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Abstract
MEK1 interactions with B-Raf and KSR1 are key steps in Ras/Raf/MEK/ERK signaling. Despite this, vital mechanistic 
details of how these execute signal transduction are still enigmatic. Among these is why, despite B-Raf and KSR1 kinase 
domains similarity, the B-Raf/MEK1 and KSR1/MEK1 complexes have distinct contributions to MEK1 activation, and 
broadly, what is KSR1’s role. Our molecular dynamics simulations clarify these still unresolved ambiguities. Our results 
reveal that the proline-rich (P-rich) loop of MEK1 plays a decisive role in MEK1 activation loop (A-loop) phosphorylation. 
In the inactive B-Raf/MEK1 heterodimer, the collapsed A-loop of B-Raf interacts with the P-rich loop and A-loop of MEK1, 
minimizing MEK1 A-loop fluctuation and preventing it from phosphorylation. In the active B-Raf/MEK1 heterodimer, 
the P-rich loop moves in concert with the A-loop of B-Raf as it extends. This reduces the number of residues interacting 
with MEK1 A-loop, allowing increased A-loop fluctuation, and bringing Ser222 closer to ATP for phosphorylation. B-Raf 
αG-helix Arg662 promotes MEK1 activation by orienting Ser218 towards ATP. In KSR1/MEK1, the KSR1 αG-helix has 
Ala826 in place of B-Raf Arg662. This difference results in much fewer interactions between KSR1 αG-helix and MEK1 
A-loop, thus a more flexible A-loop. We postulate that if KSR1 were to adopt an active configuration with an extended 
A-loop as seen in other protein kinases, then the MEK1 P-rich loop would extend in a similar manner, as seen in the active 
B-Raf/MEK1 heterodimer. This would result in highly flexible MEK1 A-loop, and KSR1 functioning as an active, B-Raf-
like, kinase.
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Introduction

As the scientific community’s understanding of protein sign-
aling pathways grows, there has been a transition from iden-
tifying and describing individual proteins along a pathway 
towards dimers, nanoclusters, and complexes that allow sig-
nals to propagate through dynamic conformational changes 
and productive high-affinity recruitment [1]. The mitogen-
activated protein kinase (MAPK) pathway is one of the most 

studied signaling pathways due to its role in cell proliferation 
and tumorigenesis [2–4]. This has led to the development of 
small-molecule inhibitors that target nearly every step in the 
MAPK pathway [5, 6]. Despite this progress, drug resistance 
arises through other, pre-existing or emerging, mutations, 
paradoxical activation, negative feedback, and activation of 
alternative pathways [7, 8]. One of the methods currently 
being investigated to overcome drug resistance is through 
the development of inhibitors that either prevent complex 
formation [9] or lock protein complexes in an inactive state 
[10–12]. Simulations of these complexes can describe how 
dimerization/complex formation influences protein dynam-
ics, and promotes conformational changes. They can also 
provide the activation mechanism and insight for drug 
development.

Dimerization of Raf and the ensuing cascading phos-
phorylation events are key to the MAPK pathway [13, 14]. 
Clustering of GTP-bound Ras recruits Raf family proteins 
to the membrane, increasing their local concentration. The 
high-affinity interaction of Raf with active Ras shifts the 
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equilibrium from a populated autoinhibited state toward 
the active state [15, 16], where Raf assumes a side-by-side 
dimerization of its kinase domain [17]. Active Raf dimer 
phosphorylates and activates mitogen-activated protein 
kinase kinase (MEK) in a transient MEK/Raf/Raf/MEK 
quaternary complex [18, 19]. Exactly how the quaternary 
complex forms is still unclear. Depending on the relative 
populations and the affinities of the interactions, multiple 
routes are possible. Inactive Raf and MEK are known to 
form face-to-face heterodimers in the cytosol, and two of 
these can assemble once Raf autoinhibition is relieved [20]. 
Recent work has shown that MEK and Raf family proteins 
interact only weakly at basal levels and the epidermal growth 
factor (EGF) strongly promotes the Raf/MEK interaction, 
suggesting that Raf dimerization is favored to precede the 
Raf/MEK interaction [21]. Once Raf has been activated it 
can phosphorylate MEK [20, 22], or promote a face-to-face 
MEK homodimerization [23] and autophosphorylation [24]. 
A MEK dimer then activates extracellular signal-regulated 
kinase (ERK) [24]. Activated ERK is transported to the cell 
nucleus where it activates transcription factors, leading to 
cell proliferation, survival, and growth [25]. Additional pro-
teins (including Hsp90/Cdc37 chaperone complex, 14-3-3 
proteins, and kinase suppressor of Ras (KSR)) are integral to 
proper protein folding, complex stabilization, and allosteric 
activation along the MAPK pathway [26]. KSR is particu-
larly interesting due to its ability to interact with Raf, MEK, 
and ERK [27]. Yet, to date its role has been a matter of 
contention.

The Raf family of serine/threonine kinases consists of 
A-Raf, B-Raf, and C-Raf (Raf-1) [28]. Each consists of 
three conserved regions, CR1, CR2, and CR3 (Fig. S1). CR1 
is further divided into a Ras-binding domain (RBD) and 
cysteine-rich domain (CRD). CR2 is a loop that contains a 
phosphorylation site that can interact with 14-3-3 proteins 
to stabilize an inactive form of monomeric Raf. CR3 is the 
kinase domain [29]. In inactive Raf, CR1 and CR3 interact 
to form an autoinhibited state [30, 31]. Active Ras recruits 
Raf to the membrane through interactions with the RBD 
[14, 32] while the CRD binds to the membrane [33–35]. 
This relieves Raf autoinhibition and allows for dimerization 
and activation. Of the three isoforms, B-Raf has the highest 
activity [18, 36] and is frequently mutated in cancer.

MEK1 and MEK2 are dual-specificity threonine/tyros-
ine kinases and the only known activators of ERK1 and 
ERK2 [37]. They contain one conserved region, the kinase 
domain (Fig. S1). N-terminal to the kinase domain is an 
ERK recognition sequence, a nuclear export sequence, and 
an autoinhibitory helix [38]. The Raf family of kinases are 
the best studied MEK activators; however, MEK can also 
be activated by other MAPK kinases [39–43]. Therefore, 
MEK can be considered a “gate keeper kinase,” process-
ing signals from multiple upstream activators to control 

ERK activation. MEK inhibitors (MEKi) have been devel-
oped to block signaling in cancers driven by mutations in 
Ras and Raf. These MEKi, however, can lead to increased 
signaling through parallel pathways controlled by non-Raf 
MEK activators, including the c-Jun N-terminal kinase 
(JNK), p38, ERK5, and nuclear factor-κB (NF-κB) path-
ways [44].

The mammalian KSR family consists of KSR1 and 
KSR2. KSR1 contains five conserved regions, CR1–CR5 
(Fig. S1), while KSR2 lacks the CR1 domain. CR1 is a 
coiled coil sterile α motif (CC-SAM) domain that is involved 
in KSR1 membrane recruitment. It is also able to bind to an 
N-terminal B-Raf-specific (BRS) region, a region unique 
to B-Raf [45]. CR2 is a proline-rich (P-rich) domain. CR3 
is a CRD acting in membrane recruitment. CR4 contains 
an ERK-binding motif. CR5 is a kinase or pseudokinase 
domain [27]. KSR has been considered an active kinase 
capable of phosphorylating MEK [46, 47], a scaffolding pro-
tein involved bringing Raf, MEK, and ERK together [48], 
and an allosteric activator of B-Raf [45]. How and when 
KSR interacts with the MAPK pathway is key to understand-
ing cancer progression and acquired inhibitor resistance.

The kinase domains of B-Raf, KSR1, and MEK1 all 
exhibit typical kinase structures. They consist of a small 
N-lobe and larger C-lobe connected by a short hinge. 
Between these two lobes is an ATP-binding pocket. The 
N-lobe contains five β-strands and an α-helix, called 
αC-helix. The C-lobe is mostly made up of α-helices (αD 
through αI) and contains a catalytic HRD motif and activa-
tion loop (A-loop) [49, 50]. A sequence alignment of the 
kinase domains of B-Raf, MEK1, and KSR1 reveals that 
they are homologues (Fig. S2). The inactive state is charac-
terized by an “outward” position of the αC-helix and a “col-
lapsed” A-loop. In the active state, the αC-helix moves to an 
“inward” position and the A-loop is “extended.” The “col-
lapsed” A-loop contains an N-terminal “inhibitory helix” 
that prevents the inward motion of the αC-helix. Activation 
involves phosphorylation of A-loop residues, which disrupts 
this “inhibitory helix” and allows the A-loop to extend [50, 
51]. In B-Raf the phosphorylated residues are Thr599 and 
Ser602 [52] and in MEK1 they are Ser218 and Ser222 [53]. 
KSR1 is known to undergo autophosphorylation, however, 
it is not known if any residues of the KSR1 A-loop phos-
phorylate [47]. In addition to these general features of pro-
tein kinases, MEK1 also contains a P-rich loop that contains 
several serine residues (Ser286, Ser292, and Ser298) that 
undergo phosphorylation and are involved in regulating 
MEK1 activation/deactivation [54, 55]. KSR1 has long been 
considered a pseudokinase due to its limited kinase activity 
[56]. The low kinase activity of KSR1 is often attributed 
to synonymous changes in key conserved residues found 
in typical kinases. These include Arg639 in the β3-strand 
instead of lysine as in B-Raf, and Lys732 in the catalytic 



The mechanism of activation of MEK1 by B‑Raf and KSR1﻿	

1 3

Page 3 of 21  281

motif instead of arginine as in MEK1 and B-Raf, i.e., HKD 
instead of HRD.

The ability of MEK1 to form face-to-face heterodimers 
with both B-Raf and KSR1 is an important MAPK feature. 
This face-to-face recognition is centered around the C-lobe 
αG-helix. Mutation of a key residue in any of the three pro-
teins abrogates their ability to form the complex (MEK1 
F311S, B-Raf I666R, KSR1 W831R). B-Raf is known to 
phosphorylate MEK1 through a face-to-face interaction [20, 
48]. The face-to-face interaction between MEK1 and KSR1 
has been implicated in multiple roles. Evidence suggests 
that under certain circumstances KSR1 can directly phos-
phorylate MEK1, acting as a true kinase [47]. The direct 
phosphorylation of MEK1 by KSR1, however, appears to 
be a low probability event compared to MEK1 phosphoryla-
tion by B-Raf. Instead, the primary role of the KSR1/MEK1 
heterodimer is to act as either a scaffold or an allosteric acti-
vator. As a scaffold, when in a KSR1/MEK1 heterodimer, 
KSR1 interacts with B-Raf through a side-to-side interface 
resulting in a B-Raf/KSR1/MEK1 ternary “scaffolding unit.” 
MEK1 from this unit is then translocated to an active B-Raf 
dimer nearby and phosphorylated [48, 57]. As an allosteric 
activator, MEK1 interacts with KSR1 in the cytoplasm form-
ing a “transactivation unit”. This blocks an autoinhibited 
KSR1 state and enables a side-to-side heterodimer with a 
B-Raf monomer that has already been recruited to the mem-
brane by Ras. The stabilized active configuration of B-Raf is 
able to phosphorylate a second MEK1 kinase (that is, not the 
MEK1 involved in the transactivation unit) [45].

The interactions between B-Raf, MEK1, and KSR1 in 
the assembly offer a unique system to explore how dynamic 
and allosteric effects impact protein complex formation, and 
to examine the mechanism of protein kinase activation by 
another kinase. There are several B-Raf/MEK1 and KSR1/
MEK1 crystal structures in which the substrate MEK1 
A-loop is clearly positioned near the activation site of B-Raf 
or KSR1, whereas in many other crystal structures the sub-
strate is represented by a short peptide bound to the activat-
ing kinase. Therefore, these kinase dimer crystal structures 
offer an ideal starting point to gain insight into how kinases 
really interact during phosphorylation. Molecular dynam-
ics (MD) simulations based on these crystal structures can 
capture dynamic changes around the activation site that can 
be difficult to visualize in a laboratory setting as these inter-
actions are likely highly transient, with the substrate leaving 
the activator rapidly in the phosphorylated state.

In this study, we performed MD simulations of active 
B-Raf/MEK1, inactive B-Raf/MEK1, and KSR1/MEK1 
heterodimers. Coupled with the available data, these sim-
ulations allow us to investigate (i) why B-Raf activation 
is necessary to phosphorylate MEK1, (ii) what occurs at 
the interface between active B-Raf and MEK1 that leads 
to phosphorylation, and (iii) why B-Raf is more potent at 

activating MEK1 than KSR1. Our results show that the 
P-rich loop of MEK1 moves in concert with the B-Raf 
A-loop which influences the flexibility of the MEK1 A-loop. 
The collapsed A-loop in inactive B-Raf draws MEK1 P-rich 
loop towards MEK1 A-loop, reducing the A-loop flexibil-
ity. When the B-Raf A-loop is extended, the MEK1 P-rich 
loop moves with it, repositioning it towards the bottom 
of the MEK1 C-lobe. Once this has occurred, the MEK1 
A-loop becomes more flexible and is able to orient Ser222 
towards the ATP in B-Raf. The increased flexibility in the 
MEK1 A-loop also allows B-Raf αG-helix residue Arg662 to 
move from a position within the A-loop of MEK1 to a posi-
tion outside of the A-loop “inhibitory helix.” The motion 
of Arg662 allows the MEK1 A-loop to reorient, bringing 
Ser218 closer to ATP. Our results also show that additional 
residues in KSR1 compared to B-Raf lead to steric clashes at 
the KSR1/MEK1 interface and result in different dynamics 
in the two complexes. This creates a large gap between the 
N-lobes of the two proteins and has implications in KSR1’s 
ability to function as an active kinase or scaffold.

Results

Crystal structure

As an initial step towards comparing the interfaces of the 
B-Raf/MEK1 and KSR1/MEK1 heterodimers, we overlaid 
the available crystal structures of the complexes (Fig. 1). 
The structures were aligned using Pymol [58], based on the 
positions of MEK1 Cα atoms. From this image, we see sig-
nificant structural differences between the two complexes. 
First, the N-lobe of B-Raf is tilted closer to the N-lobe of 
MEK1 compared to that of KSR1. Second, KSR1 appears 
to be rotated clockwise relative to the position of B-Raf (see 
middle image of Fig. 1). Not only are the relative positions 
of KSR1 and B-Raf different when they interact with MEK1, 
there are key differences in regions of the proteins that are 
in contact with each other. The superimposed structures 
highlighting the position of the A-loop and the APE-to-αF 
loop of KSR1 and B-Raf relative to the position of MEK1 
αG-helix show that MEK1 αG-helix is positioned near B-Raf 
residues in both the A-loop and APE-to-αF loop (left inset 
of Fig. 1). In the KSR1/MEK1 heterodimer, however, the 
αG-helix of MEK1 is only near KSR1 residues of the APE-
to-αF loop. KSR1 A-loop residues are positioned away from 
MEK1 αG-helix. Sequence alignment of B-Raf and KSR1 
(Fig. S2) shows that KSR1 has three additional residues in 
the A-loop and six residues between the A-loop and αF-helix 
when compared to B-Raf. These additional residues, and the 
steric interactions resulting from them, could explain why 
residues from KSR1 A-loop do not interact with residues 
from MEK1 αG-helix. The superimposed positions of KSR1 
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and B-Raf relative to the position of MEK1 αC-helix high-
light the impact of the clockwise rotation of KSR1 relative 
to B-Raf (right inset of Fig. 1). It shows that MEK1 αC-helix 
interacts with B-Raf αD-helix, while KSR1 αD-helix, is 
shifted down, away from MEK1 αC-helix. This positions 
the β1-strand of KSR1 near MEK1 αC-helix, while the cor-
responding B-Raf β1-strand is located closer to the β-strands 
of MEK1. The differences present in the crystal structures of 
the two dimeric systems were used to help guide our analysis 
of the MD simulation results.

Overall structural movement

The differences between the B-Raf/MEK1 and KSR1/MEK1 
heterodimers seen in the crystal structures are highlighted in 
the overall structural movement seen in our simulations. We 
compared the initial structure with the most representative 
structure for the B-Raf/MEK1 and KSR1/MEK1 simula-
tions (Fig. 2a) and superimposed representative snapshots 
for the top five most populated configuration subfamilies 
(Fig. S3). The N-lobes of B-Raf and MEK1 move closer 
towards each other, while the N-lobes of KSR1 and MEK1 

move away from each other. This observation is confirmed 
through principal component analysis (PCA) on each simu-
lation trajectory. In the PCA calculations, we have excluded 
residues from the A-loop of B-Raf and KSR1, as well as 
residues from the P-rich loop in MEK1. This was done to 
highlight the motion of the bulk of the protein, which is 
otherwise overshadowed by the flexibility of these loops (see 
Fig. S4 for root mean square fluctuation (RMSF) results). 
The first normal mode from the PCA calculations (Fig. 2b, 
Supplementary movies) for active wild-type B-Raf/MEK1, 
inactive wild-type B-Raf/MEK1, and KSR1/MEK1 systems 
indicates that the primary motion of both B-Raf systems 
has B-Raf rotating counterclockwise and MEK1 rotating 
clockwise to bring their respective N-lobes into closer con-
tact (when viewed along the + z axis as indicated), in agree-
ment with previous simulations of the B-Raf/MEK1 dimer 
[21]. KSR1, however, exhibits different behavior for the first 
normal mode. In this system, the proteins’ N-lobes rotate 
away from each other, with KSR1 rotating counterclock-
wise and MEK1 rotating clockwise when viewed along the 
–x axis. We also calculated the first normal mode for other 
trajectories (Fig. S5) and found the same behaviors as those 

Fig. 1   Crystal structures show structural differences in the intermo-
lecular interfaces between B-Raf/MEK1 and KSR1/MEK1. MEK1 is 
shown in yellow, B-Raf in blue, and KSR1 in orange. PDB IDs for 

B-Raf/MEK1 structures: 4MNE, 6NYB, 6PP9, 6Q0J, 6Q0T, 6V2W, 
7M0T, 7M0U, 7M0V, 7M0W, 7M0Z. PDB IDs for KSR1/MEK1: 
7JUW, 7JUX, 7JUY, 7JUZ, 7JV0, 7JV1
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depicted in Fig. 2b. The variance of the first normal mode 
(Fig. S6) is between 0.25 and 0.30 for most trajectories, 
with the second normal mode variance being about 0.15. 
These values of variance indicate that the broad structural 
motion described above captures a good portion of the pro-
tein motion; however, additional modes are needed to gain a 
fuller picture of the dynamics. The second and third normal 
modes (Supplementary movies) show smaller motion in the 
bulk of the protein than is seen in the first normal mode 
revealed. Instead, these normal modes highlight motion in 
other regions such as B-Raf αC-helix and MEK1 A-loop or 
C-lobe α-helices.

Comparison of protein–protein contact area

Inspired by the apparent increase in N-lobe contact area seen 
in the B-Raf/MEK1 simulations, and results reported by pre-
vious MD simulations of this system [21], we calculated 

the protein–protein contact area for the active and inactive 
wild-type B-Raf/MEK1 systems as well as for the KSR1/
MEK1 system (Fig. 2c). Additional calculations were also 
performed for other systems including B-Raf V600E and 
pThr599/pSer603 B-Raf with MEK1 (Fig. S7a-c). These 
results show that the total contact area between B-Raf and 
MEK1 is greater than that between KSR1 and MEK1. We 
break down the total contact area to compare just C-to-C-
lobe and N-to-N-lobe contact area. This shows that the C-to-
C-lobe contact area is approximately equal for all systems, 
while there is no N-to-N-lobe contact in the KSR1 systems. 
The greater contact area is reflected in the Gibb’s free energy 
of binding (Fig. S7d), which shows that the systems with 
higher contact area have lower values for ΔGbinding . The 
results are less clear when we look at the change in contact 
area throughout the course of the simulation (Fig. S8). It has 
previously been reported that the B-Raf/MEK1 contact area 
increased over the course of 25 µs simulations, and that this 

(a)

(b)

(c)

+y

MEK1 1KEM1KEM faR-B evitcanIfaR-B evitcA

KSR1

white: t = 0ns
color: representitive
          structure

Fig. 2   a Snapshots comparing the initial structure with the most rep-
resentative structure for the B-Raf/MEK1 and KSR1/MEK1 heter-
odimers. The N-lobes in B-Raf and MEK1 move towards each other 
while the N-lobes of KSR1 and MEK1 move apart. Cartoon drawings 
of the initial configuration (white) and a representative snapshot of 
the active wild-type B-Raf/MEK1 (blue/yellow), inactive wild-type 

B-Raf/MEK1 (gray/yellow) and KSR1/MEK1 (orange/yellow) sys-
tems. b First normal mode of every other residue for the same sys-
tems as above. c Total contact area, C-lobe to C-lobe contact area, 
and N-lobe to N-lobe contact area for active wild-type B-Raf/MEK1 
(Act WT), inactive wild-type B-Raf/MEK1 (Inact WT) and KSR1/
MEK1 (KSR) systems
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increase was greater for active B-Raf/MEK1 systems than 
for inactive B-Raf/MEK1 systems [21]. Our results indicate 
that the total contact area does not follow a consistent trend, 
so we cannot draw a definitive conclusion as to whether the 
proteins move closer together based on contact area alone. 
For some simulations, N-to-N-lobe contact area does appear 
to be increasing; however, this is often offset by a decrease in 
C-to-C-lobe contact area so that the net result is an approxi-
mately constant total contact area.

Hydrogen bonds (H-bond) and salt bridges can stabilize 
protein–protein interactions and contribute to binding speci-
ficity, and/or dissociation. We plot the interfacial H-bond 
and salt-bridge contact area in Fig. S9. The H-bond contact 
area is approximately equal across all investigated systems 
when both the N- and C-lobes are considered. However, if 
only the C-lobe is considered, the KSR1/MEK1 system gen-
erally displays more hydrogen bonding than the B-Raf/MEK 
systems. The results for salt-bridge contact area show that 
B-Raf creates more electrostatic interactions with MEK1 
than KSR1 does (when considering both lobes), and that 
active B-Raf creates more than inactive B-Raf. In the C-lobe, 
the inactive wild-type and KSR1 systems have comparable 
salt-bridge interactions. The active B-Raf systems display 
a bimodal distribution. One peak is approximately equal to 
those of the inactive wild-type and KSR1 systems, and the 
second peak is higher. Structures in the active systems that 
exhibit higher values of salt-bridge interactions display two 
salt bridges that are not formed in any of the inactive B-Raf/
MEK1 systems. The first salt bridge involves B-Raf Arg662 
(at the N-terminal end of the αG-helix) and MEK1 Asp217 
(in the MEK1 A-loop, adjacent to Ser218). The second salt 
bridge is between B-Raf Asp663 (at the N-terminal end 
of the αG-helix) and MEK1 Arg189 (the aspartic acid in 
MEK1 HRD motif). The impact of the salt bridge between 
Arg662 and Asp217 is explored further in “B-Raf (or KSR1) 
αG-helix to MEK1 A-loop”.

Structural changes of B‑Raf and KSR1

Kinases are typically classified as being in an active or inac-
tive configuration based on the position of the αC-helix and 
the orientation of the DFG motif. Following the technique 
outlined in our previous work [59], we define the position 
of the αC-helix as “in” or “out” based on the formation 
of a salt bridge between B-Raf Lys483 on β3-strand and 
Glu501 on αC-helix. We define the salt bridge as formed if 
the distance between the Cβ atom on the sidechain of Lys483 
and the Cβ atom on the sidechain of Glu501 is less than 
10 Å (Fig. S10a). Since KSR1 lacks a lysine residue on the 
β3-strand, we measure the distance between the Cβ atom of 
Arg639 (on the β3-strand) and the Cβ atom on the sidechain 
of Glu657 (on the αC-helix), applying the same distance 
criterion. The results indicate that systems that begin with 

an “out” αC-helix maintain this orientation throughout the 
simulations (inactive wild-type B-Raf and KSR1). Systems 
that begin with an “in” αC-helix (active wild-type B-Raf, 
phosphorylated wild-type B-Raf, and B-Raf V600E) largely 
maintain this orientation; however, there are some points 
at which the salt-bridge breaks, particularly for the active 
wild-type B-Raf systems.

To describe the orientation of the DFG motif, we adopt 
the technique proposed by Modi and Dunbrack [60]. In their 
work, they show that nearly all active kinases exhibit a spe-
cific dihedral conformation for the XDFG motif, where X 
refers to the residue at the −1 position relative to the DFG 
motif. This conformation, called “BLAminus” indicates that 
the X residue occupies the β (B) region of the Ramachandran 
map, the DFG aspartic acid occupies the left (L) region, 
and the DFG phenylalanine backbone occupies the α (A) 
region, while its’ first rotamer (χ1) adopts a gauche-minus 
(−60°) orientation. Measurements of these dihedral angles 
indicate that inactive systems do not satisfy the criteria for 
an active kinase, with the DFG-Phe backbone primary in the 
β region of Ramachandran map, and its sidechain exhibiting 
gauche-plus (+60°) and gauche-minus angles (Fig. S11a). 
Systems that began with an active configuration gener-
ally maintain the “BLAminus” XDFG motif, however, the 
active wild-type and phosphorylated wild-type simulations 
do show some deviation from this orientation. Specifically, 
the X residue moves away from the β region towards the 
left region, while the DFG aspartic acid does the reverse. In 
addition, the χ1 rotamer adopts a gauche-plus orientation for 
the phosphorylated B-Raf simulation. This indicates that the 
B-Raf kinase domain does not maintain an active orientation 
throughout the simulation which could be expected because 
full activation of wild-type B-Raf requires B-Raf side-to-
side dimerization with a second Raf kinase or KSR. B-Raf 
V600E, however, does not require side-to-side dimerization 
to maintain an active conformation, and results indicate that 
it maintains “BLAminus” configuration for the XDFG motif.

Structural changes of MEK1

The initial orientation for every MEK1 protein in our simu-
lations was an inactive orientation with an “out” αC-helix. 
We determined the position of the αC-helix in MEK1 as we 
did for B-Raf and KSR1, using the distance between the 
sidechain Cβ atoms of Lys97 and Glu114 as basis for our 
measurement. The αC-helix maintains an outward position 
throughout the simulation (Fig. S10b). Likewise, results of 
the XDFG dihedrals show that the DFG motif never obtains 
the active “BLAminus” configuration (Fig. S11b).

The area of MEK1 that does exhibit large structural 
changes is the P-rich loop. We observed that in the active 
wild-type B-Raf/MEK1 system this loop is collapsed near 
the bottom of the C-lobe, and away from the MEK1 A-loop 
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for all representative configurations except for one, which 
is marked with a red star (Fig. 3a). The first normal mode 
of the P-rich loop shows that this loop moves in conjunc-
tion with the B-Raf A-loop towards the loop between the 
APE motif and αF-helix (Supplemental movies). The P-rich 
loop behaves in a similar manner for the other active B-Raf 
systems (Fig. S12). The P-rich loop of MEK1 for inactive 
B-Raf/MEK1 systems has significantly more contacts with 
MEK1 A-loop than it did in active B-Raf systems (Fig. 3b). 
The first normal mode again shows that the MEK1 P-rich 
loop is positioned to interact with the A-loop of B-Raf. In 
the KSR1/MEK1 system, the P-rich loop either extends 
backwards to interact with the αI-helix (marked with red 
stars) or upwards to interact with MEK1 A-loop and N-lobe 
(Fig. 3c). When the P-rich loop extends upwards, it is posi-
tioned to interact with the A-loop and the loop between the 
APE motif and the αF-helix. The relocation of the MEK1 
P-rich loop when MEK1 interacts with the active B-Raf 
compared to inactive B-Raf or KSR1 has not been reported 
previously.

The position of the P-rich loop either adjacent to or sepa-
rated from the A-loop of MEK1 could have a key role in the 
activation of MEK1. To decipher how the conformational 
dynamics of these loops affect the activation of MEK1, 
we calculated the RMSF of MEK1 A-loop for the active/

inactive wild-type B-Raf/MEK1 and KSR1/MEK1 systems 
(Fig. S13a). In inactive wild-type B-Raf/MEK1 the RMSF 
values are lower than those of active wild-type B-Raf/
MEK1. Results for the other systems including phosphoryl-
ated B-Raf and B-Raf V600E follow the same trend (Fig. 
S13b), with RMSF values around Ser218 and Ser222 being 
higher in the active systems than the inactive wild-type 
B-Raf/MEK1 system. This could indicate that the MEK1 
P-rich loop acts to stabilize MEK1 A-loop when B-Raf is 
inactive. Activation of B-Raf allows the P-rich loop to move 
and relieves stabilizing interactions from the MEK1 A-loop, 
allowing the A-loop to fluctuate. However, this cannot be the 
case in the KSR1/MEK1 system, where the MEK1 P-rich 
loop is in a similar position to that of the inactive wild-
type B-Raf/MEK1 system yet the MEK1 A-loop maintains 
large RMSF values relative to the other two systems. The 
reason for the large RMSF values of MEK1 A-loop in the 
KSR1/MEK1 system will be explored in “B-Raf (or KSR1) 
αG-helix to MEK1 A-loop”.

Interfacial contacts

Up until this point, we have focused on general protein 
dynamics: discussing how the two proteins in the dimer 
system move in relation to each other and how each protein 

(a) Active wild-type B-Raf/MEK1 (b) Inactive wild-type B-Raf/MEK1 (c) KSR1/MEK1

p

MEK1
MEK1 MEK1

Active B-Raf
Inactive B-Raf KSR1

Fig. 3   MEK1 P-rich loop adopts different configurations based on if 
it interacts with active B-Raf, inactive B-Raf, or KSR1. Representa-
tive structures for the five most populated configuration subfamilies 
of the ensemble trajectories for a the active wild-type B-Raf/MEK1, 

b inactive wild-type B-Raf/MEK1, and c KSR1/MEK1 systems (top 
row). The first normal mode motion of the MEK1 P-rich loop and 
B-Raf (or KSR1) A-loop (up to the αF-helix) is shown in the bottom 
row
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behaves individually. From this, we have seen that the 
proteins in the B-Raf /MEK1 heterodimer move to bring 
their N-lobes closer to each other, while the proteins in 
the KSR1/MEK1 heterodimer move to bring the N-lobes 
away from each other. In addition, we have shown that there 
were no large-scale changes to individual protein configura-
tions (active proteins remained active and inactive proteins 
remained inactive). Now, we will focus on the interface 
between the proteins. To determine how individual residues 
impact the dimer dynamics, we generated intermolecular 
contact maps for the B-Raf/MEK1 and KSR1/MEK1 sys-
tems (Fig. S14). The high residue–residue contact prob-
ability indicates four distinct regions of contacts in each of 
our systems: B-Raf (or KSR1) αG-helix to MEK1 αG-helix, 
B-Raf (or KSR1) αG-helix to MEK1 A-loop, B-Raf (or 
KSR1) A-loop to MEK1 αG-helix, and B-Raf (or KSR1) 
A-loop to MEK1 A-loop. In addition, there are contacts 
between the N-lobes of B-Raf and MEK1, but not between 
KSR1 and MEK1.

B‑Raf (or KSR1) A‑loop to MEK1 αG‑helix

In “Structural changes of MEK1” section, we showed that 
the position of the MEK1 P-rich loop changes based on the 
position of the A-loop of B-Raf or KSR1. The contact map 
between the MEK1 P-rich loop/αG-helix and the A-loop 
up to the αF-helix of KSR1 shows that KSR1 residues 
after the APE motif make more contact with MEK1 P-rich 
loop and αG-helix residues than do residues after the APE 
motif in the B-Raf systems (Fig. 4). This is likely due to the 

additional six residues between the APE motif and αF-helix 
in KSR1 compared to B-Raf. The contact map also shows 
that there are more interactions between MEK1 P-rich loop 
residues and the A-loop of inactive B-Raf and KSR1 than 
between MEK1 and active B-Raf, in agreement with our 
results from the normal mode analysis (Fig. 3). Results from 
the pThr599/pSer603 and B-Raf V600E follow the same 
trends (Fig. S15), with very few contacts between B-Raf 
A-loop and MEK1 P-rich loop when B-Raf is active, and 
strong contacts between residues in these two loops when 
B-Raf is inactive.

B‑Raf (or KSR1) αG‑helix to MEK1 αG‑helix

The importance of the αG-helix in dimer formation has been 
well documented, and mutations of key residues in B-Raf, 
KSR1, and MEK1 can result in disruption of dimer forma-
tion [45]. The contact maps between the αG-helices for all 
systems show that the contacts between B-Raf/MEK1 and 
KSR1/MEK1 largely match each other (Fig. S16). Differ-
ences do arise, however, between the beginning and end-
ing residues of the B-Raf and KSR1 αG-helices that impact 
how they interact with MEK1. The C-terminal residue of the 
B-Raf αG-helix, Arg671, has a much longer sidechain than 
that of the corresponding KSR1 residue, Ser835. This results 
in more contacts between B-Raf and MEK1 than between 
KSR1 and MEK1, including a salt-bridge formation between 
B-Raf Arg671 and MEK1 Asp315. At the N-terminal end 
of the B-Raf and KSR1 αG-helices, inactive systems exhibit 

MEK1
αG-helix

MEK1
P-rich
loop

B-Raf
A-loop

B-Raf
after
APE

KSR1
A-loop

KSR1
after
APE

MEK1
αG-helix

MEK1
P-rich
loop

Inactive wild-type B-Raf/MEK1 Active wild-type B-Raf/MEK1 KSR1/MEK1

B-Raf
A-loop

B-Raf
after
APE

MEK1
αG-helix

MEK1
P-rich
loop

Fig. 4   MEK1 P-rich loop makes more contact with inactive B-Raf or 
KSR1 A-loop residues than with active B-Raf A-loop residues. Con-
tact maps for MEK1 P-rich loop and αG-helix resides versus B-Raf 
(or KSR1) A-loop residues and the residues between the APE motif 

and αF-helix for the inactive wild-type B-Raf/MEK1 (left panel), 
active wild-type B-Raf/MEK1 (middle panel), and (c) KSR1/MEK1 
(right panel) systems
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more contacts with MEK1 than with active B-Raf systems. 
The N-terminal end of the B-Raf and KSR1 αG-helices are 
positioned near the A-loop of MEK1, so we next explore this 
region of the dimer interface.

B‑Raf (or KSR1) αG‑helix to MEK1 A‑loop

The N-terminal ends of B-Raf and KSR1 αG-helices are 
positioned near Ser218 and Ser222 on MEK1, the two resi-
dues that need to be phosphorylated to activate MEK1. As 
such, the position of the αG-helix could play an important 
role in positioning MEK1 for phosphorylation. Contact maps 
between B-Raf (or KSR1) αG-helix and MEK1 A-loop show 
that in all systems there is significant interaction between 
residues around the B-Raf (or KSR1) αG-helices and resi-
dues in MEK1 just after the SPE motif (residues 231–233) 
at the end of the A-loop (Fig. 5a–c, gray box). Differences 
occur, however, with the interactions between B-Raf (or 
KSR1) and MEK1 residues around these two serine resi-
dues. There is more contact between inactive wild-type 
B-Raf residues 660–662 and MEK1 residues 220–225 (resi-
dues around Ser222) than there is between these residues in 
active wild-type B-Raf/MEK1 or the corresponding resi-
dues 824–826 in KSR1/MEK1 (Fig. 5a–c, red box). On the 
other hand, active wild-type B-Raf residues 658–662 make 
greater contact with MEK1 residues 213–217 (residues that 
lie on the A-loop “inhibitory-helix”) than the inactive B-Raf/
MEK1 or KSR1/MEK1 systems (Fig. 5a–c, blue box).

Snapshots of these three systems can help to explain 
the differences seen in the contact maps. Representative 
snapshots for the top five most populated ensemble clusters 
shows that Arg662 of inactive wild-type B-Raf is positioned 
inside the MEK1 A-loop, forming a salt-bridge with the 
oxygen atoms on the γ-phosphate of ATP (Fig. 5d). How-
ever, Arg662 of active wild-type B-Raf (Fig. 5e) can either 
occupy the same position as seen in the inactive system 
(inside the MEK1 A-loop, left panel), or it can move outside 
the inhibitory helix and form a salt bridge with Asp217 on 
MEK1 (center and right panel). In KSR1, the residue that 
corresponds to Arg 662 is Ala826. Due to alanine being 
a shorter, uncharged residue compared to arginine, Ala826 
makes much less contact with MEK1 (Fig. 5f). One result 
of the shorter residue in KSR1 and the movement of Arg662 
in active wild-type B-Raf is that the “inhibitory-helix” of 
MEK1 can move more in these systems than in the inactive 
wild-type system. This can be seen in the snapshots, which 
are aligned with respect to the positions of the Cα of the 
B-Raf (or KSR1) αG-helix (Fig. 5d–f). These show that in 
the inactive wild-type B-Raf system, the C-terminal ends of 
the “inhibitory-helices” of MEK1 are all in the same posi-
tion. In active wild-type B-Raf, the MEK1 A-loop “inhibi-
tory-helix” adopts three different positions and orientations. 
In KSR1, the “inhibitory-helix” adopts 2 different positions.

In Fig. S13, we showed that the RMSF values of MEK1 
A-loop residues in the active wild-type B-Raf/MEK1 and 
KSR1/MEK1 systems were larger than those in the inac-
tive wild-type system. While we attributed the difference 
in RMSF values for the two B-Raf/MEK1 systems to the 
impact of the MEK1 P-rich loop, Arg662 could also play 
a role as seen in Fig. 5. Particularly for the KSR1/MEK1 
system, the increased RMSF values can be attributed to the 
presence Ala in KSR1 as opposed to Arg in B-Raf. Taken 
together, the position of MEK1 P-rich loop, the movement 
of Arg662 (or substitution with Ala826 in KSR1), and the 
increased MEK1 A-loop RMSF begin to reveal important 
differences between the active B-Raf, inactive B-Raf, and 
KSR1 systems that may give clues to the structural changes 
required for MEK1 phosphorylation. Next, we focus on the 
contact area between the A-loops of B-Raf (or KSR1) and 
MEK1 to explore this further.

B‑Raf (or KSR1) A‑loop to MEK1 A‑loop

Steps involved in the phosphorylation of kinase substrates 
have been described previously; however, most of these 
descriptions have focused on changes to the kinase, particu-
larly differences between active and inactive kinase states. 
Much less detail has been provided to describe how the dif-
ferent kinase states impacts substrate behavior. To begin to 
understand how key residues of the A-loop are interacting, 
we plot the contact map between the B-Raf (or KSR1) and 
MEK1 A-loops for the active wild-type B-Raf, inactive wild-
type B-Raf, and KSR1 systems (Fig. 6). The contact maps 
for the other active pThr599/pSer602 wild-type B-Raf and 
B-Raf V600E systems are also provided (Fig. S17). In all 
systems, MEK1 Val224 makes extensive contacts with the 
A-loop of B-Raf and KSR. In particular, the backbone of 
Val224 forms a stable hydrogen bond with the backbone of 
inactive B-Raf Glu615 and KSR1 Leu769. In active B-Raf 
systems, the Glu615-Val224 hydrogen bond is transient and 
instead other hydrogen bonds form between Val224 and side 
chain atoms in B-Raf 612–614.

The contact maps also show Phe223 of MEK1 makes 
more contact with the A-loop of KSR1 and active B-Raf 
than with the A-loop of inactive B-Raf (Fig. 6a). The main 
chain dihedral angles for Ser222 and Phe223 of MEK1 along 
with the first two sidechain dihedral angles for Phe223 show 
that Ser222 adopts more heterogeneous backbone dihedral 
angles in active systems (Figs. 6b, S15) and in the KSR1 
system (Fig. 6c) than the inactive systems. The main chain 
dihedral angles of Phe223 are constant across all systems, 
but the first two sidechain dihedral angles show much more 
variability in the active B-Raf and KSR1 systems than for 
the inactive wild-type B-Raf system. Sequence alignment 
(Fig. S18) of MEK1 and MEK2 from various organisms 
show that the SFV residues are largely conserved among 
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(a) (b) (c)

MEK1

MEK1

active
B-Raf

inactive
B-Raf

R662
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D217

S218

D217

S218

MEK1

KSR1

D217

S218S218

A826

(d)

MEK1

active
B-Raf R662

S218
D217

(e)

MEK1

KSR1

D217

S218

A826

(f)

Inactive B-Raf/MEK1 Active B-Raf/MEK1 KSR1/MEK1

MEK1

active
B-Raf

R662

D217 S218

Fig. 5   MEK1 A-loop displays different interactions with the αG-helix 
of inactive B-Raf, active B-Raf, and KSR1. Contact maps for MEK1 
A-loop through αF-helix residues versus B-Raf (or KSR1) αG-helix 
residues including the residues from the N-terminal end of αG-helix 
for a inactive wild-type B-Raf/MEK1, b active wild-type B-Raf/

MEK1, c and KSR1/MEK1 systems. Representative snapshots of d 
inactive B-Raf/MEK1, e active B-Raf/MEK1, and f KSR1/MEK1 
systems, aligned with respect to the B-Raf (or KSR) αG-helix posi-
tion
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(a) Inactive wild-type B-Raf/MEK1 (b) Active wild-type B-Raf/MEK1 (c) KSR1/MEK1
Se

r 2
22

Ph
e2

23
Ph

e2
23

Fig. 6   Increased flexibility in the MEK1 A-loop leads to increased 
rotation of Ser222 and Phe223 and more contact between MEK and 
B-Raf (or KSR1) A-loop. Contact map (top), main chain dihedral 

angles of Ser222 (blue), main chain dihedral angle of Phe223 (green), 
and sidechain dihedral angles of Phe223 (red) of MEK1 for a inactive 
B-Raf/MEK1, b active B-Raf/MEK1, and c KSR1/MEK1 systems
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vertebrates, suggesting that the interactions detailed above 
describe a general mechanism for how MEK1 docks to Raf 
and KSR proteins. The increased contact of Phe223 with the 
A-loop of B-Raf and KSR1, the increased range of dihedral 
angles for Ser222 and Phe223, and the larger MEK1 A-loop 
RMSF of the active B-Raf and KSR1 systems indicate that 
active B-Raf and KSR1 have a similar impact on the MEK1 
A-loop, and that this impact is different than that of inactive 
B-Raf.

MEK1 serine phosphorylation

From the crystal structures, Ser222 is positioned closer to 
ATP in B-Raf (or KSR1) than Ser218. To delineate a cata-
lytic phosphorylation reaction in the ATP-binding pocket of 
B-Raf (or KSR1), we calculated the distance from the Cα of 
these residues to the γ-phosphate of the ATP in B-Raf (or 
KSR1) for Ser218 and Ser222 (Fig. 7a, b). A time series of 
the distances show significant fluctuations in the distance 
during the simulations (Fig. S19). Our simulations con-
firm that Ser222 is usually closer to ATP, indicating that 
this residue is likely the first serine to be phosphorylated in 
the activation of MEK1. For the inactive wild-type B-Raf/
MEK1 system, a representative snapshot of the position of 

Ser218 and Ser222 relative to ATP shows that Ser222 is 
closer to ATP than Ser218, but that the sidechain -OH group 
is oriented towards MEK1, not in the proper orientation to 
be phosphorylated (Fig. 7c). Instead, Phe223 is oriented 
towards the B-Raf/MEK1 dimer interface. Representative 
snapshots for all configuration subfamilies show that this 
orientation of Ser222 and Phe223 is conserved for all inac-
tive B-Raf systems (Fig. S20). For the active B-Raf V600E/
MEK1 system, the orientation of Ser222 and Phe223 has 
swapped when Ser222 is closest to ATP (Fig. 7d). Ser222 
is positioned with its oxygen atom of the sidechain -OH 
group within 5 Å of the γ-phosphate of ATP, while Phe223 
has rotated to orient towards MEK1. Representative snap-
shots for the active B-Raf systems show that Ser222 and 
Phe223 can adopt a wider range of orientations when B-Raf 
is active compared to inactive (Fig. S20). Finally, for the 
KSR1/MEK1 system, the representative snapshots show that 
orientations of Ser222 and Phe223 can switch, despite KSR1 
not being activated (Fig. 7e, f).

In Fig. 7c, d, Arg662 of B-Raf is located within the 
“A-loop pocket” of MEK1, positioning it near the ATP mol-
ecule in MEK1. This implies that the phosphorylation of 
Ser222 does not require the movement of Arg662 to the out-
side of the “inhibitory helix” of MEK1 (shown in Fig. 5e). 

(b)(a) Distance between Ser218 and ATP Distance between Ser222 and ATP

(c) (d) (e) (f)

Fig. 7   Active B-Raf/MEK1 dimer interface allows the -OH group of 
MEK Ser222 to be positioned for phosphorylation. Distance between 
ATP in B-Raf (or KSR1) and MEK1 a Ser218 and b Ser222 for all 
systems. c Representative snapshots of inactive B-Raf/MEK1 with 
Ser222 oriented towards MEK1 and Phe223 oriented towards B-Raf. 

d Representative snapshot of active B-Raf V600E with Ser222 ori-
ented towards ATP and Phe223 oriented towards MEK1. e, f Ser222 
and Phe223 can switch orientations in the KSR1/MEK1 system 
despite KSR1 not adopting an active kinase configuration
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This indicates that the movement of Arg662 is a result, not a 
cause, of increased RMSF values of the A-loop of MEK1 as 
seen in Fig. S13. Instead, we propose that the different posi-
tions of the MEK1 P-rich loop between the active and inac-
tive B-Raf/MEK1 systems, shown in “Structural changes 
of MEK1” section, is the source of the increased RMSF in 
active B-Raf/MEK1. In the KSR1/MEK1 systems, the P-rich 
loop can adopt a similar orientation as is seen in the inactive 
B-Raf/MEK1 systems; therefore, we propose that the shorter 
Ala826 residue (compared to Arg662 in B-Raf) is the cause 
of the increased RMSF values of the MEK1 A-loop.

There are events when the distances between Ser218/
Ser222 and the ATP molecule in B-Raf are approximately 
equal or Ser218 can be closer than Ser222, as can be seen 
in the “Act WT 1” and “Act WT 3” plots of Fig. S19. We 
explored these instances further and found that Ser218 was 
closer to ATP than Ser222 for approximately 5% of all active 
systems, but this never occurred in inactive systems, Fig. 8a. 
Furthermore, Ser218 was closer to ATP than Ser222 only 
when Arg662 was positioned on the outside of the MEK1 
A-loop “inhibitory helix.” We used the distance between 
Cζ of Arg662 and Cα of Ser218/Ser222 to determine the 

position of Arg662 and found that it was outside of the 
MEK1 A-loop for 60% of the active systems but was never 
outside the A-loop for inactive systems, as can be seen in 
Fig. 8b. This further indicates that Ser222 is more likely to 
be phosphorylated first in the activation of MEK1 but does 
not preclude the possibility a small subset of the popula-
tion in which Ser218 is phosphorylated first. Regardless of 
whether Ser218 is phosphorylated first or second, the move-
ment of Arg662 to the outside of “inhibitory helix” appears 
to be an important step in repositioning the MEK1 A-loop 
to achieve full MEK1 activation.

Discussion

To help understand MEK1 activation, we have provided a 
detailed description of the protein dynamics, structure, and 
interface for active B-Raf/MEK1, inactive B-Raf/MEK1, 
and KSR1/MEK1 dimers. Our analysis highlighted struc-
tural differences in the position of the MEK1 P-rich loop 
and the importance of the αG-helix not only in contributing 
to dimerization but also for its impact on the MEK1 A-loop. 
These results could help guide the development of MEK 
inhibitors.

Raf family proteins have long been recognized as one 
of the primary catalysts for MEK phosphorylation. Our 
simulations highlight differences between the active B-Raf/
MEK1 and inactive B-Raf/MEK1 and suggest a mecha-
nism whereby B-Raf activation leads to phosphorylation 
of MEK1. Inactive B-Raf/MEK1 dimers are in equilibrium 
with KSR1/MEK1 dimers as well as monomeric B-Raf, 
MEK1, and KSR1 (Fig. 9a). The inactive B-Raf/MEK1 het-
erodimer is stabilized by extensive C-lobe contacts (Fig. 9b, 
left panel). These include the αG-helix and A-loop interac-
tions, and MEK1 P-rich loop to B-Raf A-loop. In this inac-
tive B-Raf/MEK1 heterodimer, both Ser218 and Ser222 are 
oriented away from the B-Raf’s ATP, and the Phe223 side-
chain is at the dimer interface. In addition, the MEK1 P-rich 
loop makes extensive contacts with both inactive B-Raf and 
MEK1 A-loops. In response to external stimuli such as epi-
dermal growth factor, Ras-GDP is converted to Ras-GTP. 
Ras-GTP can dimerize (or form nanoclusters) and recruit 
B-Raf monomers or B-Raf/MEK1 dimers to the membrane 
through interactions between Ras and the RBD of B-Raf. 
This relieves B-Raf autoinhibition and allows for the forma-
tion of side-to-side B-Raf/B-Raf and B-Raf/KSR1 dimers. 
The dimers stabilize the active B-Raf, characterized by an 
inward motion of the αC-helix and autophosphorylation of 
Thr599 and Ser602. It is likely that B-Raf autophospho-
rylation requires dissociation of B-Raf and MEK1 to allow 
ADP/ATP exchange and extension of the B-Raf A-loop. 
In fully activated B-Raf, the substrate MEK1 can dock 
to active B-Raf, promoting either a MEK1/B-Raf/B-Raf/

Fig. 8   Ser218 can move closer to ATP when B-Raf Arg662 moves to 
the outside of the N-terminal helix of the A-loop in MEK1. a Dis-
tance between Ser222 and ATP (d1) minus the distance between 
Ser218 and ATP (d2). Positive values indicate that Ser222 is closer to 
ATP than Ser218. b Distance between Arg662 and Ser222 (d3) minus 
the distance between Arg662 and Ser218 (d4). Positive values indi-
cate Arg662 is inside the A-loop of MEK1. Bottom: diagram indicat-
ing the distances measured in (a, b)
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MEK1 or MEK1/B-Raf/KSR1/MEK1 quaternary complex 
(Fig. 9a) [20]. The resulting active B-Raf/MEK1 interface 
exhibits different binding between the A-loop of B-Raf, the 
A-loop of MEK1 and the P-rich loop of MEK1 as com-
pared to the inactive B-Raf/MEK1 interface. The extended 
A-loop of B-Raf makes fewer contacts with residues in the 
MEK1 P-rich loop. The P-rich loop can move from its loca-
tion along the side of MEK1 C-lobe (near MEK1 αD-helix 
and A-loop) to a location at the bottom of the C-lobe (near 
MEK1 αH and αG-helices) (Fig. 9b, middle panel).

Crystal structures show that Ser222 is located closer to 
the ATP-binding pocket of B-Raf suggesting that phos-
phorylation of Ser222 is more likely to occur first. Recent 
experiments on kinase-dead MEK1 in the presence of 
active B-Raf indicate that both singularly phosphorylated 
pSer218 MEK1 and pSer222 MEK1 can occur, and that 

MEK1 pSer222 was more common than p218 MEK1. In 
addition, MEK inhibitors differentially impact single-site 
MEK phosphorylation [61]. These results suggest that 
either Ser218 or Ser222 can be phosphorylated first, with 
Ser222 being more likely in most MEK1 activation events. 
Our simulations offer additional evidence to support this 
conclusion and suggest two possible pathways by which 
MEK1 activation can occur. Both pathways begin with the 
active B-Raf/MEK1 dimer as depicted in the middle panel 
of Fig. 9b. In the first pathway (Fig. 10, top path), reloca-
tion of the MEK1 P-rich loop disrupts interactions between 
it and the MEK1 A-loop, allowing increased fluctuations of 
the A-loop. This increases the population of conformations 
in which the sidechains of Phe223 and Ser222 flip posi-
tions, orienting Ser222 for phosphorylation. Ser222 phos-
phorylation and ATP regeneration facilitate the A-loop of 

(a)

(b)

Fig. 9   Features of B-Raf/MEK1 and KSR1/MEK1 dimer interfaces 
that play key role in MEK activation scenarios by B-Raf (shown in 
Fig. 10) and their comparison with KSR1. (a, Left) Ras is inactive, 
as is B-Raf (in gray color), MEK1 (yellow) and KSR1 (orange). The 
monomers are in equilibrium with B-Raf/MEK1 and KSR1/MEK1 
dimers. (Right) Ras is active; B-Raf and KSR1 are recruited to the 
membrane, B-Raf is activated through side-to-side dimerization with 
either B-Raf or KSR1. Active B-Raf (blue), KSR1 and MEK1 can 
then form quaternary complexes. b Close up views of the dimer inter-
faces outlined in black boxes in (a). (Left) Inactive B-Raf is unable 

to phosphorylate MEK1 due to the collapsed MEK1 A-loop (yel-
low loop) stabilized by interactions with B-Raf A-loop (black loop), 
MEK1 P-rich loop (pink loop) residues, and with B-Raf Arg662. 
(Middle) The B-Raf A-loop extends and the MEK1 P-rich loop 
relocates, allowing increased MEK1 A-loop flexibility. (Left) In the 
KSR1/MEK1 dimer, the MEK1 P-rich loop interacts with both KSR1 
and MEK1 A-loops, as in inactive B-Raf/MEK1. Flexibility of the 
MEK1 A-loop is due to the small Ala826 in KSR1 replacing the large 
Arg826 in B-Raf, allowing MEK1 Phe223 and Ser222 to switch posi-
tions
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MEK1 reorientation to position Ser218 for phosphorylation. 
A-loop reorientation may be assisted by the B-Raf Arg662 
shift to the outside of the inhibitory helix or dissociation 
and re-binding of MEK1 pSer222. The movement of B-Raf 
Arg662 is stabilized by the formation of salt bridges between 
B-Raf Arg662 and Asp663 with MEK1 Asp217 and Arg189, 
respectively. Once both Ser222 and Ser218 are phosphoryl-
ated, MEK1 is primed for activation of ERK. We propose 
that this mechanism is the primary means by which MEK1 
is phosphorylated. The simulations also suggest a second 
pathway (Fig. 10, bottom path) in which Arg662 of B-Raf 
is on the outside of the inhibitory helix, positioning Ser218 
to be phosphorylated first. In the phosphorylated Ser218 and 
ATP regeneration state, the MEK1 A-loop can be reposi-
tioned, with Phe223 and Ser222 again flipping positions to 
orient Ser222 towards ATP. These proposed mechanisms 
and simulation results accurately reflect and extend current 
knowledge of MEK1 activation. Our proposed mechanism 
could also serve as a basis for exploring why MEK inhibi-
tors have different impacts on the phosphorylation of Ser218 
and Ser222.

Our results also provide additional details into the role 
of KSR in MEK activation. KSR has been described as 
an active kinase [47, 57], a scaffold [48] or a transacti-
vator [45]. The results of our simulations indicate that if 
KSR1 is to function as an active kinase, it would be a low 

probability event. The lack of N-lobe contacts between 
MEK1 and KSR1 in the crystal structures is consistent with 
our simulations. Significant rearrangement of the dimer 
interface would be necessary for the KSR1-ATP pocket 
being in proximity of Ser218 and Ser222 of MEK1. This 
could be achieved through allosteric effects due to KSR/
Raf interaction or additional scaffolding proteins such as 
14-3-3. When the N-lobes of MEK1 and KSR1 are closer, 
our results suggest that the innate flexibility of the MEK1 
A-loop in the KSR1/MEK1 heterodimer would allow proper 
serine orientation to achieve phosphorylation (Fig. 9b, right 
panel). The innate flexibility of the A-loop derives from the 
presence of short alanine residues at the N-terminal end of 
KSR1 αG-helix, which do not form strong interactions with 
MEK1 A-loop, unlike in the B-Raf/MEK1 system. In addi-
tion, if the A-loop of KSR1 were to adopt the “extended” 
configuration of other active kinases, our results predict that 
the P-rich loop of MEK1 would move in concert with the 
A-loop of KSR1. This would pull the P-rich loop away from 
the A-loop of MEK1 and further increase its flexibility. Our 
simulations also provide information that could both sup-
port and oppose the model of KSR serving as a scaffolding 
protein for MEK phosphorylation. In this model, Raf from 
an active Raf dimer phosphorylates the MEK of a Raf/KSR/
MEK ternary “scaffold unit.” For this model to be accurate, 
it requires significant space between the KSR/MEK dimer 
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Fig. 10   Proposed mechanism for the activation of MEK1 by B-Raf. 
B-Raf can activate MEK1 through two routes. The primary route 
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interface for the active Raf to approach. Our simulations 
show that the N-lobes of MEK1 and KSR1 move apart and 
that the MEK1 A-loop is flexible. Both results indicate that 
the KSR1/MEK1 interface provides higher access probabil-
ity to the MEK1 A-loop than the B-Raf/MEK1 interface; 
however, our results do not indicate any large-scale reori-
entation of the MEK1 A-loop that would be necessary for 
B-Raf to approach. In the KSR1/MEK1 system, Ser222 is 
buried due to the position of KSR1 A-loop. Ser218 is closer 
to the surface of MEK1; however, it is located underneath 
the outward-oriented αC-helix of MEK1. Due to these steric 
constraints, it would be difficult for a second B-Raf A-loop 
to approach the KSR1/MEK1 dimer interface. The model 
of KSR as a transactivator of Raf, wherein KSR/MEK het-
erodimers allosterically activate Raf leading to the phos-
phorylation of a substrate MEK by Raf, is a more recent 
explanation of KSR’s role in the MAPK pathway. Our results 
do not directly address this model but could serve as a basis 
for future exploration. Simulations of KSR1 monomers, 
KSR1/B-Raf heterodimers, and MEK1/KSR1/B-Raf ternary 
complexes, in addition to results from this work, could be 
used to address this model more directly.

Early studies of the function of MEK1 P-rich loop pre-
sent apparently conflicting results regarding the necessity 
of this loop for the formation of Raf-1/MEK1 heterodimers. 
Catling et al. in 1995 found that deletion of MEK1 residues 
270–307 (MEK1Δ270-307) abrogated Raf-1/MEK1Δ270-
307 binding in CCL39 cells transiently transfected with 
MEK1 from Rat1 cells (residue 307 in rat cells corresponds 
to the final proline in the P-rich loop, in human MEK1 the 
final proline is also residue 307) [62]. Dang et al. in 1998 
found that deletion of residues 265–301 of human MEK1 did 
not abrogate Raf-1/MEK1Δ265-301 binding. Since rat and 
human MEK1 proteins contain nearly identical sequences 
in the P-rich loop, comparison between the two different 
systems is reasonable [63]. The discrepancy between these 
two results (no Raf-1 interaction with MEK1Δ270-307, 
but with MEK1Δ265-301) can be explained by our simula-
tions. The contact maps between MEK1 P-rich loop and 
B-Raf A-loop (Fig. 4) show that MEK1 residues 305–307 
make multiple contacts with the A-loop of B-Raf. Based 
on our contact maps and the differences between the two 
deletion segments used in the two experiments, we would 
expect an interaction between Raf-1 and MEK1Δ265-301 
(which maintains the key 305–307 residues) and no interac-
tion between Raf-1 and MEK1Δ270-307 (which does not 
include these residues). The loop’s flexibility and position 
on the surface of the protein make crystallization with these 
residues difficult, but mutations or short deletions could 
be used to verify the importance of the P-rich loop/B-Raf 
A-loop interactions for dimerization. Particularly, mutation 
of MEK1 Arg305 and B-Raf H608G or deletion of MEK1 
residues 301–307 (MEK1Δ301-307) or B-Raf residues 

605–611 (B-RafΔ605-611) could be used to change the 
B-Raf/MEK1 interface and abrogate interaction.

Our results highlight the importance of the αG-helix region 
to the structure and function of the B-Raf/MEK1 and KSR1/
MEK1 heterodimers. The residues at the N-terminal end of the 
αG-helix of B-Raf are Asn661 and Arg662 (“large”), while 
for KSR1 the residues are Ala825 and Ala826 (“small”). This 
“large” vs. “small” difference (which is highly conserved 
across species) has recently been highlighted to describe how 
the MEK inhibitor (MEKi) trametinib favors binding of KSR1/
MEK1 over B-Raf/MEK1 [10]. Trametinib binds to the allos-
teric pocket in MEK1 and, unlike other MEKi, extends into 
a pocket at the KSR1/MEK1 interface, directly interacting 
with KSR1 Ala825. The longer B-Raf Arg662 residue would 
cause steric clashes with trametinib at the B-Raf/MEK1 inter-
face. Reciprocal mutations of these residues allowed B-Raf to 
mimic the behavior of KSR1 with respect to MEK1 interac-
tion in the presence of trametinib and vice versa. Our results 
reinforce the importance of these residues due to their impact 
on the flexibility of the MEK1 A-loop and suggest that a MEKi 
inhibitor that interacts with Arg662 could improve B-Raf/
MEK1 interaction and prevent MEK1 activation. This pro-
posed inhibitor could prevent Arg662 from relocating away 
from the MEK inhibitory helix, preventing the phosphoryla-
tion of Ser218 and ‘trapping’ inactive B-Raf/MEK1 complex.

Our results are based on microsecond long simulation 
trajectories, while activation-related kinase conformational 
changes happen on the millisecond timescale [64, 65] and 
phosphorylation via kinases can take milliseconds to sec-
onds [66]. Therefore, care must be taken in interpreting 
results from MD simulations. Our proposed mechanism for 
B-Raf phosphorylation of MEK1 aligns well with previ-
ous descriptions of MEK1 activation based on in vitro and 
in vivo experiments [21, 24, 37, 61]. Our results support a 
description of how local changes in residue backbone and 
sidechain orientation can result in B-Raf and MEK1 adopt-
ing conformations that are favorable to the initiation of the 
phosphorylation reaction. Our observed local changes in 
MEK1 and KSR1 can be compared to those in the B-Raf/
MEK1 simulations, and inferences can be drawn based on 
the similarities and differences in the KSR1/MEK1 and 
B-Raf/MEK1 dimer interfaces. We cannot, however, draw 
definitive conclusions about the KSR1/MEK1 dimer due 
to the smaller set of experiments with which to compare 
our results (as opposed to the wealth of information about 
B-Raf/MEK1 dimers) and the smaller set of crystal struc-
tures available for KSR1 (that could impact our starting con-
figurations and trap the protein in local energy minimum).
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Conclusions

We have provided a detailed comparison of the interface 
between MEK1 and active B-Raf, inactive B-Raf, and 
KSR1. Our results point to (i) an important and not previ-
ously described role for the MEK1 P-rich loop as both a key 
source of interactions for complex formation and to regu-
late the flexibility and thus phosphorylation of the MEK1 
A-loop. We also suggested (ii) how KSR1 could act as both 
an active kinase and a scaffolding protein. The KSR1/MEK1 
interface results in a much more flexible MEK1 A-loop as 
compared to that of B-Raf/MEK1. This increased flex-
ibility would not be sufficient by itself to allow for either 
direct activation of MEK1 by KSR1 or for active B-Raf to 
approach a KSR1/MEK1 “scaffold” dimeric unit. However, 
low population events (i.e., increased flexibility causing the 
N-terminal A-loop helix to unfold) could lead to either of 
these scenarios.

Overall, our results suggest that (iii) even though direct 
phosphorylation of MEK1 by KSR1 is possible, it is unlikely 
compared to phosphorylation by B-Raf. Instead, our results 
suggest that the primary role of the KSR1/MEK1 heterodi-
mer is either a scaffold or an allosteric activator, and they 
offer how, providing a mechanism. As a scaffold, KSR1 from 
a KSR1/MEK1 heterodimer interacts with B-Raf through a 
side-to-side interface. MEK1 from this Raf/KSR1/MEK1 
ternary scaffolding unit is then translocated to an active 
B-Raf dimer and phosphorylated by B-Raf from the dimer 
[48, 57]. MEK1 can relieve allosterically KSR1 autoinhibi-
tion, permitting KSR1 formation of a side-to-side heterodi-
mer with a B-Raf monomer recruited to the membrane by 
Ras. The stabilized active configuration of B-Raf can then 
phosphorylate a second MEK1 kinase [45]. The structural 
and functional mechanism that we decipher clarifies MEK1 
activation scenarios and can help guide drug discovery for 
MEK1, a vital component of the MAPK pathway.

MAPK encompasses many additional proteins collabo-
rating in complex formation and stabilization [1]. Further, 
each of the three kinase domains discussed here, resides on 
proteins that contain additional structured and disordered 
regions that are integral to proper cell function. For instance, 
recent simulations have revealed that a basic motif in the 
disordered region N-terminal of the B-Raf kinase domain is 
implicated in stabilizing the B-Raf/B-Raf homodimer [17]. 
As computational power grows and new tools become avail-
able to predict protein structure [67, 68], new insights into 
the impact of larger assemblies will be possible [1].

Materials and methods

Modeling of B‑Raf/MEK1 and KSR1/MEK1 
heterodimers

Initial coordinates for the B-Raf and MEK1 kinase domain 
dimers were adopted from crystal structures (PDB IDs: 
4MNE, 6U2G, 6PP9). The B-Raf kinase domain (resi-
dues 449–720) exhibited either an active (4MNE) or inac-
tive (6U2G, 6PP9) configuration, while the MEK1 kinase 
domain (residues 40–317 or residues 63–317) was in an 
inactive configuration. The best resolved B-Raf /MEK1 
complex was extracted from those crystal structures that 
contain B-Raf/MEK1 quaternary complexes. Except for 
residue 600, any mutated residues present in the crystal 
structures were changed back to the wild-type sequence. 
Residue 600 was either kept as the wild-type Val or mutated 
to Glu to create the oncogenic B-Raf V600E. In addition, 
select simulations contained phosphorylated B-Raf A-loop 
with pThr599/pSer602. Initial coordinates for the KSR1/
MEK1 complex were adopted from crystal structure (PDB 
ID: 7JUW). Loop segments that were missing from the crys-
tal structures were constructed with SWISS-MODEL [69], 
using available loop conformations in a database from PDB 
as a template. A summary of the PDB entries used to create 
the initial configurations is provided in Table S1.

ATP analogs in B-Raf, KSR1, and MEK1 were replaced 
with ATP and Mg2+ and MEK1 inhibitors were removed 
from the structure. B-Raf structures that did not contain a 
ligand in the binding pocket had ATP/Mg2+ added using the 
binding between B-Raf and AMP-PCP (an analog of ATP) 
in 6U2G as a template. This created a system containing 
the B-Raf/MEK1 (or KSR1/MEK1) heterodimer with ATP 
and Mg2+ present in each protein. Details of each starting 
configuration are summarized in Table S2.

MD simulation protocol

All-atom MD simulations were conducted using the NAMD 
package [70] with the updated CHARMM force field [71, 
72]. Our simulations closely followed the same protocol as 
in our previous works [15, 17, 35, 59, 73–89]. The explicit 
TIP3 water model was used to solvate a periodic box of 
∼ 120 × 120 × 120Å3 . Water molecules within 2.6 Å of the 
proteins were removed to prevent atom collapse. Salt ions 
(sodium and chlorine) were added to generate a final ionic 
strength of ∼ 100mM and neutralize the system. A series 
of minimization cycles were performed for the solvents 
including ions with a harmonically restrained protein back-
bone until the solvent reached 310 K. Next, dynamic cycles 
were performed while gradually releasing the harmonic 
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constraints on the protein backbone. The long-range elec-
trostatics calculation was performed using the particle mesh 
Ewald (PME) method. During productions runs, a Langevin 
thermostat maintained a constant at 310 K temperature and a 
Nosé–Hoover Langevin piston pressure control sustained the 
pressure at 1.01325 bar (1 atm) with the NPT condition. A 
2 fs time step was used for 5 × 10

8 steps for all simulations. 
A total of 10 µs simulation were performed for 10 systems, 
each with 1 µs simulation time. Trajectory information was 
collected every 5 × 10

4 steps (100 ps).

Analysis methods

Statistics presented in “Results” section were calculated-
based on the final 500 ns of the trajectories, unless otherwise 
indicated (i.e., Fig. S8 which shows how protein–protein 
contact area evolves over time). Principal component analy-
sis (PCA) was performed using Bio3D [90]. The distance 
between atoms and dihedral angles were calculated using 
MDTraj [91]. Root mean square fluctuations (RMSFs) were 
calculated in CHARMM [92]. Protein–protein contact area 
was calculated using solvent accessible surface area tech-
niques provided in the dr-sasa analysis package and PDBe-
PISA [93, 94]. Protein images were created using Pymol 
[58]. Representative models from the ensemble trajectory 
results were selected using the Ensemble Cluster [95] imple-
mentation available in Chimera [96]. Protein sequence align-
ment was accomplished using Clustal Omega [97].

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s00018-​022-​04296-0.

Author contributions  Ryan Maloney: investigation, formal analysis, 
and writing—original draft. Mingzhen Zhang: writing—review and 
editing. Yonglan Liu: writing —review and editing. Hyunbum Jang: 
conceptualization, methodology, and writing—review and editing. 
Ruth Nussinov: conceptualization, supervision, project administration, 
funding acquisition, and writing—review and editing.

Funding  This project has been funded in whole or in part with federal 
funds from the National Cancer Institute, National Institutes of Health, 
under contract HHSN261201500003I. The content of this publication 
does not necessarily reflect the views or policies of the Department 
of Health and Human Services, nor does mention of trade names, 
commercial products or organizations imply endorsement by the U.S. 
Government. This research was supported [in part] by the Intramural 
Research Program of the NIH, National Cancer Institute, Center for 
Cancer Research.

Data availability  The calculations had been performed using the high-
performance computational facilities of the Biowulf PC/Linux cluster 
at the National Institutes of Health, Bethesda, MD (https://​hpc.​nih.​
gov/). Derived data supporting the findings of this study are available 
from the corresponding author on request.

Declarations 

Conflict of interest  The authors have no relevant financial or non-fi-
nancial interests to disclose.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, 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 Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article's Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article's Creative Commons licence and your intended use is not 
permitted 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 licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

References

	 1.	 Nussinov R, Tsai CJ, Jang H (2021) Signaling in the crowded 
cell. Curr Opin Struct Biol 71:43–50. https://​doi.​org/​10.​1016/j.​
sbi.​2021.​05.​009

	 2.	 Pylayeva-Gupta Y, Grabocka E, Bar-Sagi D (2011) RAS onco-
genes: weaving a tumorigenic web. Nat Rev Cancer 11:761–774. 
https://​doi.​org/​10.​1038/​nrc31​06

	 3.	 Simanshu DK, Nissley DV, McCormick F (2017) RAS proteins 
and their regulators in human disease. Cell 170:17–33. https://​
doi.​org/​10.​1016/j.​cell.​2017.​06.​009

	 4.	 Gillies TE et al (2020) Oncogenic mutant RAS signaling activ-
ity is rescaled by the ERK/MAPK pathway. Mol Syst Biol 
16:e9518

	 5.	 Hymowitz SG, Malek S (2018) Targeting the MAPK pathway in 
RAS mutant cancers. Cold Spring Harb Perspect Med. https://​
doi.​org/​10.​1101/​cshpe​rspect.​a0314​92

	 6.	 Dillon M et al (2021) Progress on Ras/MAPK signaling research 
and targeting in blood and solid cancers. Cancers 13:5059

	 7.	 Lee S, Rauch J, Kolch W (2020) Targeting MAPK signaling in 
cancer: mechanisms of drug resistance and sensitivity. Int J Mol 
Sci. https://​doi.​org/​10.​3390/​ijms2​10311​02

	 8.	 Nussinov R, Tsai CJ, Jang H (2021) Anticancer drug resist-
ance: an update and perspective. Drug Resist Updat 59:100796. 
https://​doi.​org/​10.​1016/j.​drup.​2021.​100796

	 9.	 Dhawan NS, Scopton AP, Dar AC (2016) Small molecule sta-
bilization of the KSR inactive state antagonizes oncogenic Ras 
signalling. Nature 537:112–116. https://​doi.​org/​10.​1038/​natur​
e19327

	10.	 Khan ZM et al (2020) Structural basis for the action of the drug 
trametinib at KSR-bound MEK. Nature 588:509–514. https://​
doi.​org/​10.​1038/​s41586-​020-​2760-4

	11.	 Nussinov R et al (2021) Inhibition of nonfunctional Ras. Cell 
Chem Biol 28:121–133. https://​doi.​org/​10.​1016/j.​chemb​iol.​
2020.​12.​012

	12.	 Nussinov R et  al (2022) Mechanism of activation and the 
rewired network: new drug design concepts. Med Res Rev 
42:770–799. https://​doi.​org/​10.​1002/​med.​21863

	13.	 Santos E, Crespo P (2018) The RAS-ERK pathway: a route for 
couples. Sci Signal. https://​doi.​org/​10.​1126/​scisi​gnal.​aav09​17

	14.	 Nussinov R, Tsai CJ, Jang H (2019) Does Ras activate Raf and 
PI3K allosterically? Front Oncol. https://​doi.​org/​10.​3389/​fonc.​
2019.​01231

https://doi.org/10.1007/s00018-022-04296-0
https://hpc.nih.gov/
https://hpc.nih.gov/
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1016/j.sbi.2021.05.009
https://doi.org/10.1016/j.sbi.2021.05.009
https://doi.org/10.1038/nrc3106
https://doi.org/10.1016/j.cell.2017.06.009
https://doi.org/10.1016/j.cell.2017.06.009
https://doi.org/10.1101/cshperspect.a031492
https://doi.org/10.1101/cshperspect.a031492
https://doi.org/10.3390/ijms21031102
https://doi.org/10.1016/j.drup.2021.100796
https://doi.org/10.1038/nature19327
https://doi.org/10.1038/nature19327
https://doi.org/10.1038/s41586-020-2760-4
https://doi.org/10.1038/s41586-020-2760-4
https://doi.org/10.1016/j.chembiol.2020.12.012
https://doi.org/10.1016/j.chembiol.2020.12.012
https://doi.org/10.1002/med.21863
https://doi.org/10.1126/scisignal.aav0917
https://doi.org/10.3389/fonc.2019.01231
https://doi.org/10.3389/fonc.2019.01231


The mechanism of activation of MEK1 by B‑Raf and KSR1﻿	

1 3

Page 19 of 21  281

	15.	 Jang H et  al (2015) Mechanisms of membrane binding of 
small GTPase K-Ras4B farnesylated hypervariable region. J 
Biol Chem 290:9465–9477. https://​doi.​org/​10.​1074/​jbc.​M114.​
620724

	16.	 Zhang M et al (2021) B-Raf autoinhibition in the presence and 
absence of 14–3-3. Structure 29:768-777.e2. https://​doi.​org/​10.​
1016/j.​str.​2021.​02.​005

	17.	 Zhang M et al (2021) The mechanism of Raf activation through 
dimerization. Chem Sci 12:15609–15619. https://​doi.​org/​10.​1039/​
d1sc0​3444h

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

	19.	 Yuan J et al (2018) The dimer-dependent catalytic activity of RAF 
family kinases is revealed through characterizing their oncogenic 
mutants. Oncogene 37:5719–5734. https://​doi.​org/​10.​1038/​
s41388-​018-​0365-2

	20.	 Haling JR et al (2014) Structure of the BRAF-MEK complex 
reveals a kinase activity independent role for BRAF in MAPK 
signaling. Cancer Cell 26:402–413. https://​doi.​org/​10.​1016/j.​ccr.​
2014.​07.​007

	21.	 Adamopoulos C et al (2021) Exploiting allosteric properties of 
RAF and MEK inhibitors to target therapy-resistant tumors driven 
by oncogenic BRAF signaling. Cancer Discov 11:1716–1735. 
https://​doi.​org/​10.​1158/​2159-​8290.​Cd-​20-​1351

	22.	 Gao Y et al (2018) Allele-specific mechanisms of activation of 
MEK1 mutants determine their properties. Cancer Discov 8:648–
661. https://​doi.​org/​10.​1158/​2159-​8290.​CD-​17-​1452

	23.	 Ohren JF et al (2004) Structures of human MAP kinase kinase 1 
(MEK1) and MEK2 describe novel noncompetitive kinase inhibi-
tion. Nat Struct Mol Biol 11:1192–1197. https://​doi.​org/​10.​1038/​
nsmb8​59

	24.	 Yuan J et  al (2018) Activating mutations in MEK1 enhance 
homodimerization and promote tumorigenesis. Sci Signal 
11:eaar6795. https://​doi.​org/​10.​1126/​scisi​gnal.​aar67​95

	25.	 Lavoie H, Gagnon J, Therrien M (2020) ERK signalling: a master 
regulator of cell behaviour, life and fate. Nat Rev Mol Cell Biol 
21:607–632. https://​doi.​org/​10.​1038/​s41580-​020-​0255-7

	26.	 Degirmenci U, Wang M, Hu J (2020) Targeting aberrant RAS/
RAF/MEK/ERK signaling for cancer therapy. Cells 9:198. https://​
doi.​org/​10.​3390/​cells​90101​98

	27.	 Zhang H et al (2013) The dual function of KSR1: a pseudokinase 
and beyond. Biochem Soc Trans 41:1078–1082. https://​doi.​org/​
10.​1042/​bst20​130042

	28.	 Tran NH, Wu XC, Frost JA (2005) B-Raf and Raf-1 are regulated 
by distinct autoregulatory mechanisms. J Biol Chem 280:16244–
16253. https://​doi.​org/​10.​1074/​jbc.​M5011​85200

	29.	 Shaw AS et al (2014) Kinases and pseudokinases: lessons from 
RAF. Mol Cell Biol 34:1538–1546. https://​doi.​org/​10.​1128/​mcb.​
00057-​14

	30.	 Cutler RE et al (1998) Autoregulation of the Raf-1 serine/threo-
nine kinase. Proc Natl Acad Sci USA 95:9214–9219. https://​doi.​
org/​10.​1073/​pnas.​95.​16.​9214

	31.	 Terai K, Matsuda M (2006) The amino-terminal B-Raf-specific 
region mediates calcium-dependent homo- and hetero-dimeriza-
tion of Raf. EMBO J 25:3556–3564. https://​doi.​org/​10.​1038/​sj.​
emboj.​76012​41

	32.	 Lu SY et al (2016) Drugging Ras GTPase: a comprehensive mech-
anistic and signaling structural view. Chem Soc Rev 45:4929–
4952. https://​doi.​org/​10.​1039/​c5cs0​0911a

	33.	 Improta-Brears T, Ghosh S, Bell RM (1999) Mutational analysis 
of Raf-1 cysteine rich domain: requirement for a cluster of basic 
aminoacids for interaction with phosphatidylserine. Mol Cell Bio-
chem 198:171–178. https://​doi.​org/​10.​1023/a:​10069​81411​691

	34.	 Travers T et al (2018) Molecular recognition of RAS/RAF com-
plex at the membrane: Role of RAF cysteine-rich domain. Sci 
Rep. https://​doi.​org/​10.​1038/​s41598-​018-​26832-4

	35.	 Li S et al (2018) Raf-1 cysteine-rich domain increases the affin-
ity of K-Ras/Raf at the membrane, promoting MAPK signaling. 
Structure 26:513-525.e2. https://​doi.​org/​10.​1016/j.​str.​2018.​01.​011

	36.	 Mason CS et al (1999) Serine and tyrosine phosphorylations coop-
erate in Raf-1, but not B-Raf activation. EMBO J 18:2137–2148. 
https://​doi.​org/​10.​1093/​emboj/​18.8.​2137

	37.	 Roskoski R (2012) MEK1/2 dual-specificity protein kinases: 
structure and regulation. Biochem Biophys Res Commun 417:5–
10. https://​doi.​org/​10.​1016/j.​bbrc.​2011.​11.​145

	38.	 Fischmann TO et al (2009) Crystal structures of MEK1 binary and 
ternary complexes with nucleotides and inhibitors. Biochemistry 
48:2661–2674. https://​doi.​org/​10.​1021/​bi801​898e

	39.	 Marusiak AA et al (2014) Mixed lineage kinases activate MEK 
independently of RAF to mediate resistance to RAF inhibitors. 
Nat Commun 5:3901. https://​doi.​org/​10.​1038/​ncomm​s4901

	40.	 Chiariello M, Marinissen MJ, Gutkind JS (2000) Multiple mito-
gen-activated protein kinase signaling pathways connect the cot 
oncoprotein to the c-jun promoter and to cellular transformation. 
Mol Cell Biol 20:1747–1758. https://​doi.​org/​10.​1128/​mcb.​20.5.​
1747-​1758.​2000

	41.	 Todd DE et al (2004) ERK1/2 and p38 cooperate to induce a 
p21CIP1-dependent G1 cell cycle arrest. Oncogene 23:3284–
3295. https://​doi.​org/​10.​1038/​sj.​onc.​12074​67

	42.	 Johnson GL, Dohlman HG, Graves LM (2005) MAPK kinase 
kinases (MKKKs) as a target class for small-molecule inhibition 
to modulate signaling networks and gene expression. Curr Opin 
Chem Biol 9:325–331. https://​doi.​org/​10.​1016/j.​cbpa.​2005.​04.​004

	43.	 Cuevas BD, Abell AN, Johnson GL (2007) Role of mitogen-acti-
vated protein kinase kinase kinases in signal integration. Onco-
gene 26:3159–3171. https://​doi.​org/​10.​1038/​sj.​onc.​12104​09

	44.	 Caunt CJ et al (2015) MEK1 and MEK2 inhibitors and cancer 
therapy: the long and winding road. Nat Rev Cancer 15:577–592. 
https://​doi.​org/​10.​1038/​nrc40​00

	45.	 Lavoie H et al (2018) MEK drives BRAF activation through allos-
teric control of KSR proteins. Nature 554:549–553. https://​doi.​
org/​10.​1038/​natur​e25478

	46.	 Zhang Y et al (1997) Kinase suppressor of Ras is ceramide-
activated protein kinase. Cell 89:63–72. https://​doi.​org/​10.​1016/​
S0092-​8674(00)​80183-X

	47.	 Goettel JA et al (2011) KSR1 is a functional protein kinase capa-
ble of serine autophosphorylation and direct phosphorylation of 
MEK1. Exp Cell Res 317:452–463. https://​doi.​org/​10.​1016/j.​
yexcr.​2010.​11.​018

	48.	 Brennan DF et al (2011) A Raf-induced allosteric transition of 
KSR stimulates phosphorylation of MEK. Nature 472:366–369. 
https://​doi.​org/​10.​1038/​natur​e09860

	49.	 Kornev AP et al (2006) Surface comparison of active and inactive 
protein kinases identifies a conserved activation mechanism. Proc 
Natl Acad Sci USA 103:17783–17788. https://​doi.​org/​10.​1073/​
pnas.​06076​56103

	50.	 Taylor SS et al (2012) Evolution of the eukaryotic protein kinases 
as dynamic molecular switches. Philos Trans R Soc B-Biol Sci 
367:2517–2528. https://​doi.​org/​10.​1098/​rstb.​2012.​0054

	51.	 Taylor SS, Kornev AP (2011) Protein kinases: evolution of 
dynamic regulatory proteins. Trends Biochem Sci 36:65–77. 
https://​doi.​org/​10.​1016/j.​tibs.​2010.​09.​006

	52.	 Zhang BH, Guan KL (2000) Activation of B-Raf kinase requires 
phosphorylation of the conserved residues Thr598 and Ser601. 
EMBO J 19:5429–5439. https://​doi.​org/​10.​1093/​emboj/​19.​20.​
5429

https://doi.org/10.1074/jbc.M114.620724
https://doi.org/10.1074/jbc.M114.620724
https://doi.org/10.1016/j.str.2021.02.005
https://doi.org/10.1016/j.str.2021.02.005
https://doi.org/10.1039/d1sc03444h
https://doi.org/10.1039/d1sc03444h
https://doi.org/10.1038/s41388-018-0365-2
https://doi.org/10.1038/s41388-018-0365-2
https://doi.org/10.1016/j.ccr.2014.07.007
https://doi.org/10.1016/j.ccr.2014.07.007
https://doi.org/10.1158/2159-8290.Cd-20-1351
https://doi.org/10.1158/2159-8290.CD-17-1452
https://doi.org/10.1038/nsmb859
https://doi.org/10.1038/nsmb859
https://doi.org/10.1126/scisignal.aar6795
https://doi.org/10.1038/s41580-020-0255-7
https://doi.org/10.3390/cells9010198
https://doi.org/10.3390/cells9010198
https://doi.org/10.1042/bst20130042
https://doi.org/10.1042/bst20130042
https://doi.org/10.1074/jbc.M501185200
https://doi.org/10.1128/mcb.00057-14
https://doi.org/10.1128/mcb.00057-14
https://doi.org/10.1073/pnas.95.16.9214
https://doi.org/10.1073/pnas.95.16.9214
https://doi.org/10.1038/sj.emboj.7601241
https://doi.org/10.1038/sj.emboj.7601241
https://doi.org/10.1039/c5cs00911a
https://doi.org/10.1023/a:1006981411691
https://doi.org/10.1038/s41598-018-26832-4
https://doi.org/10.1016/j.str.2018.01.011
https://doi.org/10.1093/emboj/18.8.2137
https://doi.org/10.1016/j.bbrc.2011.11.145
https://doi.org/10.1021/bi801898e
https://doi.org/10.1038/ncomms4901
https://doi.org/10.1128/mcb.20.5.1747-1758.2000
https://doi.org/10.1128/mcb.20.5.1747-1758.2000
https://doi.org/10.1038/sj.onc.1207467
https://doi.org/10.1016/j.cbpa.2005.04.004
https://doi.org/10.1038/sj.onc.1210409
https://doi.org/10.1038/nrc4000
https://doi.org/10.1038/nature25478
https://doi.org/10.1038/nature25478
https://doi.org/10.1016/S0092-8674(00)80183-X
https://doi.org/10.1016/S0092-8674(00)80183-X
https://doi.org/10.1016/j.yexcr.2010.11.018
https://doi.org/10.1016/j.yexcr.2010.11.018
https://doi.org/10.1038/nature09860
https://doi.org/10.1073/pnas.0607656103
https://doi.org/10.1073/pnas.0607656103
https://doi.org/10.1098/rstb.2012.0054
https://doi.org/10.1016/j.tibs.2010.09.006
https://doi.org/10.1093/emboj/19.20.5429
https://doi.org/10.1093/emboj/19.20.5429


	 R. C. Maloney et al.

1 3

281  Page 20 of 21

	53.	 Zheng CF, Guan KL (1994) Activation of MEK family kinases 
requires phosphorylation of two conserved Ser/Thr residues. 
EMBO J 13:1123–1131

	54.	 Rossomando AJ et al (1994) Mitogen-activated protein kinase 
kinase 1 (MKK1) is negatively regulated by threonine phospho-
rylation. Mol Cell Biol 14:1594–1602. https://​doi.​org/​10.​1128/​
mcb.​14.3.​1594-​1602.​1994

	55.	 Eblen ST et al (2004) Mitogen-activated protein kinase feedback 
phosphorylation regulates MEK1 complex formation and acti-
vation during cellular adhesion. Mol Cell Biol 24:2308–2317. 
https://​doi.​org/​10.​1128/​mcb.​24.6.​2308-​2317.​2004

	56.	 Michaud NR et al (1997) KSR stimulates Raf-1 activity in a 
kinase-independent manner. Proc Natl Acad Sci USA 94:12792–
12796. https://​doi.​org/​10.​1073/​pnas.​94.​24.​12792

	57.	 Hu J et al (2011) Mutation that blocks ATP binding creates a pseu-
dokinase stabilizing the scaffolding function of kinase suppressor 
of Ras, CRAF and BRAF. Proc Natl Acad Sci USA 108:6067–
6072. https://​doi.​org/​10.​1073/​pnas.​11025​54108

	58.	 Schrödinger L.W.D., PyMol. 2020: http://​www.​pymol.​org/​pymol.
	59.	 Maloney RC et al (2021) The mechanism of activation of mono-

meric B-Raf V600E. Comput Struct Biotechnol J 19:3349–3363. 
https://​doi.​org/​10.​1016/j.​csbj.​2021.​06.​007

	60.	 Modi V, Dunbrack RL (2019) Defining a new nomenclature for 
the structures of active and inactive kinases. Proc Natl Acad Sci 
USA 116:6818–6827. https://​doi.​org/​10.​1073/​pnas.​18142​79116

	61.	 Gonzalez-Del Pino GL et al (2021) Allosteric MEK inhibitors act 
on BRAF/MEK complexes to block MEK activation. Proc Natl 
Acad Sci USA 118:e2107207118. https://​doi.​org/​10.​1073/​pnas.​
21072​07118

	62.	 Catling AD et al (1995) A proline-rich sequence unique to MEK1 
and MEK2 is required for raf binding and regulates MEK func-
tion. Mol Cell Biol 15:5214–5225. https://​doi.​org/​10.​1128/​MCB.​
15.​10.​5214

	63.	 Dang A, Frost JA, Cobb MH (1998) The MEK1 proline-rich insert 
is required for efficient activation of the mitogen-activated pro-
tein kinases ERK1 and ERK2 in mammalian cells. J Biol Chem 
273:19909–19913. https://​doi.​org/​10.​1074/​jbc.​273.​31.​19909

	64.	 Alderson TR, Kay LE (2020) Unveiling invisible protein states 
with NMR spectroscopy. Curr Opin Struct Biol 60:39–49

	65.	 Xie T et al (2020) Conformational states dynamically populated 
by a kinase determine its function. Science 370:eabc2754. https://​
doi.​org/​10.​1126/​scien​ce.​abc27​54

	66.	 Blazek M et al (2015) Analysis of fast protein phosphorylation 
kinetics in single cells on a microfluidic chip. Lab Chip 15:726–
734. https://​doi.​org/​10.​1039/​C4LC0​0797B

	67.	 Varadi M et al (2021) AlphaFold Protein Structure Database: 
massively expanding the structural coverage of protein-sequence 
space with high-accuracy models. Nucleic Acids Res 50:D439–
D444. https://​doi.​org/​10.​1093/​nar/​gkab1​061

	68.	 Baek M et al (2021) Accurate prediction of protein structures 
and interactions using a three-track neural network. Science 
373:871–876

	69.	 Waterhouse A et al (2018) SWISS-MODEL: homology mod-
elling of protein structures and complexes. Nucleic Acids Res 
46:W296-w303. https://​doi.​org/​10.​1093/​nar/​gky427

	70.	 Phillips JC et al (2005) Scalable molecular dynamics with NAMD. 
J Comput Chem 26:1781–1802

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

	72.	 Huang J et al (2017) CHARMM36m: an improved force field 
for folded and intrinsically disordered proteins. Nat Methods 
14:71–73

	73.	 Chavan TS et al (2015) High-affinity interaction of the K-Ras4B 
hypervariable region with the Ras active site. Biophys J 
109:2602–2613. https://​doi.​org/​10.​1016/j.​bpj.​2015.​09.​034

	74.	 Chakrabarti M, Jang H, Nussinov R (2016) Comparison of the 
conformations of KRAS isoforms, K-Ras4A and K-Ras4B, 
points to similarities and significant differences. J Phys Chem B 
120:667–679. https://​doi.​org/​10.​1021/​acs.​jpcb.​5b111​10

	75.	 Jang H et al (2017) Flexible-body motions of calmodulin and the 
farnesylated hypervariable region yield a high-affinity interaction 
enabling K-Ras4B membrane extraction. J Biol Chem 292:12544–
12559. https://​doi.​org/​10.​1074/​jbc.​M117.​785063

	76.	 Zhang M et al (2017) Phosphorylated calmodulin promotes PI3K 
activation by binding to the SH2 domains. Biophys J 113:1956–
1967. https://​doi.​org/​10.​1016/j.​bpj.​2017.​09.​008

	77.	 Liao TJ et al (2017) The dynamic mechanism of RASSF5 and 
MST kinase activation by Ras. Phys Chem Chem Phys 19:6470–
6480. https://​doi.​org/​10.​1039/​c6cp0​8596b

	78.	 Muratcioglu S et al (2017) PDEdelta binding to Ras isoforms 
provides a route to proper membrane localization. J Phys Chem 
B 121:5917–5927. https://​doi.​org/​10.​1021/​acs.​jpcb.​7b030​35

	79.	 Ozdemir ES et  al (2018) Arl2-mediated allosteric release of 
farnesylated KRas4B from shuttling factor PDEdelta. J Phys 
Chem B 122:7503–7513. https://​doi.​org/​10.​1021/​acs.​jpcb.​8b043​
47

	80.	 Liao TJ et al (2018) Allosteric KRas4B can modulate SOS1 fast 
and slow Ras activation cycles. Biophys J 115:629–641. https://​
doi.​org/​10.​1016/j.​bpj.​2018.​07.​016

	81.	 Zhang M et al (2018) Calmodulin (CaM) activates PI3Kalpha by 
targeting the “Soft” CaM-binding motifs in both the nSH2 and 
cSH2 domains of p85alpha. J Phys Chem B 122:11137–11146. 
https://​doi.​org/​10.​1021/​acs.​jpcb.​8b059​82

	82.	 Ozdemir ES et al (2018) Unraveling the molecular mechanism of 
interactions of the Rho GTPases Cdc42 and Rac1 with the scaf-
folding protein IQGAP2. J Biol Chem 293:3685–3699. https://​doi.​
org/​10.​1074/​jbc.​RA117.​001596

	83.	 Jang H et al (2019) The structural basis of the farnesylated and 
methylated KRas4B interaction with calmodulin. Structure 
27:1647-1659.e4. https://​doi.​org/​10.​1016/j.​str.​2019.​08.​009

	84.	 Zhang M, Jang H, Nussinov R (2019) The mechanism of PI3Kα 
activation at the atomic level. Chem Sci 10:3671–3680. https://​
doi.​org/​10.​1039/​c8sc0​4498h

	85.	 Zhang M, Jang H, Nussinov R (2019) The structural basis for 
Ras activation of PI3Kα lipid kinase. Phys Chem Chem Phys 
21:12021–12028

	86.	 Zhang M et al (2019) Ca(2+)-dependent switch of calmodulin 
interaction mode with tandem IQ motifs in the scaffolding protein 
IQGAP1. Biochemistry 58:4903–4911. https://​doi.​org/​10.​1021/​
acs.​bioch​em.​9b008​54

	87.	 Nussinov R, Tsai CJ, Jang H (2020) Ras assemblies and signaling 
at the membrane. Curr Opin Struct Biol 62:140–148. https://​doi.​
org/​10.​1016/j.​sbi.​2020.​01.​009

	88.	 Liao TJ et al (2020) SOS1 interacts with Grb2 through regions that 
induce closed nSH3 conformations. J Chem Phys 153:045106. 
https://​doi.​org/​10.​1063/5.​00139​26

	89.	 Haspel N, Jang H, Nussinov R (2021) Active and inactive Cdc42 
differ in their insert region conformational dynamics. Biophys J 
120:306–318. https://​doi.​org/​10.​1016/j.​bpj.​2020.​12.​007

	90.	 Grant BJ et al (2006) Bio3d: an R package for the comparative 
analysis of protein structures. Bioinformatics 22:2695–2696. 
https://​doi.​org/​10.​1093/​bioin​forma​tics/​btl461

	91.	 McGibbon RT et al (2015) MDTraj: a modern open library for the 
analysis of molecular dynamics trajectories. Biophys J 109:1528–
1532. https://​doi.​org/​10.​1016/j.​bpj.​2015.​08.​015

	92.	 Brooks BR et al (2009) CHARMM: The biomolecular simulation 
program. J Comput Chem 30:1545–1614. https://​doi.​org/​10.​1002/​
jcc.​21287

	93.	 Ribeiro J et al (2019) Calculation of accurate interatomic con-
tact surface areas for the quantitative analysis of non-bonded 

https://doi.org/10.1128/mcb.14.3.1594-1602.1994
https://doi.org/10.1128/mcb.14.3.1594-1602.1994
https://doi.org/10.1128/mcb.24.6.2308-2317.2004
https://doi.org/10.1073/pnas.94.24.12792
https://doi.org/10.1073/pnas.1102554108
http://www.pymol.org/pymol
https://doi.org/10.1016/j.csbj.2021.06.007
https://doi.org/10.1073/pnas.1814279116
https://doi.org/10.1073/pnas.2107207118
https://doi.org/10.1073/pnas.2107207118
https://doi.org/10.1128/MCB.15.10.5214
https://doi.org/10.1128/MCB.15.10.5214
https://doi.org/10.1074/jbc.273.31.19909
https://doi.org/10.1126/science.abc2754
https://doi.org/10.1126/science.abc2754
https://doi.org/10.1039/C4LC00797B
https://doi.org/10.1093/nar/gkab1061
https://doi.org/10.1093/nar/gky427
https://doi.org/10.1016/j.bpj.2015.09.034
https://doi.org/10.1021/acs.jpcb.5b11110
https://doi.org/10.1074/jbc.M117.785063
https://doi.org/10.1016/j.bpj.2017.09.008
https://doi.org/10.1039/c6cp08596b
https://doi.org/10.1021/acs.jpcb.7b03035
https://doi.org/10.1021/acs.jpcb.8b04347
https://doi.org/10.1021/acs.jpcb.8b04347
https://doi.org/10.1016/j.bpj.2018.07.016
https://doi.org/10.1016/j.bpj.2018.07.016
https://doi.org/10.1021/acs.jpcb.8b05982
https://doi.org/10.1074/jbc.RA117.001596
https://doi.org/10.1074/jbc.RA117.001596
https://doi.org/10.1016/j.str.2019.08.009
https://doi.org/10.1039/c8sc04498h
https://doi.org/10.1039/c8sc04498h
https://doi.org/10.1021/acs.biochem.9b00854
https://doi.org/10.1021/acs.biochem.9b00854
https://doi.org/10.1016/j.sbi.2020.01.009
https://doi.org/10.1016/j.sbi.2020.01.009
https://doi.org/10.1063/5.0013926
https://doi.org/10.1016/j.bpj.2020.12.007
https://doi.org/10.1093/bioinformatics/btl461
https://doi.org/10.1016/j.bpj.2015.08.015
https://doi.org/10.1002/jcc.21287
https://doi.org/10.1002/jcc.21287


The mechanism of activation of MEK1 by B‑Raf and KSR1﻿	

1 3

Page 21 of 21  281

molecular interactions. Bioinformatics 35:3499–3501. https://​
doi.​org/​10.​1093/​bioin​forma​tics/​btz062

	94.	 Krissinel E, Henrick K (2007) Inference of macromolecular 
assemblies from crystalline state. J Mol Biol 372:774–797

	95.	 Kelley LA, Gardner SP, Sutcliffe MJ (1996) An automated 
approach for clustering an ensemble of NMR-derived protein 
structures into conformationally related subfamilies. Protein Eng 
9:1063–1065. https://​doi.​org/​10.​1093/​prote​in/9.​11.​1063

	96.	 Pettersen EF et al (2004) UCSF Chimera–a visualization system 
for exploratory research and analysis. J Comput Chem 25:1605–
1612. https://​doi.​org/​10.​1002/​jcc.​20084

	97.	 Sievers F et al (2011) Fast, scalable generation of high-quality 
protein multiple sequence alignments using Clustal Omega. Mol 
Syst Biol 7:539. https://​doi.​org/​10.​1038/​msb.​2011.​75

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

https://doi.org/10.1093/bioinformatics/btz062
https://doi.org/10.1093/bioinformatics/btz062
https://doi.org/10.1093/protein/9.11.1063
https://doi.org/10.1002/jcc.20084
https://doi.org/10.1038/msb.2011.75

	The mechanism of activation of MEK1 by B-Raf and KSR1
	Abstract
	Introduction
	Results
	Crystal structure
	Overall structural movement
	Comparison of protein–protein contact area
	Structural changes of B-Raf and KSR1
	Structural changes of MEK1
	Interfacial contacts
	B-Raf (or KSR1) A-loop to MEK1 αG-helix
	B-Raf (or KSR1) αG-helix to MEK1 αG-helix
	B-Raf (or KSR1) αG-helix to MEK1 A-loop
	B-Raf (or KSR1) A-loop to MEK1 A-loop

	MEK1 serine phosphorylation

	Discussion
	Conclusions
	Materials and methods
	Modeling of B-RafMEK1 and KSR1MEK1 heterodimers
	MD simulation protocol
	Analysis methods

	References




