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* Activation of RAF kinase involves the association of its RAS-binding domain (RBD) and cysteine-rich
: domain (CRD) with membrane-anchored RAS. However, the overall architecture of the RAS/RBD/CRD
. ternary complex and the orientations of its constituent domains at the membrane remain unclear.
: Here, we have combined all-atom and coarse-grained molecular dynamics (MD) simulations with
experimental data to construct and validate a model of membrane-anchored CRD, and used thisas a
basis to explore models of membrane-anchored RAS/RBD/CRD complex. First, simulations of the CRD
. revealed that it anchors to the membrane via insertion of its two hydrophobic loops, which is consistent
- with our NMR measurements of CRD bound to nanodiscs. Simulations of the CRD in the context of
. membrane-anchored RAS/RBD then show how CRD association with either RAS or RBD could play an
. unexpected role in guiding the membrane orientations of RAS/RBD. This finding has implications for
. the formation of RAS-RAS dimers, as different membrane orientations of RAS expose distinct putative
. dimerization interfaces.

© The MAPK pathway (RAS/RAF/MEK/ERK) is a cascade of protein-protein interactions that transmits signals
. from cell-surface receptors to the nucleus, where cellular programs for proliferation and survival are then ini-
: tiated“. Mutations of all proteins in the MAPK pathway are observed in human cancer, with high frequencies
. of KRAS4b mutations in pancreatic, lung, and colorectal cancer®* and BRAF mutations in melanoma, papillary
: thyroid, and colorectal cancer®. In this context, RAS functions as a binary switch that is converted from inactive
: RAS-GDP to active RAS-GTP after stimulation of upstream receptors®’. Activated RAS then recruits members
of the RAF kinase family®’ to the membrane where they dimerize and become active, thereby propagating the
growth signal. RAF proteins bind with high (nanomolar) affinity to RAS via the RAS-binding domain (RBD)!®!!,
© There is also experimental evidence that zinc-coordinated cysteine-rich domain (CRD) can bind to RAS inde-
. pendently of RBD in solution'*!* with weaker (micromolar) affinity'*. However, although a crystal structure
. of the RAS/RBD complex has been solved'®, no experimentally-derived structure of the RAS/CRD complex is
© currently available. While significant progress has been made in defining requirements for RAF activation’, the
. precise molecular details underlying the interaction of RAS with RAF via formation of a RAS/RBD/CRD ternary
. complex at the cell membrane remain unclear. Elucidation of these mechanisms should both improve our under-
standing of RAF activation in the MAPK pathway and aid in the development of more effective therapies against
MAPK-driven cancers.
Experimentally-resolved structures are available for the isolated CRD'®, RBD', and kinase domain (KD)#1°
. of RAF. However, structural characterization of full-length RAF is complicated by the presence of two unstruc-
. tured regions: a linker that connects the CRD and KD (comprising 165-180 residues depending on the RAF
. isoform®), and a disordered N-terminal region that has been implicated in formation of the RAS/RAF complex?'.
The solution structure of the CRD'® shows that it adopts a fold similar to that of the C1 domains in protein kinase
C (PKC)?, with a core 3-sheet structure and two relatively long hydrophobic loops that anchor the PKC C1
domains into membranes*>?*, The CRD also has a preference for inserting into membranes, particularly those
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containing phosphatidylserine®, despite a five-residue deletion in one of its two hydrophobic loops. The CRD
could thus fulfill dual roles during RAF activation: anchoring RAF to the membrane while concurrently binding
membrane-anchored and activated RAS molecules.

The RBD-independent binding of the CRD to RAS was first shown in solution via in vitro ELISA experiments,
using the CRD from CRAF (also called RAF1) and non-farnesylated HRAS'2 This study also showed that the
expression of either RBD or CRD in cultured cells blocks the transcription of growth-related genes, presumably
by competing with endogenous CRAF for binding to activated RAS. Although C-terminal farnesylation was
found to increase the binding of RAS to CRD in solution', the significance of this preference remains unclear at
the membrane. Hu and colleagues showed that whereas RBD binding to RAS is GTP-dependent, CRD binding
is nucleotide-independent!?. These investigators also showed that mutation of RAS residues N26 and V45 leads
to loss of CRD binding in solution (while not affecting RBD binding), and expression of these RAS mutants
impairs CRAF auto-phosphorylation and downstream ERK phosphorylation. This effect is consistent with
NMR experiments showing that chemical shift changes occur in RAS residues 23-30 upon RAS/CRD binding?.
Immunoprecipitation assays on cell extracts have also revealed that CRAF mutations at two CRD residues that
coordinate a single zinc ion (C165S and C168S) reduced RAS binding, with cells expressing this double mutant
exhibiting decreased KD activation?. It was later shown that the membrane affinity of CRAF is not affected by
these mutations, as fractionation of sonicated cells showed comparable levels of either wild-type (WT) or mutant
CRAF in the pelleted membrane-containing fractions®. Similar results have also been obtained using the CRD
from the BRAF isoform?, thereby indicating that association of the CRD with activated RAS at the cell membrane
is relevant for signal transduction in live cells.

In this work, we have used all-atom (AA) and coarse-grained (CG) molecular dynamics (MD) simulations
to obtain insights on the structure and dynamics of the RAS/RBD/CRD ternary complex. We focused here on
the KRAS4b isoform as this is the most frequently mutated RAS isoform in several human cancers®*, and on the
BRAF isoform as it has been found to function as the initial activator of asymmetric RAF heterodimers contain-
ing CRAF!?30-32 a5 well as being the most frequent RAF target for mutational activation in human tumors®34,
Specifically, we first extensively characterized the membrane binding of the CRD using AA and CG simula-
tions to show that the stabilizing interactions primarily involve embedding of its two hydrophobic loops into the
membrane. We then carried out NMR experiments to verify the regions of CRD that associate with the mem-
brane. Next, we used CG MD simulations to probe the membrane interactions and orientations of the RAS/
RBD complex. Finally, we investigated how the orientation of the CRD influences the topology of the RAS/RBD/
CRD ternary complex and showed that the orientations of RAS and the RBD with respect to the membrane
(hereafter membrane orientations) are influenced by which of these two components interacts more with the
CRD. Importantly, the various membrane orientations adopted by RAS**-* present different solvent-exposed
interfaces on the G domain that have been implicated in the formation of RAS dimers**#!, and thus the structure
and dynamics of the RAS/RBD/CRD ternary complex presented here can help to improve our understanding of
the mechanisms of RAS dimerization and RAS/RAF association that lead to RAF activation.

Results

Atomistic model of membrane-anchored RAF-CRD. To assess whether the two hydrophobic loops of
the CRD are responsible for its membrane interactions, we performed 1-us AA simulations of the CRD bound
to a lipid bilayer containing 70% POPC (1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine) and 30% POPS
(1-palmitoyl-2-oleoyl-sn-glycero-3-phospho-L-serine) after extensive equilibration of membrane lipids around
the CRD using a CG Martini representation. Computed B-factors (Fig. 1a left) and root-mean-squared (RMS)
fluctuations of atomic positions (Supp. Figure 1a) showed overall fold stability when the CRD was membrane-an-
chored, including the core (3-sheet structure comprised of three 3-strands (Supp. Figure 2a). In contrast, simu-
lations of the CRD in solution (i.e., no membrane present) evolved higher B-factors (Fig. 1a right), larger RMS
fluctuations (Supp. Figure 1b), and a slight distortion in the domain fold where the sheet structures of 3-strands
1 and 2 extended into both of the adjacent hydrophobic loops (Fig. 1a right and Supp. Figure 2b). These results
indicate that the membrane anchoring of the CRD by its hydrophobic loops imparts domain stability on the
microsecond timescale.

We next looked at how the CRD is oriented when it is anchored to the membrane in these AA simulations.
Two order parameters were selected to represent the orientation of the CRD at the membrane (Supp. Figure 3a).
The first order parameter, d,, describes the distance along the bilayer normal between the center of mass (COM)
of both hydrophobic loops and the COM of the lipid bilayer, with smaller values indicating deeper membrane
penetration of the CRD loops. The second order parameter, 6,, describes the tilt angle between a vector defined
along 3-strand 2 and the bilayer normal, with values close to 90° indicating that 3-strand 2 is approximately par-
allel to the membrane surface. Projection of the AA simulation data onto these two coordinates reveals a single
free energy basin in which the value of d, varied from 1 nm to 2.75 nm and the value of 6, varied from 0° to 80°
(Fig. 1b). All of these configurations are consistent with a CRD that is anchored to the membrane via its two
hydrophobic loops.

To further evaluate whether the membrane binding mode involving CRD loop insertion is the dominant form
of CRD at the membrane, we employed a CG approach that provides clear advantages in terms of computational
speed. Here, we explored the membrane-CRD interactions formed during unbiased membrane binding of a CRD
from aqueous solution. Specifically, the CRD was initially positioned with its COM 5 nm away from the mem-
brane surface (Supp. Figure 3b), and 10 of these simulations were run for 200 us each. Analysis of these CG runs
indicated that the dominant membrane-binding mode indeed involves insertion of both of the CRD hydrophobic
loops (Supp. Figure 3c). The first coordinate varied from 1.5 nm to 2.5 nm, while the second coordinate varied
from 10° to 100°. The differences in ranges for both coordinates between the CG and AA runs is likely due to the
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Figure 1. Simulations of membrane-anchored and solvated RAF-CRD. (a) Per-residue a-carbon B-factors
(A?) from five AA simulations of membrane-anchored CRD (left) and five simulations of solvated CRD (right).
Low to high B-factor values are colored from blue to red. Gray spheres denote coordinated zinc ions. The

three 3-strands comprising the core 3-sheet structure are labeled 1-3 in the membrane-anchored structure.

N- and C-terminal residues, as well as residues that showed significant chemical shift perturbations in NMR
experiments (see Fig. 2a) are also labeled. Typical conformational distortions observed in simulations of
solvated CRD, particularly in the two hydrophobic loops (top of the structure), are shown. (b) Free energy
(kJ/mol) contour map of membrane-anchored configurations of CRD from AA simulations, using as order
parameters (i) the distance along the bilayer normal between the COM of both CRD hydrophobic loops and
the bilayer COM, and (ii) the angle between a vector defined along 3-strand 2 and the bilayer normal (see Supp.
Figure 3a).
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elastic network restraints applied in the CG runs that constrained the backbone conformation of CRD secondary
structural elements, while no such restraints were applied to the CRD in the AA runs.

Experimental verification of RAF-CRD membrane association. The membrane association of the
CRD via its two hydrophobic loops was verified using NMR measurements of CRAF-CRD binding to nano-
discs containing 70%:30% POPC:POPS. Chemical shift perturbations (CSP) of the backbone amides were used
to compare the NMR spectra of the CRD alone or in the presence of nanodiscs, and are plotted in Fig. 2. CSPs
provide information on the change in the chemical environment of amino acids that result from either direct
interaction of the CRD with the membrane or due to CRD conformational changes that result from binding to the
membrane. The perturbations were concentrated to two regions that contained positively-charge lysine residues,
K148 and K157 (T244 and K253 in BRAF-CRD; see Fig. 1a), flanked by hydrophobic residues. Of note, the peaks
for residues L147, K148, L149, A150, and F158 (F243, T244, 1.245, A246, and 1254 in BRAF-CRD) broadened
beyond detection in the presence of nanodiscs containing 30% POPS lipids (Fig. 2a and Supp. Figure 4a). This
indicates that these residues in the CRD associated tightly to the nanodisc resulting in peak broadening due to
the increase in relaxation rate from the apparent increase in molecular weight. In addition, C165 and E174 (C261
and Q270 in BRAF-CRD) also showed significant perturbations when the CRD was bound to nanodiscs. We
also performed measurements for the CRD bound to 100% POPC nanodiscs, and while CSPs were still observed
for a number of peaks, their magnitude was significantly decreased compared with the CSPs observed for the
POPS-containing nanodiscs (Fig. 2b and Supp. Figure 4b). This indicates that the CRD has a higher binding
affinity for POPS-containing nanodiscs.

We next analyzed both AA and CG simulations of a membrane-anchored CRD for properties that can track
the NMR measurements in more detail, particularly the interactions between the CRD and the membrane in
the loop-embedded orientation. One such property is the fraction of simulation time that each residue is in
contact with any lipid, which was computed here using a cutoft distance of 0.45 nm between heavy atoms of
each residue with any lipid head group. The AA (Fig. 2¢c) and CG (Supp. Figure 5) simulations showed that res-
idues from both hydrophobic loops are primarily involved in making lipid contacts, consistent with the NMR
measurements. We note that the AA and CG simulation membrane contact profiles do not exactly match the
CSP profile using POPS-containing nanodiscs (Fig. 2a), as the former were computed only from simulations of
membrane-anchored CRD while the latter is based on differences between solution and membrane-anchored
CRD.

The AA and CG simulations were consistent in showing that on average around 6-8 POPS lipids can be found
near the CRD (Supp. Fig. 6a). To check if this means that the CRD preferentially interacts with POPS lipids, we
computed from the more extensive CG runs a 2D density map of POPS and POPC lipids in the leaflet to which
the CRD anchors (Fig. 2d). This clearly shows the clustering of POPS lipids around the CRD, while POPC lipids
were more evenly distributed throughout this leaflet. We also computed a time profile for the proportion of either
lipid around the CRD, using the same cutoft distance of 0.45 nm as earlier. The protein-distal leaflet (i.e., the leaf-
let that does not have CRD embedded) shows that the average POPC:POPS proportion stays at 70%:30% (with
a standard deviation of around +10% for both values) (Supp. Fig. 6b top). The protein-proximal leaflet (i.e., the

SCIENTIFICREPORTS | (2018) 8:8461 | DOI:10.1038/s41598-018-26832-4 3



www.nature.com/scientificreports/

a .
£ g 016
23
s: —
ggo.n- R =
§: i
28 o0
£o
aa — M -
8 R =
8 R o.04 4
o LGlmil I_|I'I|_| ”nn”l'l fAnline l'lnl-ll_ln I_ll_lnl-ll_l 0 _Afs
RREY IfDSI3QCUAE0F RAGEZEQGEIRSGSEREL BGREE B g
xS 2
a3 g
b CRAF-CRD residues
0.2 q
£ 0164
23
ggo.u-
g8
Eg 0.08
a R
28
a ™ —
S 004 4
(i} D M=
P = P 1 =Y B i PSS | [T T TN =Y = Y - T
RASY §33853%3%a3035% RA3:Y2T8802aRENAR KEREE M BufRg
’-PES I eEFLSEISZIT 0o § EIS3zZ0&&0 FOOFTEETO CGFES - G>5o03a
c CRAF-CRD residues
i h1e
28 os
e
8O
-§§ 0.6
£8
gg 0.4
5<
£q o2
i il
s
g'i o a&.é}[ﬁﬂ A & it}
2 NegLeneagII0gRen NI e R RS eLRRe R
EEE R R R R R E R R R E R R T R R R R R R R S 10
BRAF-CRD residues
d 4.0 o
POPS
T £ ; =
£ £ W )
g K » &
2 2
> >
N
oy
4.0 n
-4.0 ] 4.0
X position (nm) X position (nm)

Figure 2. Identification of membrane anchoring residues of RAF-CRD via MD simulations and NMR experiments.
() Per-residue chemical shift perturbation (CSP) profile for CRAF-CRD based on comparison of 800 MHz TROSY
spectra for CRD bound to 70%:30% POPC:POPS nanodiscs and for free CRD (see Supp. Figure 4a). Gray bars
indicate residues whose peaks broadened beyond detection in the presence of nanodiscs. Orange horizontal line gives
average + standard deviation over all measured CSP values in this profile. (b) Corresponding per-residue CSP profile
for CRAF-CRD based on comparison of 800 MHz TROSY spectra for CRD bound to 100% POPC nanodiscs and
for free CRD (see Supp. Figure 4b). Orange horizontal line gives average 4 standard deviation over all measured CSP
values in this profile. (c) Per-residue membrane contact profiles for BRAF-CRD from AA simulations, with a higher
value indicating a larger proportion of the simulation time in which the residue was making at least one membrane
contact. Membrane contacts are defined here as occurring when any heavy atom in a residue is within 4.5 A of any
lipid head group. Red brackets denote the residues belonging to the two hydrophobic loops of CRD. Inset at the right
shows a membrane-anchored conformation of CRD via embedding of both its hydrophobic loops (red cartoons).
Error bars give the s.e.m. from five simulations. (d) Plots of POPC (left) and POPS (right) lipid density (nm?), for
BRAF-CRD from CG simulations. Only lipids belonging to the leaflet that CRD is anchored to were considered

in these calculations. The CRD (magenta cartoons) is shown at the center of both plots in the hydrophobic loop-
embedded orientation.
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Figure 3. RAS/RBD adopts two dominant orientations at the membrane. (a) Free energy (kJ/mol) contour map
of membrane-anchored configurations of RAS/RBD from CG simulations, using as order parameters (i) the tilt
of the G domain away from the bilayer normal, and (ii) the azimuthal angle at which this tilt occurs (see Supp.
Fig. 7). Insets at the right show sample snapshots belonging to each of the two dominant membrane orientations
observed in the simulations. RAS is shown using a multicolored tube representation, while a surface depiction is
used for the RBD. The asterisk indicates a minor basin that appears to connect the two larger basins. (b) Bar plot
showing the proportion of simulation snapshots belonging to the membrane orientations observed in the CG
simulations of membrane-anchored RAS/RBD. Error bars give the s.e.m. from ten simulations.

leaflet with embedded CRD), on the other hand, shows an increased amount of POPS lipids around the CRD with
an average POPC:POPS proportion of 60%:40% (standard deviation also around +10%) (Supp. Fig. 6b bottom).

KRAS4b G domain orientational landscape at the membrane with RAF-RBD bound. We next
looked at the membrane dynamics of the tightly-bound RAS/RBD complex on a lipid bilayer containing 70%:30%
POPC/POPS. For this evaluation, we performed only CG simulations as the goal was to obtain efficient sampling
of membrane orientations. The KRAS4b/BRAF-RBD complex was built via homology modeling to the crys-
tal structure of the HRAS/CRAF-RBD complex', and the entire complex was initially positioned such that the
COM of the RAS G domain and RBD were 4nm and 7 nm, respectively, away from the membrane except for the
anchoring farnesyl at the C-terminus of the RAS hypervariable region (HVR). To characterize the membrane
orientations, we followed a similar procedure as in the case of the CRD simulations, however using a different
set of order parameters to define orientations. In particular, we measured the tilt of the G domain away from the
bilayer normal, 8, vs. the azimuthal angle at which that tilt occurs (i.e., the rotation), 6,. Definitions of , and 6, are
provided in the Methods and illustrated in Supp. Fig. 7.

After projecting these two correlated angles, we obtained a free energy contour map (Fig. 3a; see Supp. Fig. 8
for a population-based contour map) that clearly shows two dominant basins: the first basin is centered at around
60° tilt and 100° rotation angles, while the second basin is centered at around 75° tilt and —60° rotation angles.
The latter basin comprised around 72% of configurations sampled in the CG simulations (Fig. 3b), and fea-
tures an orientation where helices 4/5 of the G domain are in close proximity to the water-lipid interface of
the bilayer, and with the RBD-binding site exposed to solvent (hereafter the “Exposed” orientation). The other
basin comprised around 26% of configurations sampled, has helix 5 and the 3-strands of the G domain near the
membrane, and has the RBD-binding site still solvent-exposed but now adjacent to the membrane (hereafter the
“Membrane-adjacent/GH5” orientation, to denote that helix 5 of the G domain is also near the membrane). The
insets in Fig. 3a show sample structures belonging to both of these dominant orientations. The remaining 2%
of configurations sampled includes a minor basin (marked by an asterisk in Fig. 3a) that appears to connect the
two larger basins. When RAS is in the Exposed orientation, no membrane contacts are made by the RBD (Supp.
Fig. 9a); however, when RAS is in the Membrane-adjacent/GH5 orientation, the RBD makes membrane con-
tacts and shows a preference for binding POPS lipids (Supp. Fig. 9b). A more detailed analysis of the RAS/RBD
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Figure 4. RAS/RBD/CRD ternary complex model based on RAS/CRD association observed in solution studies.
(a) Snapshot from the AA simulation of the solvated ternary complex model S1 (see Supp. Fig. 11), focusing

on the binding interface between RAS and CRD. The CRD and RBD are shown in pink and yellow cartoons,
respectively. RAS is shown in cyan cartoons, but with helix 5 colored orange. Stable interactions between RAS
and CRD that were observed in the 1-us simulation are highlighted, and include RAS residues N26 and V45 (see
contact maps in Supp. Fig. 12a). (b) Snapshot from one of the AA simulations of membrane-anchored ternary
complex model S1, showing RAS adopting the Exposed orientation. The CRD, RBD and RAS are colored as in
(a), but with helices 3, 4, and 5 of the RAS colored red, green, and orange, respectively, in order to show their
disposition relative to the membrane surface.

snapshots in the Membrane-adjacent/GH5 orientations (Supp. Fig. 10) showed that most of the RBD residues
making contacts with the membrane come from the interface of the RBD (3-sheet that is opposite to RBD helix 1.

Ternary complex models of RAS/RBD/CRD based on solution data of RAS/CRD association. To
probe how the CRD influences the membrane orientations of RAS/RBD, we used a docking-based approach to
construct candidate models of the RAS/RBD/CRD ternary complex at the membrane. These models were then
filtered based on three experimentally-derived criteria: (i) the two hydrophobic loops of CRD must be accessible
to allow for membrane anchoring; (ii) the C-terminus of the RBD must be sufficiently close to the N-terminus of
the CRD that these domains can be connected by their intervening four-residue linker; and (iii) the CRD must
contact the surface of RAS that presents residues N26 and V45, which have been shown experimentally to be
important for CRD binding"®. After applying these filters, only three models remained for the RAS/RBD/CRD
ternary complex (labeled as models S1, S2, and S3 in Supp. Fig. 11), all of which can be anchored to the membrane
with CRD adopting an orientation that has both hydrophobic loops embedded in the membrane and such that
the RAS G domain adopted the Exposed orientation with the RBD not interacting directly with the membrane.
We ran 1-pus AA simulations for each of the three docked models in solution (i.e., no membrane present) to assess
the stability of each model and to verify that stable contacts are made between the CRD and residues N26 and
V45 of RAS. The simulations for model S1 formed a stable contact between the side chains of RAS N26 and CRD
Y266, as well as hydrophobic contacts between RAS V44/V45 and CRD F250 (Fig. 4a). In addition, stable salt
bridges were also detected between RAS R149 and CRD D249, and between RAS D153/D154 and CRD R252.
In contrast, intermittent interactions with only RAS N26 were observed for simulations of model S2, while CRD
detached from the complex in simulations of model S3. Based on these observations, only model S1 was used to
build models of the membrane-associated ternary complex.

We anchored the S1 model of the ternary complex onto a membrane bilayer containing 70%:30% POPC:POPS
via embedding of the two hydrophobic loops of CRD, which dictated the Exposed orientation for the RAS/RBD
complex (Fig. 4b). The membrane-bound model in this orientation was then assessed by five independent 1-ps
AA simulations. As described in the Methods, extensive equilibration of lipids around the ternary complex was
accomplished via prior CG simulations. An analysis of contacts between RAS and CRD in these AA runs showed
that the intermolecular contacts observed in the solution-only simulations (Fig. 4a) were maintained in three of
the membrane-bound simulations (Supp. Fig. 12a). For the other two runs, one showed the CRD moving towards
RAS N26 and breaking the RAS V45 contact, while the other conversely showed the CRD moving towards RAS
V45 and breaking the RAS N26 contact (Supp. Fig. 13). Because of the limited sampling of protein complex con-
formations in these AA simulations, we cannot conclude from these runs that the RAS/CRD interactions inferred
from measurements done in solution are stable in the context of a membrane. We also looked if CRD made any
contacts with RBD, and found that except for some transient interactions involving the N- and C-termini of
the CRD, there were no persistent contacts formed between the CRD and the RBD in these simulations (Supp.
Fig. 12b). Mapping of the tilt and rotation angles of the RAS G domain relative to the membrane shows that the
Exposed orientation is maintained in these 1-us simulations (Supp. Fig. 14a). In terms of the distribution of POPS
lipids around each component of the RAS/RBD/CRD ternary complex (Supp. Fig. 15), around 7 POPS lipids clus-
tered around the CRD, similar to the behavior in simulations of membrane-bound CRD alone (Supp. Fig. 6a). The
highest distribution of clustered POPS lipids was found around the RAS HVR, which has a polybasic sequence
in the KRAS4b isoform.

To ensure that these observations are not biased by the initial membrane anchoring of the complex in these
AA runs, we ran CG simulations of the docked model such that the COM of the RAS G domain, RBD, and CRD
were initially positioned 5nm, 6.5 nm, and 8 nm away from the membrane, respectively, except for the anchoring
farnesyl at the C-terminus of the RAS HVR. This also allowed us to check if other membrane orientations are
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possible given this particular topology of the ternary complex. Elastic network restraints were included during
these CG simulations to maintain the conformation of each domain as well as the overall topology of the ternary
complex. Measurements of the distance between the COM of the CRD and the COM of the bilayer showed that
after an initial first passage time that ranged from 5 to 30 us, the CRD embedded into the membrane in all ten CG
trajectories (Supp. Fig. 16a), via membrane insertion of its two hydrophobic loops. These CG simulations also
showed that once the CRD became embedded in the membrane, it attracted POPS lipids (Supp. Fig. 16b), and the
ternary complex remained in the Exposed orientation with embedded CRD loops and no direct RBD-membrane
interactions for the remainder of the 100 us simulation time (Supp. Fig. 14b). Although the restraints between
CRD and RAS imposed by the elastic network may have prevented the RAS G domain from adopting additional
orientations at the membrane surface, these were necessary to make our approach computationally tractable.

Ternary complex models of RAS/RBD/CRD with no pre-defined RAS/CRD association. Our
initial approach for modeling the RAS/RBD/CRD ternary complex relied on selecting only those models where
the CRD associated with RAS as suggested by solution studies. We next explored ternary complex models where
the mode of association between RAS and CRD was not imposed as an initial condition. In these simulations,
the CRD was positioned away from RAS/RBD by 2 nm while anchored to the membrane and still attached to the
RBD via the native 4-residue linker (Supp. Fig. 17). Five independent 1-us AA simulations were then performed,
to evaluate if and how the CRD would approach RAS/RBD to form a ternary complex. Two of these simulations
showed the CRD approaching RAS/RBD to form a ternary complex that resembled the docked model and had
similar CRD contact profiles with both RAS and the RBD (see Fig. 4a and Supp. Fig. 12). In the third simulation,
the CRD approached RAS near N26 of its G domain without making interactions to the interface near V45 (see
left-hand side of Supp. Fig. S13), while another simulation showed the opposite and had CRD approaching the
interface near V45 without making interactions near N26 (see right-hand side of Supp. Fig. S13). The final run did
not show CRD approaching RAS/RBD on the simulation timescale.

The varying CRD association results seen in different AA runs may be due to a weak specificity of CRD for
RAS, exacerbated by the limited sampling of protein conformations attained in these simulations. To extend
the timescales at which we probed the domain interactions and orientations after unbiased binding between
the CRD and the RAS/RBD complex, we repeated these simulations using a more efficient CG approach. These
CG simulations showed two other orientations being sampled that pulled the RBD closer to the membrane.
One of these orientations corresponds to the Membrane-adjacent/GH5 orientation observed earlier in the CG
RAS/RBD simulations, where helix 5 of the G domain is near the membrane (Fig. 5a left). The other orien-
tation is also membrane adjacent, but instead has helix 3 of the G domain near the membrane (hereafter the
“Membrane-adjacent/GH3” orientation) (Fig. 5a right). The latter orientation in fact corresponds to the minor
basin that connected the Exposed and Membrane-adjacent/GH5 orientations in the CG RAS/RBD simulations
(basin marked by an asterisk in Fig. 3a). For the current CG simulations, however, the presence of the CRD
caused the Membrane-adjacent/GH3 orientation to be sampled more frequently. An analysis of protein domain
contacts showed the CRD making more contacts with the RAS G domain in the Membrane-adjacent/GHS5 ori-
entation compared to Membrane-adjacent/GH3 orientation (Fig. 5b,c top, Supp. Fig. 18a and b top), which were
fewer and distinct from the RAS/CRD contacts seen in the docked model (Fig. 4a, Supp. Fig. 12a). In contrast,
the CRD made more contacts with the RBD in both Membrane-adjacent orientations (Fig. 5b,c bottom, Supp.
Fig. 18a and b bottom) compared to the docked model (Supp. Fig. 12b). These RAS/CRD and RBD/CRD contacts
observed in the CG runs were also observed in AA simulations using backmapped configurations from both
Membrane-adjacent orientations (Supp. Fig. 19). Compared to the Membrane-adjacent/GHS5 orientation from
the CG RAS/RBD runs (Supp. Fig. 9b), the RBD in these RAS/RBD/CRD simulations was not pulled as close to
the membrane as evidenced by the lower number of lipid contacts observed (Supp. Fig. 20). Around 7 POPS lipids
were found to cluster around CRD in the Membrane-adjacent/GH5 orientation, while slightly more (around 8
POPS lipids) clustered around CRD in the Membrane-adjacent/GH3 orientation (Supp. Fig. 15). Interestingly,
compared to the docking-based ternary complex model, both Membrane-adjacent orientations attracted fewer
POPS lipids around the RAS G domain (Supp. Fig. 15).

Discussion

We have extensively characterized the CRD, in solution or anchored to a 70%:30% POPC:POPS membrane,
using AA and CG MD simulations (Fig. 1). These simulations showed that membrane anchoring of CRD occurs
through the embedding of its two hydrophobic loops into the membrane. This binding mode of CRD to the mem-
brane was confirmed by NMR experiments with CSPs mainly occurring for those residues belonging to either of
the CRD hydrophobic loops (Fig. 2). Additionally, these experiments showed that the association of the CRD to
membranes is increased in the presence of POPS lipids, and our simulations in turn indicated that these anionic
lipids have a propensity to cluster around the CRD. This clustering has also been observed in simulations of the
homologous C1 domains of PKC using anionic DOPS lipids*2. The CRD contains seven basic arginine and lysine
residues that form a “belt” around the two hydrophobic loops (Supp. Fig. 21), and interactions of these residues
with the lipid head groups can account for the attraction of anionic lipids. We are aware that our simulations
were performed using BRAF-CRD while the NMR measurements were done for CRAF-CRD. The high sequence
similarity between both CRD isoforms (74.5% identity, 97.9% similarity) (Supp. Fig. 22a) suggests that they may
adopt the same fold as well as the same membrane-binding mode. Although it remains unclear whether sequence
variation among CRD isoforms functionally constitutes minor tweaking, major changes, or irrelevant evolution-
ary drift, we note that the two C1 domains of PKC have even more sequence divergence with RAF-CRD than
exists among RAF isoforms and yet the C1 domains have also been shown via experiments and simulations to
adopt the same fold and membrane binding mode?>*? as we have presented here for BRAF-CRD and CRAF-CRD.
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Figure 5. RAS/RBD/CRD ternary complex models based on CG simulations with no pre-defined RAS/CRD
association. (a) Snapshots showing the Membrane-adjacent/GH5 (left) and membrane-adjacent/GH3 (right)
orientations observed in the CG simulations. The CRD, RBD and RAS are colored as in Fig. 4, but with helices
3,4, and 5 of the RAS colored red, green, and orange, respectively, in order to show their disposition relative to
the membrane surface. (b) Residue contacts between RAS/CRD (top) and between RBD/CRD (bottom) for the
Membrane-adjacent/GHS5 orientation are highlighted (see contact maps in Supp. Fig. 18a). (c) Residue contacts
between RAS/CRD (top) and between RBD/CRD (bottom) for the Membrane-adjacent/GH3 orientation are
highlighted (see contact maps in Supp. Fig. 18b).

We then wanted to explore how CRD-membrane association could impact the RAS/RBD/CRD ternary com-
plex. To do this, we first evaluated the membrane orientations of the RAS/RBD binary complex. In our CG simula-
tions, the entire RAS/RBD complex was effectively considered as a single tightly bound unit, which is a reasonable
assumption since the high nanomolar binding affinity between RAS and RBD has been well documented'®!!.
Additionally, the RAS-binding interface of the RBD is evolutionarily conserved between BRAF and CRAF iso-
forms (Supp. Fig. 22b). Our simulations showed that the RAS/RBD heterodimer tumbles between two major ori-
entations (Fig. 3). The Exposed orientation has the RBD away from the membrane while the Membrane-adjacent/
GH5 orientation has the RBD making membrane interactions. Both orientations have been previously identified
in an NMR study of KRAS4b interacting with nanodiscs containing 70%:30% POPC:POPS*. The dominant ori-
entation was also found to switch between both orientations, depending on the particular isoform of bound
RBD™: (i) ARAF-RBD has a net positive charge on its membrane binding interface and shifts RAS/RBD more to
the Membrane-adjacent/GH5 orientation, while (ii) RalGDS-RBD has a net neutral charge on the corresponding
interface and shifts RAS/RBD more to the Exposed orientation. The corresponding interface on BRAF-RBD has a
net neutral charge (Supp. Fig. 23) and consistent with the observations for RAS/RalGDS-RBD complex we found
here that the Exposed orientation was sampled more in our CG simulations of the RAS/BRAF-RBD complex.
CRAF-RBD has a net positive charge on this interface (Supp. Fig. 23), and we therefore predict that this will shift
RAS/RBD toward to the Membrane-adjacent/GH5 orientation.

With details about the membrane orientations of RAS/RBD binary complex in hand, we proceeded with
modeling the RAS/RBD/CRD ternary complex. The goal here was to explore the potential conformations of
the membrane-anchored ternary complex provided that (i) CRD is anchored to the membrane via its two
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hydrophobic loops, and (ii) RAS/RBD is free to sample either of the membrane-anchored orientations observed
earlier. These considerations are carried out with one critical question - does the CRD bind to RAS in such a
complex or not? Our first model relied on solution experiments'? that suggested two residues from RAS, N26 and
V45, potentially interacting with the CRD in the ternary complex. In the corresponding membrane-anchored
model and simulations, we ensured that these two RAS residues are indeed making interactions with the CRD.
This model, based on atomistic docking of the CRD to the RAS/RBD crystal structure, shows the RAS G domain
in an Exposed orientation with the RBD away from the membrane (Fig. 4). AA simulations of this model show
CRD residues Y266 and F250 interacting with RAS residues N26 and V45, respectively. This ternary complex
model thus provides a testable prediction to see if mutations of CRD residues Y266 and F250 can inhibit RAS/
CRD binding. In addition, several salt bridge interactions (RAS R149 — CRD D249 and RAS D153/D154 - CRD
R252) can also be explored experimentally for their impact on RAS/CRD binding.

Alternatively, we considered models where no such direct interactions between RAS and CRD were imposed.
Both AA and CG simulations were started with membrane-anchored CRD initially positioned away from RAS/
RBD. The goal here was to explore whether those interactions mentioned above are specific enough to drive the
CRD to reconnect with RAS. However, we did not observe such a strong specificity between RAS and the CRD
in these simulations. The AA simulations, which are limited by short time scales, did show tendencies for CRD
to become proximal to RAS, however these associations were weak and non-specific. Restricted by the short
linker between RBD and CRD and the stronger binding between RAS and RBD, any weak interactions between
RAS and CRD could just be incidental in the context of a nearby membrane. With CG simulations that allow for
more extensive sampling of the ternary complex over longer time scales, we found two dominant interconvert-
ing models of the membrane-anchored ternary complex (Fig. 5) that had the RAS G domain adopting related
Membrane-adjacent orientations such that the RBD was close enough to the bilayer to make direct membrane
interactions. Interestingly, we found that in contrast to the docked model that showed CRD interacting mainly
with RAS and forming only transient interactions with RBD (Supp. Fig. 12), both of these Membrane-adjacent
models made more persistent interactions between the CRD and different regions of the RBD (Supp. Fig. 18).
These results suggest that the topology and membrane orientations of the ternary complex are altered depending
on whether CRD is primarily interacting with either the RAS G domain or the RAF-RBD.

In summary, we have provided atomistic details on the membrane anchoring of RAF-CRD using a combi-
nation of simulations and experiments. Both approaches indicate that anionic lipids facilitate the membrane
anchoring of the CRD. Encouraged by these findings, we then explored the effect that membrane anchoring of
CRD could have on the RAS/RBD/CRD ternary complex. Our results suggest that the manner in which CRD
associates with the membrane affects the topology and the membrane orientations of its components, as well
as the exposure of putative RAS dimerization interfaces***!. When the CRD is primarily interacting with RAS,
the RAS G domain adopts the Exposed orientation in which the putative dimerization interface between helices
3/4 is accessible. In contrast, when the CRD is primarily interacting with the RBD, this causes a shift towards
two related Membrane-adjacent orientations of the RAS G domain that both expose putative interfaces between
helices 3/4 and helices 4/5 although to different extents. We note that changes in the membrane lateral pressure
due to RAS/RAF adsorption are not expected to have any dramatic effects on other physical properties (such
as curvature/bending) of the membrane patches used in our simulations. This is because of the small size and
simple composition of our simulated patches, as well as the fact that our simulations do not consider protein
aggregation/crowding. We also note that it was recently shown, using fluorescence correlation spectroscopy and
single-molecule tracking, that KRAS4b appears to lack intrinsic dimerization capability on supported lipid bilayer
membranes*. The RAS/RBD/CRD models should therefore be useful in elucidating how RAS dimerization and
RAS/RAF binding can occur concurrently and lead to RAF activation.

Methods

System setup. All-atom (AA) models of RAF-CRD.  Structural models of BRAF-CRD were based on the
first conformer from the solution NMR structure of the CRAF-CRD (PDB 1FAQ)'¢ with in silico mutagen-
esis using PyMOL* to match the sequence of BRAF-CRD. Each of the two zinc ions bound to the CRD are
coordinated by three anionic cysteines (thiolates) and one histidine (protonated at the epsilon nitrogen). The
CHARMM36 force field*>¢ contains parameters for thiolate*” as well as harmonic bond and angle potentials to
maintain the coordination geometry around zinc. For the system containing an isolated CRD in aqueous solution
(hereafter the solution CRD system), TIP3P water molecules* were added to fill a rhombic dodecahedral box
around the CRD, with a minimum distance of 1.2 nm from any protein atom to any edge of the simulation unit
cell. For the membrane-anchored CRD system, the two hydrophobic loops of the CRD were embedded into a
lipid bilayer containing 64 lipids per leaflet with a composition of 70%:30% POPC:POPS that was built using the
Membrane Builder module of CHARMM-GUI***’. Monovalent K+ and Cl~ ions were added to both systems in
order to neutralize the system charge and to reach a physiological ionic strength of 150 mM.

Coarse-grained (CG) model of RAF-CRD for spontaneous membrane association. 'The AA coordinates of the
BRAF-CRD model were transformed into CG beads using parameters based on the MARTINI 2.2 force field*'.
An elastic network was applied to the entire protein backbone in order to preserve the internal secondary struc-
ture®2. A CG membrane containing 70%:30% POPC:POPS was constructed using the insane script®. To be more
consistent with physical properties computed from atomistic CHARMM36 runs, the CG Martini parameters
were reparametrized as discussed in the Supporting Methods. The CG structure of the CRD was initially placed
with its center of mass (COM) 5nm away from the surface of the bilayer. The entire system was solvated using a
total of 5000 CG water beads, and Nat and Cl~ ions were added to neutralize the excess charges and mimic the
physiological ionic strength of 150 mM.
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CG models of RAS/RBD for spontaneous membrane association. 'To study the orientations of RAS/RBD at the
membrane, we prepared a system using the MARTINI 2.2 force field®!. The crystal structure of the complex
between HRAS/CRAF-RBD (PDB 4GON)"* was used to build a homology model of KRAS4b/BRAF-RBD via in
silico mutations using PyMOL*, followed by transformation of the atomic coordinates to CG beads. In order to
avoid large structural deviations of the RAS/RBD complex, an elastic network®? connecting the CG beads within
RAS, within RBD, and between RAS/RBD were incorporated (excluding residues 171-185 of the RAS HVR). In
order to accurately represent the dynamics of RAS, the CG representation of the farnesyl group was parametrized
based on AA simulations as discussed in the Supporting Methods. These AA simulations were conducted with
standard CHARMM36 parameters, except for the use of new AA parameters for the farnesyl moiety (Chris Neale,
personal communication). The farnesyl group of RAS was embedded in a lipid bilayer containing 70% POPC and
30% POPS such that the complexed G domain and RBD were initially positioned in bulk water. This system was
solvated using standard MARTINI water beads with Na* and Cl~ ions added to neutralize the excess charges and
mimic the physiological ionic strength of 150 mM.

Order parameters for defining membrane orientations of RAS.  The orientation of the RAS G domain is quantified
by its tilt away from the bilayer normal, 6, and the azimuthal angle at which that tilt occurs (i.e., the rotation), 6.
Specific definitions of 6, and 6, are illustrated in Supp. Fig. 7. These definitions are similar to, and inspired by, the
definitions of Im and colleagues®. Values of 6, are computed with respect to a reference orientation, Xy, in which
the long axis of C, atoms in RAS helix 5 (H5; V152-K165) from chain A of PDB ID: 4OBE™ lies along the global
bilayer normal (Cartesian z axis) with the G domain’s HVR attachment point directed toward the bilayer (i.e., the
bilayer is closer to H5’s C-terminal residue K165 than its N-terminal residue V152; Supp. Fig. 7a). For a sampled
configuration of RAS, X, R is the rotation matrix that minimizes the root mean squared deviation between C,
atoms of residues 2-26, 40-56, and 69-166 when comparing RX; to Xg. Then, Rz’ =z and 6, is the angle between z
and 2z’ (Supp. Fig. 7b). Conceptualization of 6, is facilitated by the fact that z’ is roughly parallel to the long axis of
the C,, atoms in H5. Nevertheless, the approach outlined above (i.e., determination of 6, based on 140 collectively
moving residues in the RAS G domain rather than 14 residues in H5) is adopted to reduce the impact of local con-
formational fluctuations in H5 on 6. The azimuthal angle at which the RAS G domain tilts (i.e., the rotation), ,, is
defined with respect to the center of mass of C,, atoms in H2 (S65-T74), H2¢oum. Specifically, the reference frame is
translated such that z’ passes through the center of mass of C, atoms in H5, H5.,, and we define a vector, g, that
is orthogonal to z/, from which it runs to H2). The vector p is the projection of z onto the plane S that is per-
pendicular to 2’ and contains H2.oy, (i.e., the plane S contains all points r that satisfy z’e[r-H2oy] =0). Finally,
0, is the angle between p and a, evaluated such that 6, > 0° for counter-clockwise rotation from a to p when viewed
from the positive end of z’ toward the plane S (Supp. Fig. 7b). For reference, Supp. Fig. 7c provides a map of 6,
values when the RAS G domain is tilted away from the reference orientation in various directions.

AA models of the RAS/RBD/CRD ternary complex from computational docking. During docking, we used the
aforementioned homology model of BRAF-CRD as the ‘ligand’ and the homology model of KRAS4b/BRAF-RBD
as the ‘receptor’ after removing the RAS HVR (residues 171-185). Computational rigid-body docking of this
‘receptor’ and ‘ligand’ was performed using ClusPro*®>’” with default parameters. The resulting poses for the ter-
nary complex between RAS/RBD/CRD were then filtered based on three criteria: (i) the two hydrophobic loops
of CRD must be accessible to allow for CRD membrane anchoring, (ii) the C-terminus of the RBD must be able
to connect to the N-terminus of the CRD via a short 4-residue linker, and (iii) the CRD must contact the surface
of RAS containing residues N26 and V45. Solution systems were constructed for ternary complex models that
remained after applying these filters. For each solvated model, the farnesylated HVR of RAS was replaced with an
N-methyl capping group on residue 170. The crystallographic Gpp-NHp molecule bound to RAS was replaced
with GTP. Each system was solvated with TIP3P water molecules*® in a rhombic dodecahedral box, with a mini-
mum distance of 1.2 nm from any protein atom to any edge of the unit cell. As described in the main text, only the
first of three ternary complex models was evaluated beyond this stage. To build the membrane-anchored ternary
complex system, a model of the HVR obtained via simulated annealing (PDB 2MSD)* was attached to the G
domain using UCSF Chimera®®. The HVR C-terminal cysteine residue was side chain farnesylated and backbone
methylated. A membrane bilayer patch containing 256 lipids per leaflet and composed of 70%:30% POPC:POPS
was built using the Membrane Builder module of CHARMM-GUI**°. The ternary complex was anchored to
this membrane patch such that both hydrophobic loops of CRD were embedded up to the phosphate layer of the
proximal leaflet while the G domain was touching the lipid head groups but did penetrate into the membrane.
The farnesyl group was inserted into the hydrophobic core of the membrane. TIP3P water molecules* were then
added, along with K* and Cl- ions to neutralize the system charge and to reach a physiological ionic strength of
150 mM. To investigate whether the CRD spontaneously associates with RAS/RBD at the membrane, another ver-
sion of this membrane-anchored model was built with CRD positioned ~2nm away from RAS/RBD in the plane
of the membrane while the CRD remained attached to the RBD via the native 4-residue linker.

CG models of the RAS/RBD/CRD ternary complex. 'The AA membrane-anchored model of the ternary complex
was transformed to CG beads using the MARTINI 2.2 force field®! in order to study how this model associates
with the membrane. To avoid large structural changes in the ternary complex, an elastic network® connecting the
CG beads within RAS, within RBD, within CRD, and between RAS/RBD/CRD were incorporated (excluding res-
idues 171-185 of the RAS HVR). The version of the AA membrane-anchored ternary complex model where the
CRD was positioned ~2 nm away from RAS/RBD was also transformed to a CG beads. In this case, an elastic net-
work®? connecting the CG beads within RAS, within RBD, within CRD, and between RAS/RBD (but not between
RAS/CRD and RBD/CRD) were incorporated (excluding residues 171-185 of the RAS HVR). Both systems were
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solvated using standard MARTINI water beads. Na™ and Cl~ ions were added to neutralize the excess charge and
mimic the physiological ionic strength of 150 mM.

Molecular dynamics (MD) protocols.  CG equilibration of AA membrane-anchored models.  Prior to data
collection for each membrane-anchored model (CRD-only or ternary complex), we first performed extensive
equilibration of the lipid bilayer in the presence of the protein. Each lipid-protein system was converted to a CG
representation using the MARTINI 2.2 force field®!. As MARTINI does not currently contain parameters for
handling GTP and divalent ions, the GTP and magnesium ion bound to the RAS and the two zinc ions bound to
CRD were removed before CG conversion. For the CRD-only model, the CRD N- and C-termini were modeled
with neutral backbones. For the ternary complex model, the RBD N-terminus and CRD C-terminus backbones
were also neutral, whereas the RAS N-terminus carried a backbone charge of +1. After CG conversion of each
lipid-protein system, solvation was accomplished by adding water beads of which 10% were antifreeze particles
that prevent spurious freezing. All protein beads were position-restrained in these equilibration runs, except for
the farnesyl group attached to the C-terminus of RAS HVR that was free to move. Equilibration runs were per-
formed for 30 ps.

Backmapping of equilibrated membrane-anchored models. The final snapshot after CG equilibration for each
membrane-anchored system was used for subsequent all-atom MD simulations. Each MARTINI CG snapshot
was converted to an all-atom representation with the CHARMM36 force field*+#° via a backmapping protocol
that consists of geometric projection of CG beads to atoms followed by system relaxation®”. Backmapping was
performed only for the membrane bilayer lipids, solvent molecules, and the membrane-anchored farnesyl group
from KRAS4B, as we have observed random chirality and cis bond errors during backmapping of protein beads.
For the latter, the starting all-atom protein conformations (before CG conversion) were instead placed back into
the backmapped systems since strong position restraints were applied to all protein beads during the CG equi-
libration. This also allowed for straightforward re-insertion of GTP, magnesium, and zinc into the backmapped
systems. Acetyl and N-methyl caps were added to the CRD N- and C-termini for the CRD-only model, and to the
RBD N-terminus and CRD C-terminus for the ternary complex model. Solvent molecules were represented using
the TIP3P water model*®. Monovalent K™ and Cl- ions were added to each system to both neutralize the system
charge and to reach an ionic strength of 150 mM.

AA simulations. 'The AMBER MD engine (version 16) that has been GPU-optimized for simulating explicit sol-
vent systems®>®! was used for running all atomistic simulations. Particle mesh Ewald (PME) electrostatics®* were
used along with Coulomb and Lennard Jones cut-offs of 1.2 nm and potential switching at 1.0 nm. Constant tem-
perature was maintained at 310K via Langevin dynamics® with a collision frequency of 1.0 ps™!. Semi-isotropic
pressure coupling was set for each system at 1 bar using a Monte Carlo barostat® with a relaxation time of 4.0 ps.
Bonds containing hydrogen atoms were constrained using the SHAKE algorithm®. A hydrogen mass reparti-
tioning approach® allowed the use of a 4-fs time step, and each system was simulated for a total of 1 ps. Data
collection and analyses was performed on the last 2/3 of each simulation.

CG simulations. 'The GROMACS MD engine (version 5.1.3)*” was used in combination with the MARTINI 2.2
force field*! for running CG simulations. We followed a recent update in CG parameters set-up for performing the
simulations®. Simulations used a 30 fs time-step. Reaction-field electrostatics® was used with a Coulomb cut-off
of 1.1nm and dielectric constants of 15 or 0 within or beyond this cut-off, respectively. A cut-off of 1.1 nm was
also used for calculating Lennard Jones interactions, using a scheme that shifts the Van der Waals potential to zero
at this cut-off. Constant temperature was maintained at 310K via separate coupling of the solvent and membrane/
protein components to velocity rescaling thermostat’ with a relaxation time of 1.0 ps. Semi-isotropic pressure
coupling was set for each system at 1bar using a Berendsen barostat’' with a relaxation time of 12.0 ps. Each sys-
tem was replicated 10 times, with 200 us per replica collected for the CRD simulations and 100 s per replica for
the RAS/RBD and RAS/RBD/CRD simulations.

Experimental procedures. Expression and purification of RAF-CRD.  E. coli strain BL21 STAR (rnel31)
containing the DE3 lysogen and rare tRNAs (pRare plasmid) was transformed with the expression plasmid (His
6-MBP-tev-RAF1CRD(136-188)). The E. coli seed culture was inoculated from a glycerol stock of the trans-
formed strain and grown in 50 mL of MDAG medium’? in a 250 mL baffled shakeflask for 16 hours at 37 °C until
mid-log phase growth. 2% (1:50 of production volume) or 40 mL was removed and centrifuged at 3000x g for
10 minutes at 25 °C and the pellet was resuspended into 40 mL of Mod M9 medium containing 2 g/L glucose (for
13C labelled growths, *C Glucose), 1 g/L NH,CI (for *N labelled growths >N NH,Cl), 2mM MgSO, 100 uM
CaCl,, 4uM ZnSO,, 1 uM MnSO,, 4.7 uM H;BO; and 0.7 uM CuSO,, The suspension was used to inoculate 2 L of
Mod M9 in a 3-liter Bioflow 110 bioreactor (Eppendorf/NBS). The culture was grown at 37 °C with the airflow set
at 2.0 LPM, while the agitation was maintained at 481 RPM. When the OD600 reached 0.4-0.6 (~3 hours) ZnCl,
was added to a final concentration of 300 uM and IPTG was added to a final concentration of 500 uM. After 3
additional hours of growth the cells were collected by centrifugation using a Beckman Coulter Avanti J-20 XP and
JLA 8.1 rotor at 5000x g. Cell pellets were immediately frozen at —80 °C. Proteins were essentially purified as by
Gillette and colleagues”, with the following modifications: MgCl, was not added to purification buffers, cells were
resuspended at a ratio of 20 mL buffer/1000 ODy, units, the homogenized cells were lysed using a Microfluidizer
M-110-EH (Microfluidics Corp., Westwood, MA) at 10000 psi for 2 passes, the IMAC pools were taken directly
to TEV digestion/dialysis (omitting the lower pH dialysis and IEX steps), and the proteins were buffer exchanged
to final buffers as by Dharmaiah and colleagues™, using 20 mM Hepes, pH 7.3, 150 mM NaCl, 1 mM TCEP for
RAF1 CRD and 20 mM Hepes, pH 7.3, 100 mM NaCl, 0.5 mM EDTA for pMSP delH5.
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Expression and purification of pMSP delH5. 'The membrane scaffold protein (MSP) AH5 clone was obtained
from the group of Gerhard Wagner at Harvard University”®. Similar methods were used for the transformation
of pMSP delH5. A glycerol stock was used to inoculate 300 ml of MDAG medium in a 2 L baftled shakeflask for
16 hours at 37 °C until mid-log phase growth. 2% (1:50 of production volume) or 300 mL was used to inocu-
late 15L of Terrific Broth in a 20-liter Bioflow IV bioreactor (Eppendorf/NBS). The culture was grown at 37°C
with the airflow set at 15.0 LPM, while the agitation was maintained at 350 RPM. When the OD600 reached 3.5
(~4hours) IPTG was added to a final concentration of 500 uM. After 3 additional hours of growth the cells were
collected and stored as detailed above. Cells were thawed and homogenized with buffer A (20mM HEPES, pH
7.3,300mM NaCl, ] mM TCEP, 50 mM imidazole, and 1:1000 v/v protease inhibitor, Sigma-Aldrich P-8849) and
lysed and clarified as outlined above for RAF1 CRD. Clarified lysate was applied to a 200 ml IMAC column (Ni
SepharoseTM High Performance, GE Healthcare) equilibrated with buffer A. After washing the column with
buffer A to baseline UV, proteins were eluted from the column with a gradient elution of 5 column volumes
from 10-500 mM imidazole in buffer A. Fractions containing the target protein were pooled, concentrated, and
dialyzed overnight at 4°C to a final buffer of 20 mM Tris-HCI, pH 7.5, 10 mM NaCl, and 0.5 mM EDTA. A slight
precipitate was removed by centrifugation (20 min at 4 °C, 5000x g), the sample filtered using a 0.22 micron
syringe filter, 1.0 ml aliquots snap-frozen in liquid nitrogen, and the final samples stored at —80 °C. Final protein
concentration was 5.7 mg/ml (A280).

Preparation of nanodiscs. POPC and POPS lipids were purchased from Avanti Polar Lipids in chloroform with
concentrations determined by total phosphate analysis. Nanodiscs containing 100% POPC and 70% POPC/30%
POPS were prepared based on a published protocol with minor modifications’. Briefly, stock lipids were mixed
together at room temperature, slowly dried using argon gas while incubating in a bead heat bath at 37 °C, and then
put on a vacuum lyophilyzer overnight to remove all residual organic solvents. The dried lipids were reconstituted
to 65mM with 130 mM cholate (Sigma -Aldrich) in 20mM HEPES pH 7.4, 100 mM NaCl, and 0.5mM EDTA
buffer, and mixed with MSP AH5 in a 30:1 lipid to protein ratio. The mixtures were mixed on a Nutator at 4 °C for
1 hour, and then 0.6 g/mL of washed bio-beads (Bio-Rad laboratory) were added and incubated at 4 °C for addi-
tional 4.5 hours. Afterwards, the nanodiscs were removed from the bio-beads by careful pipetting and purified
using gel filtration chromatography on an AKTA FPLC with a GE Superdex 200 increase column (10 x 300 mm)
with the mobile buffer containing 20 mM HEPES pH 7.4, 100 mM NaCl, and 0.5 mM EDTA at 0.5 mL/min flow
rate. Peak fractions were pooled and analyzed by dynamic light scattering to assess homogeneity; pooled fractions
consistently had a polydispersity of less than 15% and diameter of ~7.2-7.5 A.

NMR experiments. NMR data were collected on an Agilent 800 MHz and Bruker 600 & 900 MHz spectrometers
at 25°C. Data were processed with NMRPipe’” and analyzed using NMRFAM-SPARK”®. The CRD backbone
assignments were obtained from HNCACB and CBCACONH on a 0.5mM "*C/"*N-CRD(G,136-188) sample.
Backbone assignments were obtained for 51 of the 54 expected peaks; NH peaks were not observed for L136 and
H175 as well as the extra glycine at the N-terminal. The peak labeled as uk1 is probably W187’s sidechain NH.
800 MHz TROSY spectra were collected for >’N-CRD (131 uM), ®*N-CRD: 100% POPC nanodiscs (188 uM),
and N-CRD:70% POPC-30% POPS nanodiscs (188 uM) using 128 increments, 256 scans, 39.3 ms acquisition
time, and 1s relaxation delay. Spectra were acquired with 128 increments, 64 scans for free CRD and 256 scans for
CRD-nanodiscs, 80 ms acquisition time, and 0.3s relaxation delay. The buffer was 20 mM HEPES, pH 7.4, 150 mM
NaCl, 1 mM TCEP, 7% D,0 and 6% sodium azide for all samples. Chemical shift perturbations were quantified
using the following equation:

(AH)* 4+ (AN)*/25
2 (1)

CSP(ppm) = \/

References
1. Roberts, P.J. & Der, C. J. Targeting the Raf-MEK-ERK mitogen-activated protein kinase cascade for the treatment of cancer.
Oncogene. 26, 3291-3310 (2007).
2. Kolch, W. Meaningful relationships: the regulation of the Ras/Raf/MEK/ERK pathway by protein interactions. Biochem. J. 351,
289-305 (2000).
. Stephen, A. G., Esposito, D., Bagni, R. K. & McCormick, F. Dragging ras back in the ring. Cancer Cell. 25, 272-281 (2014).
. Hobbs, G. A., Der, C. J. & Rossman, K. L. RAS isoforms and mutations in cancer at a glance. J. Cell Sci. 129, 1287-1292 (2016).
. Cantwell-Dorris, E. R., O’Leary, J. J. & Sheils, O. M. BRAFV600E: implications for carcinogenesis and molecular therapy. Mol.
Cancer Ther. 10, 385-394 (2011).
6. Colicelli, ]. Human RAS superfamily proteins and related GTPases. Sci. STKE. 2004, RE13 (2004).
7. Wennerberg, K., Rossman, K. L. & Der, C. ]. The Ras superfamily at a glance. J. Cell Sci. 118, 843-846 (2005).
8. Morrison, D. K. & Cutler, R. E. The complexity of Raf-1 regulation. Curr. Opin. Cell Biol. 9, 174-179 (1997).
9
0

U W

. Lavoie, H. & Therrien, M. Regulation of RAF protein kinases in ERK signalling. Nat. Rev. Mol. Cell Biol. 16, 281-298 (2015).
. Herrmann, C., Martin, G. A. & Wittinghofer, A. Quantitative analysis of the complex between p21ras and the Ras-binding domain
of the human Raf-1 protein Kinase. J. Biol. Chem. 270, 2901-2905 (1995).

11. Herrmann, C., Horn, G., Spaargaren, M. & Wittinghofer, A. Differential interaction of the ras family GTP-binding proteins H-Ras,
RaplA, and R-Ras with the putative effector molecules Raf kinase and Ral-guanine nucleotide exchange factor. J. Biol. Chem. 271,
6794-6800 (1996).

12. Brtva, T. R. et al. Two distinct Raf domains mediate interaction with Ras. J. Biol. Chem. 270, 9809-9812 (1995).

13. Hu, C. D. et al. Cysteine-rich region of Raf-1 interacts with activator domain of post-translationally modified Ha-Ras. J. Biol. Chem.
270, 30274-30277 (1995).

14. Williams, J. G. et al. Elucidation of binding determinants and functional consequences of Ras/Raf-cysteine-rich domain interactions.
J. Biol. Chem. 275, 22172-22179 (2000).

15. Fetics, S. K. et al. Allosteric effects of the oncogenic RasQ61L mutant on Raf-RBD. Structure. 23, 505-516 (2015).

SCIENTIFICREPORTS | (2018) 8:8461 | DOI:10.1038/s41598-018-26832-4 12



www.nature.com/scientificreports/

16.

17.

18.

19.

20.
21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.
33.

34,

35.

36.
37.

38.

39.

40.

41

43.

44.
45.

46.
47.
48.
49.
50.
51.
52.
53.
54.
55.

56.
57.

58.
. Wassenaar, T. A., Pluhackova, K., Bockmann, R. A., Marrink, S. J. & Tieleman, D. P. Going Backward: A Flexible Geometric

Mott, H. R. et al. The solution structure of the Raf-1 cysteine-rich domain: a novel ras and phospholipid binding site. Proc. Natl.
Acad. Sci. USA 93, 8312-8317 (1996).

Athuluri-Divakar, S. K. et al. A Small Molecule RAS-Mimetic Disrupts RAS Association with Effector Proteins to Block Signaling.
Cell. 165, 643-655 (2016).

Wan, P. T. et al. Mechanism of activation of the RAF-ERK signaling pathway by oncogenic mutations of B-RAF. Cell. 116, 855-867
(2004).

Thevakumaran, N. et al. Crystal structure of a BRAF kinase domain monomer explains basis for allosteric regulation. Nat. Struct.
Mol. Biol. 22, 37-43 (2015).

Wellbrock, C., Karasarides, M. & Marais, R. The RAF proteins take centre stage. Nat. Rev. Mol. Cell Biol. 5, 875-885 (2004).
Fischer, A. et al. B- and C-RAF display essential differences in their binding to Ras: the isotype-specific N terminus of B-RAF
facilitates Ras binding. J. Biol. Chem. 282, 26503-26516 (2007).

Zhang, G., Kazanietz, M. G., Blumberg, P. M. & Hurley, ]. H. Crystal structure of the cys2 activator-binding domain of protein kinase
C delta in complex with phorbol ester. Cell. 81, 917-924 (1995).

Xu, R. X, Pawelczyk, T, Xia, T. H. & Brown, S. C. NMR structure of a protein kinase C-gamma phorbol-binding domain and study
of protein-lipid micelle interactions. Biochemistry. 36, 10709-10717 (1997).

Medkova, M. & Cho, W. Interplay of C1 and C2 domains of protein kinase C-alpha in its membrane binding and activation. J. Biol.
Chem. 274, 19852-19861 (1999).

Ghosh, S. et al. The cysteine-rich region of raf-1 kinase contains zinc, translocates to liposomes, and is adjacent to a segment that
binds GTP-ras. J. Biol. Chem. 269, 10000-10007 (1994).

Thapar, R., Williams, J. G. & Campbell, S. L. NMR characterization of full-length farnesylated and non-farnesylated H-Ras and its
implications for Raf activation. J. Mol. Biol. 343, 1391-1408 (2004).

Luo, Z., Diaz, B., Marshall, M. S. & Avruch, J. An intact Raf zinc finger is required for optimal binding to processed Ras and for ras-
dependent Raf activation in situ. Mol. Cell Biol. 17, 46-53 (1997).

Roy, S., Lane, A., Yan, J., McPherson, R. & Hancock, J. F. Activity of plasma membrane-recruited Raf-1 is regulated by Ras via the Raf
zinc finger. J. Biol. Chem. 272, 20139-20145 (1997).

Okada, T. et al. The strength of interaction at the Raf cysteine-rich domain is a critical determinant of response of Raf to Ras family
small GTPases. Mol. Cell Biol. 19, 6057-6064 (1999).

Garnett, M. J., Rana, S., Paterson, H., Barford, D. & Marais, R. Wild-type and mutant B-RAF activate C-RAF through distinct
mechanisms involving heterodimerization. Mol. Cell. 20, 963-969 (2005).

Heidorn, S.J. et al. Kinase-dead BRAF and oncogenic RAS cooperate to drive tumor progression through CRAEF. Cell. 140, 209-221
(2010).

Hu, J. et al. Allosteric activation of functionally asymmetric RAF kinase dimers. Cell. 154, 1036-1046 (2013).

Pritchard, C. A., Samuels, M. L., Bosch, E. & McMahon, M. Conditionally oncogenic forms of the A-Raf and B-Raf protein kinases
display different biological and biochemical properties in NIH 3T3 cells. Mol. Cell Biol. 15, 6430-6442 (1995).

Maurer, G., Tarkowski, B. & Baccarini, M. Raf Kinases in cancer-roles and therapeutic opportunities. Oncogene. 30, 3477-3488
(2011).

Prakash, P,, Zhou, Y., Liang, H., Hancock, J. E. & Gorfe, A. A. Oncogenic K-Ras Binds to an Anionic Membrane in Two Distinct
Orientations: A Molecular Dynamics Analysis. Biophys. J. 110, 1125-1138 (2016).

Jang, H. et al. The higher level of complexity of K-Ras4B activation at the membrane. FASEB J. 30, 1643-1655 (2016).

Li, Z. L. & Buck, M. Computational Modeling Reveals that Signaling Lipids Modulate the Orientation of K-Ras4A at the Membrane
Reflecting Protein Topology. Structure 25, 679-689 (2017).

Kapoor, S. et al. The role of G-domain orientation and nucleotide state on the Ras isoform-specific membrane interaction. Eur.
Biophys. J. 41, 801-813 (2012).

Mazhab-Jafari, M. T. et al. Oncogenic and RASopathy-associated K-RAS mutations relieve membrane-dependent occlusion of the
effector-binding site. Proc. Natl. Acad. Sci. USA 112, 6625-6630 (2015).

Prakash, P. et al. Computational and biochemical characterization of two partially overlapping interfaces and multiple weak-affinity
K-Ras dimers. Sci. Rep. 7, 40109 (2017).

. Muratcioglu, S. et al. GTP-Dependent K-Ras Dimerization. Structure. 23, 1325-1335 (2015).
42.

Li, J., Ziemba, B. P, Falke, . J. & Voth, G. A. Interactions of protein kinase C-alpha C1A and C1B domains with membranes: a
combined computational and experimental study. J. Am. Chem. Soc. 136, 11757-11766 (2014).

Chung, J. K. et al. K-Ras4B Remains Monomeric on Membranes over a Wide Range of Surface Densities and Lipid Compositions.
Biophys. J. 114, 137-145 (2018).

The PyMOL Molecular Graphics System, Version 1.8. Schrodinger, LLC. (2017).

Klauda, J. B. et al. Update of the CHARMM all-atom additive force field for lipids: validation on six lipid types. J. Phys. Chem. B. 114,
7830-7843 (2010).

Best, R. B. et al. Optimization of the additive CHARMM all-atom protein force field targeting improved sampling of the backbone
phi, psi and side-chain chi(1) and chi(2) dihedral angles. J. Chem. Theory Comput. 8, 3257-3273 (2012).

Foloppe, N., Sagemark, J., Nordstrand, K., Berndt, K. D. & Nilsson, L. Structure, dynamics and electrostatics of the active site of
glutaredoxin 3 from Escherichia coli: comparison with functionally related proteins. J. Mol. Biol. 310, 449-470 (2001).

Jorgensen, W. L., Chandrasekhar, J., Madura, J. D., Impey, R. W. & Klein, M. L. Comparison of simple potential functions for
simulating liquid water. J. Chem. Phys. 79, 926-935 (1983).

Jo, S., Kim, T., Iyer, V. G. & Im, W. CHARMM-GUI: a web-based graphical user interface for CHARMM. J. Comput. Chem. 29,
1859-1865 (2008).

Wu, E. L. et al. CHARMM-GUI Membrane Builder toward realistic biological membrane simulations. J. Comput. Chem. 35,
1997-2004 (2014).

Marrink, S. J., Risselada, H. J., Yefimov, S., Tieleman, D. P. & de Vries, A. H. The MARTINI force field: coarse grained model for
biomolecular simulations. J. Phys. Chem. B. 111, 7812-7824 (2007).

Periole, X., Cavalli, M., Marrink, S. J. & Ceruso, M. A. Combining an Elastic Network With a Coarse-Grained Molecular Force Field:
Structure, Dynamics, and Intermolecular Recognition. J. Chem. Theory Comput. 5, 2531-2543 (2009).

Wassenaar, T. A, Ingolfsson, H. I., Bockmann, R. A., Tieleman, D. P. & Marrink, S. J. Computational Lipidomics with insane: A
Versatile Tool for Generating Custom Membranes for Molecular Simulations. J. Chem. Theory Comput. 11, 2144-2155 (2015).

Im, W,, Jo, S. & Kim, T. An ensemble dynamics approach to decipher solid-state NMR observables of membrane proteins. Biochim.
Biophys. Acta. 1818, 252-262 (2012).

Hunter, J. C. et al. In situ selectivity profiling and crystal structure of SML-8-73-1, an active site inhibitor of oncogenic K-Ras G12C.
Proc. Natl. Acad. Sci. USA 111, 8895-8900 (2014).

Kozakov, D. et al. The ClusPro web server for protein-protein docking. Nat. Protoc. 12, 255-278 (2017).

Comeau, S. R., Gatchell, D. W,, Vajda, S. & Camacho, C. J. ClusPro: an automated docking and discrimination method for the
prediction of protein complexes. Bioinformatics. 20, 45-50 (2004).

Pettersen, E. E et al. UCSF Chimera-a visualization system for exploratory research and analysis. J. Comput. Chem. 25, 1605-1612 (2004).

Approach to Reverse Transformation from Coarse Grained to Atomistic Models. J. Chem. Theory Comput. 10, 676-690 (2014).

SCIENTIFICREPORTS | (2018) 8:8461 | DOI:10.1038/s41598-018-26832-4 13



www.nature.com/scientificreports/

60. Case, D. A. et al. AMBER 2017, University of California, San Francisco. (2017).

61. Salomon-Ferrer, R., Case, D. A. & Walker, R. C. An overview of the Amber biomolecular simulation package. WIREs Comput. Mol.
Sci. 3,198-210 (2013).

62. Darden, T,, York, D. & Pedersen, L. Particle mesh Ewald: An N-log(N) method for Ewald sums in large systems. J. Chem. Phys. 98,
10089-10092 (1993).

63. Pastor, R. W,, Brooks, B. R. & Szabo, A. An analysis of the accuracy of Langevin and molecular dynamics algorithms. Mol. Phys. 65,
1409-1419 (1988).

64. Aqvist, J., Wennerstrém, P, Nervall, M., Bjelic, S. & Brandsdal, B. O. Molecular dynamics simulations of water and biomolecules
with a Monte Carlo constant pressure algorithm. Chem. Phys. Lett. 384, 288-294 (2004).

65. Ryckaert, J.-P,, Ciccotti, G. & Berendsen, H. J. C. Numerical integration of the cartesian equations of motion of a system with
constraints: molecular dynamics of n-alkanes. . Comput. Phys. 23, 327-341 (1977).

66. Feenstra, K. A., Hess, B. & Berendsen, H. J. C. Improving efficiency of large time-scale molecular dynamics simulations of hydrogen-
rich systems. J. Comput. Chem. 20, 786-798 (1999).

67. Abraham, M. J. et al. GROMACS: High performance molecular simulations through multi-level parallelism from laptops to
supercomputers. SoftwareX. 1-2, 19-25 (2015).

68. de Jong, D. H., Baoukina, S., Ingélfsson, H. I. & Marrink, S. J. Martini straight: Boosting performance using a shorter cutoff and
GPUs. Comp. Phys. Comm. 199, 1-7 (2016).

69. Hiinenberger, P. H. & van Gunsteren, W. E Alternative schemes for the inclusion of a reaction-field correction into molecular
dynamics simulations: Influence on the simulated energetic, structural, and dielectric properties of liquid water. J. Chem. Phys. 108,
61176134 (1998).

70. Bussi, G., Donadio, D. & Parrinello, M. Canonical sampling through velocity rescaling. J. Chem. Phys. 126, 014101 (2007).

71. Berendsen, H. J. C., Postma, J. P. M., van Gunsteren, W. E,, DiNola, A. & Haak, J. R. Molecular dynamics with coupling to an external
bath. J. Chem. Phys. 81, 3684-3690 (1984).

72. Studier, . W. Protein production by auto-induction in high density shaking cultures. Protein Expr. Purif. 41, 207-234 (2005).

73. Gillette, W. K. et al. Farnesylated and methylated KRAS4b: high yield production of protein suitable for biophysical studies of
prenylated protein-lipid interactions. Sci. Rep. 5, 15916 (2015).

74. Dharmaiah, S. et al. Structural basis of recognition of farnesylated and methylated KRAS4b by PDEdelta. Proc. Natl. Acad. Sci. USA
113, E6766-E6775 (2016).

75. Hagn, E, Etzkorn, M., Raschle, T. & Wagner, G. Optimized phospholipid bilayer nanodiscs facilitate high-resolution structure
determination of membrane proteins. J. Am. Chem. Soc. 135, 1919-1925 (2013).

76. Ritchie, T. K. et al. Chapter 11 - Reconstitution of membrane proteins in phospholipid bilayer nanodiscs. Methods Enzymol. 464,
211-231 (2009).

77. Delaglio, E. et al. NMRPipe: a multidimensional spectral processing system based on UNIX pipes. J. Biomol. NMR. 6, 277-293 (1995).

78. Lee, W., Tonelli, M. & Markley, J. L. NMRFAM-SPARKY: enhanced software for biomolecular NMR spectroscopy. Bioinformatics.
31, 1325-1327 (2015).

Acknowledgements

This work has been supported in part by the Joint Design of Advanced Computing Solutions for Cancer
(JDACS4C) program established by the U.S. Department of Energy (DOE) and the National Cancer Institute
(NCI) of the National Institutes of Health. This work was performed under the auspices of the U.S. Department
of Energy by Argonne National Laboratory under Contract DE-AC02-06-CH11357, Lawrence Livermore
National Laboratory under Contract DE-AC52-07NA27344, Los Alamos National Laboratory under Contract
DE-AC5206NA25396, Oak Ridge National Laboratory under Contract DE-AC05-000R22725, and Frederick
National Laboratory for Cancer Research under Contract HHSN261200800001E. Computing resources were
made available by LANL Institutional Computing and the Center for Nonlinear Studies. T.T. is also supported
by the Center for Nonlinear Studies (CNLS) at the Los Alamos National Laboratory, and the Spatiotemporal
Modeling Center at the University of New Mexico (NIH P50GM085273). C.N. is also supported by U.S.
Department of Energy LDRD funds. We thank John-Paul Denson, William Gillette, Simon Messing, Mukul
Sherekar, Jennifer Mehalko, and Troy Taylor of the Protein Expression Laboratory (Frederick National Laboratory
for Cancer Research) for their help in protein production. We also thank David J. Aceti of the National Magnetic
Resonance Facility at Madison, which is supported by NIH grant P4A1GM103399 (NIGMS), old number:
P41RR002301. Equipment was purchased with funds from the University of Wisconsin-Madison, the NIH
P41GM103399, SI0ORR02781, SI0RR08438, SIORR023438, SI0RR025062, SI0RR029220), the NSF (DMB-
8415048, OIA-9977486, BIR-9214394), and the USDA. The content of this publication does not necessarily reflect
the views or policies of the Department of Health and Human Services, nor does the mention of trade names,
commercial products, or organizations imply endorsement by the U.S. Government.

Author Contributions

T.T. performed and analyzed all the AA simulations and prior CG equilibration runs, which were conceived
with S.G. C.A.L. performed, and analyzed all the unbiased CG simulations, which were also conceived with
S.G. M.T. generated the NMR data. Q.N.V. and A.G.S. analyzed and interpreted this NMR data. C.N. conceived
the simulation order parameters for defining RAS membrane orientations, and designed the method for
calculating these order parameters. C.A.L. performed the reparametrization of CG parameters for POPC/POPS,
and parametrized the farnesyl group for CG runs. T.T. wrote the paper and collated all the sections; C.A.L. and
S.G. wrote additional computational sections, while Q.N.V. and A.G.S wrote experimental sections. T.T., C.A.L.,
QN.V,, A.G.S., and S.G. discussed all results and commented on the manuscript. C.N. and M.T. also commented
on the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-26832-4.

Competing Interests: The authors declare no competing interests.

Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and
institutional affiliations.

SCIENTIFICREPORTS | (2018) 8:8461 | DOI:10.1038/s41598-018-26832-4 14


http://dx.doi.org/10.1038/s41598-018-26832-4

www.nature.com/scientificreports/

Open Access This article is licensed under a Creative Commons Attribution 4.0 International
CE | jcense, which permits use, sharing, adaptation, distribution and reproduction in any medium or

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.

© The Author(s) 2018

SCIENTIFICREPORTS | (2018) 8:8461 | DOI:10.1038/s41598-018-26832-4 15


http://creativecommons.org/licenses/by/4.0/

	Molecular recognition of RAS/RAF complex at the membrane: Role of RAF cysteine-rich domain

	Results

	Atomistic model of membrane-anchored RAF-CRD. 
	Experimental verification of RAF-CRD membrane association. 
	KRAS4b G domain orientational landscape at the membrane with RAF-RBD bound. 
	Ternary complex models of RAS/RBD/CRD based on solution data of RAS/CRD association. 
	Ternary complex models of RAS/RBD/CRD with no pre-defined RAS/CRD association. 

	Discussion

	Methods

	System setup. 
	All-atom (AA) models of RAF-CRD. 
	Coarse-grained (CG) model of RAF-CRD for spontaneous membrane association. 
	CG models of RAS/RBD for spontaneous membrane association. 
	Order parameters for defining membrane orientations of RAS. 
	AA models of the RAS/RBD/CRD ternary complex from computational docking. 
	CG models of the RAS/RBD/CRD ternary complex. 

	Molecular dynamics (MD) protocols. 
	CG equilibration of AA membrane-anchored models. 
	Backmapping of equilibrated membrane-anchored models. 
	AA simulations. 
	CG simulations. 

	Experimental procedures. 
	Expression and purification of RAF-CRD. 
	Expression and purification of pMSP delH5. 
	Preparation of nanodiscs. 
	NMR experiments. 


	Acknowledgements

	Figure 1 Simulations of membrane-anchored and solvated RAF-CRD.
	Figure 2 Identification of membrane anchoring residues of RAF-CRD via MD simulations and NMR experiments.
	Figure 3 RAS/RBD adopts two dominant orientations at the membrane.
	Figure 4 RAS/RBD/CRD ternary complex model based on RAS/CRD association observed in solution studies.
	Figure 5 RAS/RBD/CRD ternary complex models based on CG simulations with no pre-defined RAS/CRD association.




