
of the HIV-inactivating protein cyanovirin-N (CVN) as an
example. CVN occurs in two forms: a monomer whose struc-
ture hasbeen solved by NMR (10) and adomain-swapped dimer
solved by crystallography at low pH (26) and NMR at neutral pH
(20). The structure of the monomer isidentical to that of the AB’
(or A’B) half of thedimer (26), where A and A’ compriseresidues
1-48 of each subunit and B and B’ comprise residues 55-101 of
each subunit. Thus, inthe domain-swapped dimer, residues 1-48
of onesubunitand 55—101’ of theother subunit correspondto the
structure of themonomer (seeFig. 1). Following HPL C purifica-
tion in organic solvent at low pH and subsequent lyophilization,
CVN existsasan approximately 70 : 30 mixture of monomer and
dimer (20, 26). Upon removal of organic solvent and raising the
pH to neutral, most of the dimer is converted to monomer which
represents ~90% of the sample (20, 26). In previous work on
such a mixed monomer/dimer sample (20) dissolved in aliquid
crystalline medium of bicelles (1), Dy dipolar couplingscould
be measured for only 18 of 101 residues for the minor domain-
swapped dimeric form (which is symmetric in solution), and

a X-ray domain-swapped dimer
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it was shown that the relative orientation of the two halves of
the dimer in solution differs by approximately 80-90° from that
observed in the crystal structure. (The difference in orientation
is due to a number of factors, including side chain electrostatic
interactions and crystal packing (20).) The strategy employed
(20) to determine the orientation of the domain-swapped dimer
in solution involved the application of rigid body minimiza-
tion (with the linker deleted and trandational information pro-
vided by a small number of artifical distance restraints and a
radius of gyration restraint) coupled with back-calculation of
dipolar couplings on the basis of molecular shape (27) to distin-
guish the correct antiparallel solution from theincorrect parallel
one.

For the present study the domain-swapped dimer at neutral
pH was purified to homogeneity from a mixed monomer/dimer
sample by gel filtration chromatography. The resulting pure
dimer sample is stable at neutral pH and no interconversion
to the monomeric form is observed. The availability of a pure
dimeric sample enabled us to obtain a substantially larger
number of dipolar couplingsthan was possible previously. 'Dyy
dipolar couplings for 68 of 101 residues (spanning residues
2-47 and 58-101) were measured in a polyethylene glycol

FIG. 1.

Comparison of (a) the low pH X-ray structure (PDB accession code 3EZM (26)) and (b) the neutral pH NMR structure of the domain-swapped

dimer of CVN. One subunit is shown in red and the other in blue. Each subunit is divided into N- and C-termina portions: A and B, respectively, for the red
subunit, and A’ and B, respectively, for the blue subunit. The AB” and A’B halves of the dimer are identica to the structure of the monomer solved by NMR.
The minimal linker between the two halves of the domain-swapped dimer comprises residues 50-54 of one subunit and 50'-54' of the other. The structures
shown on the left-hand side of the figure share the same orientation of the A’B half of the domain-swapped dimer; likewise the two structures of the right-hand
side of the figure share the same orientation of the A’B haf of the domain-swapped dimer. A comparison of (a) and (b) clearly shows that the orientation of the
AB’ half of the domain-swapped dimer relative to the A’B half differs by ~80° in the X-ray and NMR structures.
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(PEG (28))-based liquid crystalline medium (specifically a 5%
Ci2Es polyethylene glycol/hexanol mixture with a molar ratio
of surfactant to alcohol of 0.96). Given the symmetric nature
of the dimer, this corresponds to 136 (68 x 2) dipolar coupling
restraints. A best fit of the alignment tensor using singular value
decomposition (SVD (27, 29)) to the AB’ half of the X-ray co-
ordinates (i.e., residues 1-48 of one subunit and 55-101’ of the
other which isequivalent to the monomer) yieldsavalue of 14.1
Hz for the magnitude of the axial component of the alignment
tensor (DY) and 0.65 for the rhombicity (7), with adipolar cou-
pling R factor (Ryip (30)) of 14.0% and a correlation coefficient
of 0.97. The corresponding valuesof DY and 1 for the AB’ half
of the domain-swapped dimer in the mixed monomer/dimer
sample in a medium of 4.5% 3:1 DMPC: DHPC bicelles are
7.6 Hz and 0.21, with an Rgp of 13.6% and a correlation coef-
ficient of 0.98. The overall difference in orientation of the
alignment tensors in the PEG and bicelle liquid crystalline
mediais 18°.

Neither the dipolar couplings measured in PEG nor those
measured in bicellesare consistent withthe X -ray structureof the
domain-swapped dimer and the values of Ry, obtained by SVD
are 55.9 and 56.6%, respectively, with a correlation coefficient
of ~0.6.

Two different protocols were employed to determinetherela-
tive orientation of the two halves of the domain-swapped dimer
on the basis of the 68 x 2 dipolar coupling restraints measured
in the PEG liquid crystalline medium.

In the first approach the X-ray structure (26) was used as the
starting coordinates (Figs. 1aand 2a), and the calculations were
carried out with five different linker lengths. residues 48-55,
49-55, 49-54, 50-55, and 50-54. The protocol comprises 78
cooling cycles, 0.3 psin duration, of rigid body/torsion angle
dynamics during which time the temperature is reduced from
1000to 25K in 12.5-K increments, followed by afew cycles of
rigid body/torsion angleminimization. Theforceconstant for the
dipolar couplings(31) and for the noncrystallographic symmetry
term (relating to the linker) isincreased during cooling from 0.1
to 1.0 kcal - mol~* - Hz~2 and from 1 to 100 kcal - mol—1- A=2,
respectively; while the force constants for the two terms rep-
resenting the nonbonded contacts, namely the van der Waals
repulsion term and the torsion angle conformational database
term (32), were held constant at values of 4 kcal - mol~* - rad 2
(with a van der Waals radius scale factor of 0.8) and 2, respec-
tively. (Notethat the purpose of thetorsion angle conformational
database term isto bias sampling during simulated annealing to
conformations that are likely to be energetically possible by ef-
fectively limiting the choices of torsion angles to those that are
known to be physically realizable (32).) Twenty structures each
were calculated for each linker length, and the results are sum-
marized in Fig. 2b and Table 1. The precision of each ensemble
is high (~0.03 A) The Rgip (Work/PEG) for the working set
of dipolar couplings measured in PEG and included in the re-
finement is ~14% (which is the same value as that obtained
when best-fitting against only the A'B half of the dimer), and
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the cross-validated Ry, (free/bicelles) for the dipolar couplings
measured in bicelles (which were not included in the calcula-
tions) is ~15-16% (Table 1). Asis evident from Fig. 2b, the
structures calculated with the different linker lengths are es-
sentialy indistinguishable: the pairwise backbone atomic rms
displacement and rotation of the A’B half of the dimer for the
five structure ensembleswhen best-fitting to the AB’ half ranged
from 0.16 to 0.8 A and from 0.3° to 2.1°, respectively. The cor-
responding values relative to the starting X-ray coordinates are
~20 A and ~80°, respectively. Also provided in Table 1 are
the values of the backbone ¢ /v torsion angles of the linkersin
the different structures. The values of the ¢/ torsion angles
obtained for the different linker lengths are very similar and the
differences reflect compensatory changes to accommodate the
different numbers of torsion angles allowed to vary. In addition,
it can be seen that the large difference in relative orientation
of the two halves of the dimer observed in solution and in the
X-ray structure arises principally from large changes from one
highly favored region of the Ramachandran map to another in
the ¢ angle of residue 53 and the y» angles of residues 52 and
53. Thusthe pivot point is centered around residues 52-53.

We also carried out a second set of calculations using the
same protocol and starting coordinates (i.e., the X-ray structure)
with the linker extending from residues 49-54 and the value of
DN ranging from 12.1 to 16.1 Hz and n from 0.25 to 0.65.
The rationale behind this set of calculations was to assess the
impact of errorsin the magnitude of the alignment tensor in the
specific case of adimer with C, symmetry. Thelargest difference
in atomic rms displacement and orientation of the AB’ half of
the domain-swapped dimer relative to the structure calculated
with D" =14.1 Hz and 1 = 0.65, with best-fitting to the A'B
half, is ~1.2 A and 5°, respectively, and is observed with the
structures calculated with DYH = 16.1 Hz and = 0.25. Thus,
in the case of C, symmetry, the results are relatively insensitive
to the magnitude of the alignment tensor.

In the second approach, three different structures were gene-
rated by partially randomizingthe ¢, v anglesof residues49-54
subject to their lying in the allowed regions of the Ramachan-
dran map by carrying out rigid body/torsion angle dynamics at
3000K withnodipolar coupling restraints. Theatomic and angu-
|ar displacementsof theAB’ half when best-fittingtothe A’B hal f
of the domain-swapped dimer ranged from 4-14 A and 17-60°,
respectively, relative to the X-ray structure, and from 21-25
A and 85-112°, respectively, relative to the NMR structures
calculated above. As aconsegquence of partial randomization of
the ¢, ¥ anglesof thelinker, the path from the starting structures
to the global minimum is rougher and more complex than that
starting from the X-ray coordinates. Moreover, the measured
dipolar couplings do not include any residues within the linker.
Hence, a simulated annealing protocol with a larger radius of
convergence isrequired. We therefore used our standared simu-
lated annealing protocol for structure determination (33) with
minor modifications to carry out conjoined rigid body/torsion
angle dynamics inwhich the only degreesof freedom for the
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TABLE 1
Results of Conjoined Rigid Body/Torsion Angle Dynamics Based on Dipolar Couplings for the Domain-Swapped Dimer of CVN Using
the First Protocol Starting from the X-Ray Coordinates?

NMR
Residues comprising linker
X-ray 48-55 49-55 49-54 50-55 50-54
Dipolar coupling R factor for dimer (%)°
Raip (Work/PEG) (68 x 2) 55.9 14.0 14.1 14.2 14.2 14.3
Raip (free/bicelles) (18 x 2) 56.6 15.7 15.6 15.3 15.6 15.3
Precision of backbone coordinate placement — 0.03 0.02 0.02 0.01 0.04

of the AB’ half when best-fitting
to A'B half (A)°

Backbone atomic rms displacement 0 20.2 20.2 20.0 20.1 20.0
of AB’ half relative to X-ray
with best-fitting to A'B half (A)

Orientation of AB’ half relative to X-ray 0 80.8 80.8 80.0 79.6 78.8
with best-fitting to A’B half (°)

¢/ torsion anglesin linker (°)d

K48 —130/155 —128/164 e e e e

W49 —74/135 —78/153 —71/152 —70/153 e e

Q50 —87/132 —135/158 —133/158 —134/159 —115/159 —117/160
P51 —65/138 —57/178 —55/176 —53/177 —50/176 —50/177
S52 -82/-3 —75/175 —68/179 —78/-178 —64/—177 — 63/-170
N53 —169/71 —72/-146 —76/—141 —76/—167 —85/—134 —90/—138
F54 —127/-10 —129/-31 —133/-51 —112/-34 —140/-57 —135/-41
155 —75/-10 —68/—18 —56/—14 e —53/-17 e

2 Thevaluesreported in the table for the various parametersrelating to the NMR structuresrefer to the average values for an ensemble of 20 structures cal culated
for each linker length. The PDB accession code for the X-ray structure (26) is 3EZM.

b The dipolar coupling R factor (Raip(30)) is defined as the ratio of the rms deviation between observed and calculated values to the expected rms deviation if
the vectors were randomly oriented. The latter is given by {2D2[4 + 372]/5]%/2, where D, is the magnitude of the axial component of the alignment tensor and n
the rhombicity (30). The values of DQ”“ and n were obtained by a singular value decomposition best-fit procedure using the coordinates of the monomer (i.e., the
AB’ half of the X-ray coordinates of the domain-swapped dimer). The values of DN and 5 in PEG (derived from 68 measured 1 Dyy couplings) are 14.1 Hz
and 0.65, respectively, and the value of Rgip (monomer/PEG) for the monomer is 14.0%. The values of DQH and 7 in bicelles (derived from 18 measured 1 Dy
couplings) are 7.6 Hz and 0.21, respectively, and the value of Rgip (monomer/bicelles) for the monomer is 13.6%. (For consistency with our previous publication
on the domain-swapped dimer of CVN (20), the sign of the * Dny dipolar couplings and hence the sign of DQH take into account the fact that the 1 Jyy couplings
are negative.) Note that the values of Rgip (free/bicelles) for the dimer reported in the table represent cross-validated values since they are not included in the
calculation. The standard deviations of the reported Rgip (Work/PEG) and Ryip (free/bicelles) values reported in the table are less than 0.1%.

¢ Precision in the placement of the A’B half of the domain-swapped dimer relative to the AB” half is defined as the average atomic rms displacement between
theindividual structures and the mean coordinates when carrying out the best-fitting with respect to the A’B half of the domain-swapped dimer. Note that the AB’
and A’B halves of the domain-swapped dimer are treated as rigid bodies and the domain-swapped dimer is completely symmetric.

d The standard deviations in the torsion anglesis less than 1° with the exception of the structures calculated with residues 48-55 as the linker between the two
halves of the domain-swapped dimer. The standard deviations for the torsion angles for this ensemble of structures range from 1-5° with the exception of the
¥ angles of K48 and N53, and the ¢ angles of W49, N53, and F54 which range from 7-25°.

€ These torsion angles are held fixed at their valuesin the X-ray structure of the domain-swapped dimer.

FIG. 2. Results of rigid body/conjoined torsion angle dynamics based on dipolar couplings for the domain-swapped dimer of CVN. (a) Starting structures
(backbone N, Ca, C' atoms), best-fitted to the A’B half of the domain-swapped dimer of CVN used in the cal culations with the X-ray structure represented by thick
green lines, and three alternative starting structures shown as thin blue, gold, and purple lines, generated by partial randomization of the ¢, v angles of the linker
(residues 49-54) within the confines of the allowed regions of the Ramachadran map. (b) Structures, best-fitted to the A’B half of the domain-swapped dimer,
generated by conjoined rigid body/torsion angle dynamics starting from the X-ray structure. The thick red line represents the ensemble of 20 structures generated
with the ¢ /¢ torsion angles of residues 49-54 allowed to vary; the other 4 ensembles of structures (20 each) are represented by thin lines and were generated with
the ¢ /4 torsion angles of residues 48-55 (purple), 49-55 (blue), 50-55 (green), and 50-54 (cyan) allowed to vary. The five ensembles of structures are essentially
indistiguishable from each other. (c) Structures, best-fitted to the A’B half of the domain-swapped dimer, generated by conjoined rigid body/torsion angle dynamics
starting from the three alternate structures shown in (a). Two ensembles of structures were obtained, displayed in blue (35 structures) and green (25 structures) with
the same orientation of the AB’ half the domain-swapped dimer relative to the A’B half but with different translational displacements; for comparison, the average
structure of the red ensemble shown in (b) is also displayed (thick red line).
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backbone are afforded by the ¢, v torsion angles in the linker
(residues 49-54). This protocol comprises (&) high temperature
equilibration at 3000 K; (b) slow cooling during which time
the force constants for the dipolar coupling restraints (obtained
in PEG), the noncrystallographic symmetry term, and the con-
formational torsion angle database term are increased from 0.1
to1kcal - mol~t-Hz 2, 1to 100kcal - mol~*- A=2,and 0.1t0 8,
respectively; and (c) afew cyclesof conjoined rigid body/torsion
angle minimization. (Note that since there are no experimental
restraints for the linker, alarge final value for the force constant
for the conformational torsion angle database term is employed
to ensure that the ¢, ¢ angles for the linker reside within the
preferred regions of the Ramachandran map.) The results are
summarized in Fig. 2c. The resulting structures can be divided
into two main groups in aratio of ~3: 2. The atomic rms dis-
placement of the AB’ half of the domain-swapped dimer relative
to that of the structures obtained starting from the X-ray coor-
dinates when best-fitting to the A’B half is 0.8 == 0.3 A for the
firstgroupand 2.7 + 0.1 A for the second group. These displace-
ments are entirely trandational in nature, since the relative ori-
entations of the two halves of the dimer are essentially identical
for the cal cul ated structures obtai ned from both protocols, differ-
ing by less than 2°. Both groups had the same Ryip (Work/PEG)
and Ryip(free/bicelles) values of 14.1 £+ 0.1 and 15.6 & 2.3%,
respectively.

The relative orientation of the AB’ and A'B halves in the
solution structure of the domain-swapped dimer at neutral pH
is ~120°, which we term the antiparallel solution (Figs. 1b,
2b, and 2c). An alternative solution with the two halves ori-
ented at ~—60° (i.e., 180° relative to the first solution), which
we term the parallel solution, is also potentially consistent
with a single set of dipolar couplings (20). As discussed pre-
vioudly (20), the measured dipolar couplings in bicelles are
completely inconsistent with the predicted dipolar couplings
for the parallel solution calculated on the basis of shape using
a steric obstruction model (27). A small number of structures
(~10%), corresponding to the parallel solution, were obtained
with the second calculational protocol. The Ry, (Work/PEG)
for these so-called parallel structureswas 15.2 4 0.4%, slightly
worse than that obtained for the antiparallel solution (~14%);
however, the Ryip(free/bicelles) for the parallel structures was
35 + 1% compared to 15-16% for the antiparallel structures.
Thus, dipolar couplings measured in a second liquid crys
talline medium can readily distinguish between thetwo alternate
solutions.

In conclusion, we have presented a simple and robust ap-
proach using conjoined rigid body/torsion angle dynamics for
determining the relative orientations of two domains (in this
case the two-halves of adomain-swapped dimer) on the basis of
dipolar couplings. Since the relevant conformational degrees of
freedom are limited to the ¢, ¥ backbone torsion angles of the
linker region between the two domains, the approach is highly
efficient and displays excellent convergence properties while
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retaining tranglational information afforded by the presence of
an intact linker.

ACKNOWLEDGMENTS

Thiswork was supported in part by the AIDS Targeted Antiviral program of
the Office of the Director of the National Institutes of Health. The coordinates
for the NMR structure of the domain-swapped dimer of CVN at neutral pH have
been deposited in the RCSB protein data bank (Accession code 14V).

REFERENCES

1. N. Tjandra and A. Bax, Direct measurement of distances and angles in
biomolecules by NMR in a dilute liquid crystalline medium, Science 278,
11111114 (1997).

2. G.M.Clore, M. R. Starich, and A. M. Gronenborn, M easurement of residual
dipolar couplings of macromolecules aligned in the nematic phase of a
colloidal suspension of rod-shaped viruses, J. Am. Chem. Soc. 120, 10571~
10572 (1998).

3. M. R. Hansen, L. Mueller, and A. Pardi, Tunable alignment of macro-
mol ecul esby filamentous phageyieldsdipolar couplinginteractions, Nature
Struct. Biol. 5, 1065-1074 (1998).

4. J. H. Prestegard, H. M. a-Hashimi, and J. R. Tolman, NMR structures of
biomolecules using field oriented media and residual dipolar couplings,
Q. Rev. Biophys. 33, 371-424 (2000).

5. N. Tjandra, J. G. Omichinski, A. M. Gronenbron, G. M. Clore, and A. Bax,
Use of dipolar *H-1°N and *H-13C couplingsin the structure determination
of magnetically oriented macromolecules in solution, Nature Struct. Biol.
4, 732-738 (1997).

6. C. A. Fowler, F. Tian, H. M. Al-Hashimi, and J. H. Prestegard, Rapid de-
termination of protein folds using residual dipolar couplings, J. Mol. Biol.
304, 447-460 (2000).

7. F. Delaglio, G. Kontaxis, and A. Bax, Protein structure determination using
molecular fragment replacement and NMR dipolar couplings, J. Am. Chem.
Soc. 122, 2142-2143 (2000).

8. J.C.Hus, D. Marion, and M. Blackledge, Determination of protein backbone
structure using only residual dipolar couplings, J. Am. Chem. Soc. 123,
15411542 (2001).

9. G.M. Clore, M. R. Starich, C. A. Bewley, M. Cai, and J. Kuszewski, Impact
of residual dipolar couplingson the accuracy of NMR structures determined
from aminimal number of NOE restraints, J. Am. Chem. Soc. 121, 6513—
6514 (1999).

10. C. A. Bewley, K. R. Gustafson, M. R. Boyd, D. G. Covell, A. Bax, G. M.
Clore, and A. M. Gronenborn, Solution structure of cyanovirin-N, a potent
HIV-inactivating protein, Nature Sruct. Biol. 5, 571-578 (1998).

11. W.-Y. Choi, M. Tollinger, G. A. Mueller, and L. E. Kay, Direct structure
refinement of high molecular weight proteins against residual dipolar cou-
plings and carbonyl chemical shift changes upon alignment: An application
to maltose binding protein, J. Biomol. NMR 21, 3140 (2001).

12. A. Vermeulen, H. Zhou, and A. Pardi, Determining DNA global structure
and DNA bending by application of NMR residua dipolar couplings, J. Am.
Chem. Soc. 122, 9638-9647 (2000).

13. N. Tjandra, S. Tate, A. Ono, M. Kainosho, and A. Bax, The NMR structure
of a DNA dodecamer in an aqueous dilute liquid crystalline phase, J. Am.
Chem. Soc. 122, 61906200 (2000).

14. J. Kuszewski, C. Schwieters, and G. M. Clore, Improving the accuracy of
NMR structures of DNA by means of a database potential of mean force
describing base-base positional interactions, J. Am. Chem. Soc. 123, 3903—
3918 (2001).



15

16.

17.

18.

10.

20.

21.

22.

COMMUNICATIONS

. D. S. Garrett, Y.-J. Seok, A. Peterkofsky, A. M. Gronenborn, and G. M.
Clore, Solution structure of the 40,000 Mr phosphoryl transfer complex
between the N-terminal domain of enzyme | and HPr, Nature Struct. Biol.
6, 166-173 (1999).

G. M. Clore, Accurateand rapid docking of protein-protein complexesonthe
basis of intermolecular nuclear Overhauser enhancement data and dipolar
couplings by rigid body minimization, Proc. Natl. Acad. Sci. U.SA. 97,
9021-9025 (2000).

G. Wang, J. M. Louis, M. Sondgj, Y.-J. Seok, A. Peterkofsky, and G. M.
Clore, Solution structure of the phosphoryl transfer complex between the
signal transducing proteins HPr and |1 AC!US9se of the Escherichia coli phos-
phoenolpyruvate: Sugar phosphotransferase system, EMBO J. 19, 5635—
5649 (2000).

K.Huang, J. M. Louis, L. Donaldson, F.-L. Lim, A. D. Sharrocks, and G. M.
Clore, Solution structure of the MEF2A-DNA complex: Structural basisfor
themodulation of DNA bending and specificity by MADS-box transcription
factors, EMBO J. 19, 2615-2628 (2000).

E. C. Murphy, V. B. Zhurkin, J. M. Louis, G. Cornilescu, and G. M. Clore,
Structural basis for SRY-dependent 46-X,Y sex reversal: Modulation of
DNA bending by a naturally occuring point mutation, J. Mol. Biol. 312,
481-499 (2001).

C. A. Bewley and G. M. Clore, Determination of the relative orientation of
the two halves of the domain-swapped dimer of cyanovirin-N in solution
using dipolar couplings and rigid body minimization, J. Am. Chem. Soc.
122, 6009-6016 (2000).

N. R. Skrynnikov, N. K. Goto, D. Yang, W. Y. Choi, J. R. Tolman, G. A.
Mueller, and L. E. Kay, Orienting domains in proteins using dipolar coup-
lings measured by liquid-state NMR: Differences in solution and crystal
forms of maltodextrin binding protein loaded with 8-cyclodextrin, J. Mol.
Biol. 295, 1265-1273 (2000).

N. K. Goto, N. R. Skynnikov, F. W. Dalhquist, and L. E. Kay, What is the
average conformation of bacteriophage T4 Lysozyme in solution? A do-
main orientation study using dipolar couplings measured by solution NMR,
J. Mol. Bial. 308, 745764 (2001).

23.

24.

25.

26.

27.

28.

29.

30.

31

32.

33.

335

E. T. Mollova, M. R. Hansen, and A. Pardi, Global structure of RNA deter-
mined with residual dipolar couplings, J. Am. Chem. Soc. 122, 11561-11562
(2000).

C.D. Schwietersand G. M. Clore, Internal coordinatesfor molecular dynam-
ics and minimization in structure determination and refinement, J. Magn.
Reson. 152, 288-302 (2001).

G. M. Clore, J. Kuszewski, C. D. Schwieters, and N. Tjandra, XPLOR-NIH,
available at http://nmr.cit.nih.gov/xplor-nih.

F. Yang, C. A. Bewley, J. M. Louis, K. R. Gustafson, M. R. Boyd, A. M.
Gronenborn, G. M. Clore, and A. Wlodawer, Crystal structure of
cyanovirin-N, a potent HIV-inactivating protein, shows unexpected domain
swapping, J. Mol. Biol. 288, 403-412 (1999).

M. Zweckstetter and A. Bax, Prediction of sterically induced alignment in
adilute liquid crystalline phase: Aid to protein structure determination by
NMR, J. Am. Chem. Soc. 122, 3791-3792 (2000).

M. Riickert and G. Otting, Alignment of biol ogical macromoleculesin novel
nonionic liquid crystalline mediafor NMR experiments, J. Am. Chem. Soc.
122, 7793-7797 (2000).

J.A.Losonczi, M. Andrec, M. W. Fischer, and J. H. Prestegard, Order matrix
analysis of residua dipolar couplings using singular value decomposition,
J. Magn. Reson. 138, 334342 (1999).

G.M. CloreandD. S. Garrett, R-factor, freeR, and compl etecross-validation
for dipolar coupling refinement of NMR structures, J. Am. Chem. Soc. 121,
9008-9012 (1999).

G. M. Clore, A. M. Gronenborn, and N. Tjandra, Direct structure refinement
against residual dipolar couplingsin the presence of rhombicity of unknown
magnitude, J. Magn. Reson. 131, 159-162 (1998).

J. Kuszewski and G. M. Clore, Source of and solutions to problems in the
refinement of protein NMR structures against torsion angle potentials of
mean force, J. Magn. Reson. 146, 249-254 (2000).

J. G. Omichinski, P. V. Pedone, G. Felsenfeld, A. M. Gronenborn, and
G. M. Clore, Thesolution structure of aspecific GAGA factor/DNA complex
reveals amodular binding mode, Nature Sruct. Biol. 4, 122—132 (1997).



	FIG. 1.
	TABLE 1
	FIG. 2.
	ACKNOWLEDGMENTS
	REFERENCES

