
Detailed Structure of the H2PO4
−−Guanosine Diphosphate

Intermediate in Ras-GAP Decoded from FTIR Experiments by
Biomolecular Simulations
Fei Xia,†,‡ Till Rudack,#,‡ Qiang Cui,⊥ Carsten Kötting,# and Klaus Gerwert*,†,#

†Chinese Academy of Sciences−Max Planck Partner Institute and Key Laboratory for Computational Biology, Shanghai Institutes for
Biological Sciences, 320 Yue Yang Road, Shanghai, 200031, China
#Department of Biophysics, Ruhr University Bochum, ND 04 North, 44780 Bochum, Germany
⊥Department of Chemistry and Theoretical Chemistry Institute, University of Wisconsin, 1101 University Avenue, Madison,
Wisconsin 53706, United States

*S Supporting Information

ABSTRACT: Essential biochemical processes such as
signal transduction, energy conversion, or substrate
conversion depend on transient ligand binding. Thus,
identifying the detailed structure and transient positioning
of small ligands, and their stabilization by the surrounding
protein, is of great importance. In this study, by decoding
information from Fourier transform infrared (FTIR)
spectra with biomolecular simulation methods, we identify
the precise position and hydrogen network of a small
compound, the guanosine diphosphate (GDP)−H2PO4

−

intermediate, in the surrounding protein−protein complex
of Ras and its GTPase-activating protein, a central
molecular switch in cellular signal transduction. We
validate the simulated structure by comparing the
calculated fingerprint vibrational modes of H2PO4

− with
those obtained from FTIR experiments. The new
structural information, below the resolution of X-ray
structural analysis, gives detailed insight into the catalytic
mechanism.

Regulation of many cellular processes by guanosine
triphosphate (GTP) hydrolysis is crucial in living cells,

and its interference causes several diseases.1 GTP hydrolysis is
catalyzed by enzymes like the small GTPase Ras p21, which
switches from the active to the inactive conformation and
terminates signal transduction by hydrolytically cleaving the
substrate, GTP, to guanosine diphosphate (GDP) and
inorganic phosphate (Pi).

2,3 To control cell growth,
∼1010‑fold acceleration of GTP hydrolysis (50 ms vs 200 d
in water) is accomplished via complex formation with Ras and a
GTPase-activating protein (GAP).2,4 Malfunctions associated
with constitutively active Ras can cause tumors.5,6 Therefore,
mechanisms of GTP hydrolysis and its catalysis by Ras have
been intensively studied using various theoretical4,7−14 and
experimental15−22 approaches in recent decades.
Fourier transform infrared (FTIR) spectroscopy is very

sensitive to structural details that are beyond the resolution of
X-ray crystallography, which is necessary to understand
catalysis.4 There are two available X-ray structures of GDP·Pi

bound to a small GTPase without the corresponding GAP: one

bound to Rab11aQ70L (PDB ID: 1OIX)23 and one to Di-Ras2
(PDB ID: 2ERX).24 It is unclear whether these static structures
are real intermediates along the reaction pathway or artificially
formed under the crystallization conditions. Recently, FTIR
studies discovered the existence of a stable GDP·H2PO4

−

intermediate bound to Ras·GAP.22 However, the structural
information has to be decoded from the specific vibrational
modes of substrates in proteins. Recent studies have shown that
small but decisive changes in structure and charge distribution
can be detected by the combination of biomolecular
simulations and FTIR spectroscopy.4,25 These studies focused
on substrate changes in the educt and product states in different
environments. Here, by combining FTIR and biomolecular
simulations, we identify a transient state during the reaction
pathway of a small compound, thereby closing an important
gap in the GTP hydrolysis reaction pathway: the structure of
GDP·H2PO4

− within the Ras·GAP complex, the central
intermediate during GTP hydrolysis. The rate-limiting step in
this reaction is the release of inorganic phosphate into the bulk.
Theoretical studies of GTP hydrolysis consider this structure
the product and not an intermediate. By monitoring time-
resolved IR absorbance changes, we can follow the hydrolysis of
GTP to GDP in Ras on the millisecond time scale.26 The
variations of specific vibrational bands with time indicate the
cleavage of the γ-phosphate and the formation of chemical
bonds.22 FTIR investigations can therefore reveal reaction
mechanisms and allow us to derive the reaction rate constants
of GTP hydrolysis.27

Many theoretical studies have investigated the reaction
pathway of GTP hydrolysis in Ras·GAP, but there are only a
few8,11−13 with reasonable activation barriers in agreement with
the experimental results. These theoretical studies consider
only bond breakage, and therefore the product state of the
simulations is the intermediate state GDP·H2PO4

−. Regarding
biological function, the complete reaction pathway has to be
considered because Ras is still in the signal-transducing “on”
state within the intermediate,28 but not in the “off” state, which
inhibits signal transduction. In principle, structural information
about the intermediate could be obtained from these studies,
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but they all focus on the transition state and the activation
barrier, because this is the only reliable observable for the whole
reaction pathway that can be compared to experimental results.
However, precise validation of the educt and product structures
is important; agreement of the activation barriers is not
sufficient proof of the intermediate structure. By calculating
vibrational modes and comparing to measured values, we are
able to explicitly validate the intermediate structure, which has
not yet been observed by X-ray experiments for wild-type Ras
or Ras-like proteins in complex with GAP.
Detailed knowledge of the intermediate structure is crucial to

understand the subsequent steps of hydrolysis. We need
structural clarification of why the intermediate is in the “on”
state28 and why the rate-limiting step for hydrolysis is H2PO4

−

release.22 Here, we describe the intermediate structure obtained
by self-consistent charge−density functional tight-binding
(SCC-DFTB)29 optimized for phosphate hydrolysis reactions30

with umbrella sampling31 and further refinement by molecular
mechanics (MM) and quantum mechanics/molecular mechan-
ics (QM/MM) simulations. The calculated spectroscopic
features of H2PO4

−
fit the spectroscopic results and validate

this intermediate structure.
As a starting structure, we used the X-ray structure of

Ras·GAP·GDP·AlF3 (PDB ID: 1WQ1).16 GDP·AlF3 is an
analogue for the transition state of GTP hydrolysis and
therefore the most reasonable accessible starting structure. We
replaced GDP·AlF3 by GTP and amended the X-ray structure
in a manner similar to that reported by Rudack et al.25 We used
the MM-equilibrated reactant conformation of Ras·GAP·GTP
and allowed GTP hydrolysis to proceed toward the
intermediate state by umbrella sampling.31 The reaction
pathway is analogous to that of ATP hydrolysis in myosin.32

First, the nucleophilic attacking water transfers one hydrogen
atom to the oxygen atom of the γ-phosphate and then attacks
the phosphorus atoms of the γ-phosphate to form the inorganic
molecule H2PO4

− (Figure S1). This protonation state was
already revealed clearly by FTIR experiments.22 With the
GDP·H2PO4

− intermediate bound to Ras·GAP, we performed a
50 ns MM simulation using the CHARMM force fields and the
GROMACS 4.0.7 program suite.33,34 The system reached
equilibrium in 10 ns. To further refine the intermediate
structure, this snapshot at 10 ns was taken as the starting
structure for another 50 ps QM/MM simulation. We calculated
normal modes for each picosecond of the first 10 ps of the
QM/MM trajectory. The deviation for each vibrational mode
among the 10 snapshots is within the spectral bandwidth area
(Table S1). Therefore, the QM/MM trajectory reveals a stable
conformation. For normal-mode analysis, we used the same
approach as in previous studies.35 A detailed description of the
simulation setup and parameters, including the program suites
used, is in the Supporting Information.
Two of the specific P−O stretching modes of H2PO4

− have
been experimentally resolved (Figure 1). All other vibrational
modes of H2PO4

− have lower absorption coefficients and are in
a region with poor signal-to-noise ratio. The calculated
antisymmetric vibrational mode νa(PO2) (1202 cm−1) fits the
experimentally assigned frequency of 1186 cm−1 within the
error of the method (∼2% ≙ 25 cm−1). The calculated
symmetric vibrational mode νs(PO2) (1093 cm−1) fits the
experimental value of 1113 cm−1. Further, we calculated the
influence of γ-18O4, β-

18O4, and β-18O1 isotopic labeling (Figure
S2) on the vibrational modes of H2PO4

− and compared them
to the experiment. These relative shifts, which reflect the

character of the normal-mode vibration, can be calculated with
greater accuracy than the absolute frequencies. In isotopic
labeling experiments of γ-18O4 and β-18O1, one of the three
nonbridging oxygen atoms of the β-phosphate is labeled. Since
the barrier for β-phosphate group rotation is low, the label is
distributed among all three positions. In our calculations we
tested all possibilities and found no significant differences for
each of the nonbridging oxygen atoms of the β-phosphate. If
one hydroxyl oxygen atom and two single oxygen atoms of
H2PO4

− are labeled (Figure 1B), νa(PO2) shifts 31 cm−1 and
νs(PO2) 18 cm

−1, in accordance with the experimental values of
32 and 20 cm−1, respectively.22 If one oxygen atom and two
hydroxyl oxygen atoms are labeled (Figure 1C), νa(PO2) shifts
13 cm−1 and νs(PO2) 16 cm−1, in accordance with the
experimental values of 16 and 20 cm−1, respectively.22

Calculated band shifts for νs(PO2) with β-18O1 and β-18O4
isotope labeling are 7 and 17 cm−1, in good agreement with the
experimental values of 5 and 12 cm−1, respectively.22 This shift
in vibrations of cleaved H2PO4

− upon GDP labeling is due to
coupling of vibrational modes and indicates that H2PO4

− is still
in close proximity to GDP. In the calculated vibrational modes,
a clear through-space coupling between νs(PO2) of H2PO4

−

and νa(PO3)β of GDP can be observed. Therefore, IR
spectroscopy can be used for distance estimations, similar to
nuclear magnetic resonance spectroscopy. Furthermore, the
differences between the vibrational modes for H2PO4

− in water
(calculated,36 νa(PO2) = 1153 cm−1, νs(PO2) = 1068 cm−1;
measured,37 νa(PO2) = 1156 cm−1, νs(PO2) = 1077 cm−1) and
bound to Ras·GAP reveal that the spectra are sensitive to the
particular hydrogen bond network. Besides the H2PO4

−

vibrational modes, we identified an antisymmetric and a
symmetric vibrational mode for the α- and β-phosphate,
denoted as νa/s(PO2)α and νa/s(PO3)β (Table S1).
In summary, we show that the fingerprint vibrational modes

and isotopic shifts of H2PO4
−
fit the experimental results well

within the error of the method. The strong coupling between
H2PO4

− and GDP underlines the accordance between
calculated and experimental spectral features. Therefore, a
detailed analysis of our intermediate structure gained by
biomolecular simulations is justified.
The upper limit for the distance between the H2PO4

−

phosphorus and that of the β-phosphate was proposed as
5.0 Å.22 Our 50 ns MM simulation reveals an equilibrium

Figure 1. Comparison of the calculated and experimental specific P−O
stretching modes of H2PO4

− without (A) and with (B,C) γ-18O4
labeling. The red atoms are 16O and the blue ones 18O. The calculated
values are averaged over 10 snapshots (Table S1).
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distance d (Figure 2) of 4.0 ± 0.1 Å (Figure S3). This is
confirmed by the distance of 4.1 ± 0.1 Å during the 50 ps QM/
MM simulation run. A similar distance was found in the X-ray
structure of the GDP·Pi intermediate in Rab11aQ70L (4.0 Å)23

and Di-Ras2 (4.2 Å). Computational studies report a distance
of 4.1 Å.13 This distance is stabilized by contacts between all
three nonbridging oxygen atoms of the β-phosphate with
H2PO4

− (Figure 2). One of the two hydrogen atoms of
H2PO4

− forms a hydrogen bond with the β-phosphate. Further,
an oxygen atom of H2PO4

− and one of the β-phosphate
coordinate the Mg2+. The last nonbridging oxygen atom of the
β-phosphate is connected to H2PO4

− via Lys16. Interactions
with Lys16 and Mg2+ are present in both X-ray structures. Due
to the strong connection between H2PO4

− and the β-
phosphate, the oxygen atoms remain in an almost eclipsed
position, which is a prerequisite for the experimentally and
computationally observed coupling of the H2PO4

− and GDP
vibrations.22 The β- and α-phosphate oxygen atoms are
staggered because Arg789 only binds the α-phosphate and
does not stabilize an eclipsed conformation by the connecting
γ- and α-phosphates, as observed in the educt state.4

H2PO4
− is not only strongly bound to the β-phosphate but

also embedded in the Ras active site by a strong hydrogen bond
network (Figure 3A). Thr35, a marker for the conformational
change from active to inactive Ras,38 still coordinates the Mg2+,
in contrast to the product state. Furthermore, the backbone
oxygen and nitrogen atoms of Thr35 each form a hydrogen
bond with H2PO4

−, as also in the educt state for the γ-
phosphate. This Thr35 binding motif is also observed by
reaction pathway studies.11 Gly60 directly and Gln61 via a
water molecule complete the strong hydrogen bond network of
H2PO4

−. The connection of Gln61 via a water molecule to
H2PO4

− can also be seen in the structure reported by
Grigorenko et al.,13 resulting from reaction pathway calcu-
lations. In the educt, the same interactions are also formed
between Gly60, Gln61, and the γ-phosphate. The hydrogen
bonds of the conserved amino acids Thr35 and Gly60 are also
found in the X-ray structures of the intermediate in
Rab11aQ70L (Thr43, Gly69) and Di-Ras2 (Thr39, Gly 64).
In both, Gln61 is not present at the equivalent position, and no
interaction of the corresponding amino acid (Leu70, Ser65)
with H2PO4

− is seen. Overall, the hydrogen network of the
intermediate state is very close to that of the educt state. This
fits the experimental observation that the intermediate is an
“on” state.28

The intermediate separates the first reaction step of bond
cleavage and the second one of charge segregation of H2PO4

−

from the Lys16 and Mg2+, lowering the activation barrier for
hydrolysis and facilitating significant back reaction from the
intermediate toward GTP. Interestingly, an intermediate state
could not be observed in every GTPase. However, we assume
that such an intermediate exists in all reaction pathways but is
resolved only when product formation is faster than its decay.
Even if there is an intermediate, the spectral features deviate,
indicating different positioning of H2PO4

− among different
GTPases, which might effect different hydrolysis rates.
Furthermore, the existence of such a strong hydrogen bond
network in the intermediate state is another indication that
H2PO4

− release is the rate-limiting step in hydrolysis.
The interaction network of Mg2+ (Figure 3B) sheds further

light on Thr35 movement and H2PO4
− release. Thr35 has only

one interaction with Mg2+ (Figure 3B, green dashed line), but it
has two hydrogen bonds to H2PO4

−. GDP and H2PO4
− both

coordinate the Mg2+ by one oxygen atom, but the remaining
three coordination partners (two waters and Ser17) develop a
strong hydrogen bond network with GDP (Figure 3B, black
dashed lines). One coordinating water is hydrogen-bonded to
the α-phosphate; the other participates in the hydrogen bond
network between Asp57, Ser17, and Lys16 by forming a
hydrogen bond with the carboxyl group of Asp57. The other
carboxyl oxygen of Asp57 forms a hydrogen bond with the
hydroxyl group of Ser17. This guarantees maximal electrostatic
interaction of Ser17 and the water molecule with the Mg2+ and
prevents the possible mismatching of hydrogen bonding with
other residues. Furthermore, Asp57 and Lys16 are connected
via a water molecule. The stabilizing role of this water has been
emphasized by recent studies39 as well. The backbone nitrogen

Figure 2. Interactions between the H2PO4
− and GDP in the

intermediate state in Ras·GAP. The H2PO4
− still has strong

interactions with the β-phosphate of the GDP.

Figure 3. Detailed structure of the active center of Ras·GAP in the
GDP·H2PO4

− intermediate state, obtained from biomolecular
simulations. (A) The hydrogen-bonding network of H2PO4

−, which
is strongly embedded, similar to the educt state. This explains why the
intermediate state is an “on” state and why H2PO4

− release is the rate-
limiting step in GTP hydrolysis. (B) Extended view of the same state
showing the Mg2+ being bound to GDP via a strong hydrogen bond
network (black dashed lines), whereas Thr35 and H2PO4

− are only
loosely bound to Mg2+ (green dashed lines). This explains why Thr35
is no longer bound to Mg2+ after H2PO4

− release.
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atoms of Lys16 and Ser17 form hydrogen bonds with the β-
phosphate. This interaction network provides a very strong
connection between Mg2+ and GDP. The importance of this
network in the educt state has already been shown using
mutagenesis. The S17A and D57A mutations achieve a 30- and
16-fold decrease in Mg2+ binding affinity, respectively.40 The
interaction of Thr35 with Mg2+ is not as strong as that of Ser17.
The T35A mutation does not significantly affect Mg2+ binding
affinity.40 In accordance with the experiments, the distance
averaged over the 50 ps QM/MM trajectory between the
hydroxyl oxygen atom of Thr35 and the Mg2+ is larger with a
higher fluctuation (2.46 ± 0.36 Å) compared to the distance
between the hydroxyl oxygen atom of Ser17 and Mg2+

(2.16 ± 0.17 Å). Compared to the educt state (2.17 ± 0.02
Å),25 the interaction of Thr35 with Mg2+ is weakened. This
phenomenon is observed for ATP hydrolysis in myosin,41 as
well. All in all, this explains the outward movement of Thr35
with H2PO4

− release, whereas the Mg2+ remains stably
coordinated at the GDP.
In conclusion, we identified the structural details of the

GDP·H2PO4
− intermediate state in GTP hydrolysis in

Ras·GAP. Knowledge of the hydrogen-bonding network of
the active site helps to explain why the intermediate state is an
“on” state and why H2PO4

− release is the rate-limiting step. In
addition, we understand why Thr35 moves outward with
H2PO4

−. Furthermore, the intermediate structure underlines
the crucial catalytic concept of separation of bond cleavage and
charge segregation. We demonstrated our ability to decode
transient positioning and the detailed hydrogen-bonding
network of a small compound in a protein environment from
FTIR spectra by biomolecular simulations. Identifying the
positioning of small compounds is crucial for targeted drug
design.
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