
RESEARCH ARTICLE

Elucidating the Activation Mechanism of the
Insulin-Family Proteins with Molecular
Dynamics Simulations
Anastasios Papaioannou1,2*, Serdar Kuyucak2, Zdenka Kuncic1,2*

1 Charles Perkins Centre, University of Sydney, Sydney, NSW, Australia, 2 School of Physics, University of
Sydney, Sydney, NSW, Australia

* anastasios.papaioannou@sydney.edu.au (AP); zdenka.kuncic@sydney.edu.au (ZK)

Abstract
The insulin-family proteins bind to their own receptors, but insulin-like growth factor II (IGF-

II) can also bind to the A isoform of the insulin receptor (IR-A), activating unique and alterna-

tive signaling pathways from those of insulin. Although extensive studies of insulin have

revealed that its activation is associated with the opening of the B chain-C terminal (BC-

CT), the activation mechanism of the insulin-like growth factors (IGFs) still remains

unknown. Here, we present the first comprehensive study of the insulin-family proteins com-

paring their activation process and mechanism using molecular dynamics simulations to

reveal new insights into their specificity to the insulin receptor. We have found that all the

proteins appear to exhibit similar stochastic dynamics in their conformational change to an

active state. For the IGFs, our simulations show that activation involves two opening loca-

tions: the opening of the BC-CT section away from the core, similar to insulin; and the addi-

tional opening of the BC-CT section away from the C domain. Furthermore, we have found

that these two openings occur simultaneously in IGF-I, but not in IGF-II, where they can

occur independently. This suggests that the BC-CT section and the C domain behave as a

unified domain in IGF-I, but as two independent domains in IGF-II during the activation pro-

cess, implying that the IGFs undergo different activation mechanisms for receptor binding.

The probabilities of the active and inactive states of the proteins suggest that IGF-II is hyper-

active compared to IGF-I. The hinge residue and the hydrophobic interactions in the core

are found to play a critical role in the stability and activity of IGFs. Overall, our simulations

have elucidated the crucial differences and similarities in the activation mechanisms of the

insulin-family proteins, providing new insights into the molecular mechanisms responsible

for the observed differences between IGF-I and IGF-II in receptor binding.

Introduction
Insulin and insulin-like growth factors (IGFs) are proteins that share high sequence and struc-
tural homology, but have different cellular origins and different mechanisms of processing,
secretion and circulation in the blood. In mammals, insulin is synthesized in the pancreas
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within the β-cells of the Islets of Langerhans, whereas IGFs are produced primarily by the liver,
although other tissues are also involved [1]. While insulin regulates glucose levels in the blood,
insulin-like growth factor I (IGF-I) helps to promote normal bone and tissue growth and devel-
opment, and insulin-like growth factor II (IGF-II) plays a key role in proliferation and differen-
tiation of fetal cells in many different tissues. Despite the fact that insulin is a two chain protein
and IGFs are single chain proteins, there is remarkable overlap between the structures of the A
and B chains of insulin and parts of the IGFs (hence the name insulin-like).

Insulin family proteins bind to their own receptors with high affinity, but IGF-II, in contrast
to IGF-I, has also been reported to bind with high affinity to the A isoform of the insulin recep-
tor (IR-A), which lacks the alternatively spliced exon 11 [2–5]. Cancer cell proliferation, sur-
vival and migration are promoted upon IGF-II binding to the IR-A, which activates unique
signaling pathways different from those activated by insulin binding [6–13]. Previous studies
have shown that several cancer cells, such as breast cancer, colorectal cancer and sporadic adre-
nocortical tumors, express both IGF-II and IR-A [7–9, 14–16]. This suggests that, while devel-
opmental growth is mediated through the insulin-like growth factor 1 receptor (IGF-1R),
IGF-II/IR-A signaling can provide an additional or alternate pathway to stimulate cell growth,
allowing cancer cells to become resistant to treatments targeting the IGF-1R [6,7,10]. Elucidat-
ing the way in which the IGFs interact with and bind to the IR-A is thus of significant interest
in cancer biology for identifying a potential therapeutic target for pharmacological
applications.

Previous experimental studies have revealed the critical role of the C domain and, to a lesser
extent, the D domain of the IGFs for insulin receptor (IR) and IGF-1R binding specificity and
activation [1,4,17–19]. Dentley et al have shown that IGF-I and IGF-II chimeras with swapped
C and/or D domains perform with similar binding affinities to those of the donor molecules,
and an IGF-I chimera comprising IGF-II C domain induced autophosphorylation of the IR-A
and IR-B (B isoform of the insulin receptor) and activated signaling pathways in a similar way
to IGF-II [3]. These results also highlight the opposing roles of the C and D domain sizes in
regulating the binding specificity to the IR and IGF-1R, i.e. a smaller C domain leads to a
higher binding affinity to IR, while a larger C domain leads to a higher binding affinity to IGF-
1R [3]. Although the smaller size of the IGF-II C domain displays higher binding affinity to the
IR-A, a larger C domain such as in IGF-I can also be accommodated in the IR-A binding
pocket, as shown in a study where an IGF-I analogue comprising four insulin substitutions in
the A and B chains exhibited higher affinity to the IR-A [20]. The important role of the C
domain has been further supported in a study by Menting et al, who suggested that the differ-
ence in the binding affinities of IGFs for IR is at least in part due to the different sizes of the C
domain, which in IGF-II can be accommodated relatively easily in the volume between the leu-
cine-rich repeat domain (L1-β2) surface and the cysteine-rich (CR) domain of the IR [18].
Menting et al’s results indicate that IGFs bind to their receptor in a similar manner to insulin,
with respect to binding site 1 [18]. Mutagenesis studies have revealed that when IGF-I binds to
IGF-1R, it interacts with the L1 domain, the alpha-CT (αCT) peptide and the CR domain. In
contrast, IGF-II interacts only with the L1 domain and the αCT peptide when it binds to IGF-
1R, suggesting that IGF-I and IGF-II utilize different mechanisms to bind to the same receptor
[21]. Earlier work of Bayne et al indicated that the purpose of the single chain structure of IGFs
is to maintain selectivity rather than maximizing IGF receptor affinity [22]. Clearly, the C
domain of IGFs plays a critical role in receptor specificity and binding affinity. To date how-
ever, the activation mechanisms of IGFs, and in particular of IGF-II, upon binding to the IR-A,
still remain unknown.

The activation mechanism of insulin, in contrast, has been extensively studied [23–28]. In
our recent study on insulin [23], we used molecular dynamics (MD) simulations to elucidate
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the conformational changes that occur upon insulin activation. In the present study, we per-
formed MD simulations of wild-type (WT) IGF-I and IGF-II, to gain new insights into the crit-
ical differences and similarities between their structures that determine their activation
mechanism and their specificity to the IR-A. These new results were compared to our previous
results on insulin [23]. The activation dynamics and energetics of the IGFs were studied by
analyzing data from long MD simulations. The stability and activity of the insulin-family pro-
teins were examined and compared by investigating the hinge and the hydrophobic interac-
tions in the core, as well as the probabilities of the different conformations of the activated
states. Finally, water molecules in the immediate vicinity of the core and the network of the
hydrogen bonds were studied to elucidate the mechanism that triggers the transition from the
inactive to the active conformations.

Methods

Structure of the insulin-family proteins
Insulin consists of two chains, namely, a 21 amino acid chain A made of two α-helices, and a
30 amino acid chain B comprising a central α-helix (Fig 1). IGFs have substantial homology
and structural similarity to insulin but are made of a single chain (S1 Table and Fig 1). To
emphasize this homology, IGFs are represented in four domains as B, C, A and D (from N to C
terminal), where the domains B and A correspond to the chains B and A in insulin (see the
sequence alignment in Fig 1A). The C domain is a loop that interconnects the B and A

Fig 1. Sequence and structural comparison of insulin-family proteins, insulin, IGF-I and IGF-II. (A)
Sequence comparison: Residual similarity between all three proteins is indicated with light blue, between IGFs in
green, between insulin and IGF-I in orange, and between insulin and IGF-II in yellow. Amino-acids that belong to
the same amino acid group were taken as similar. (B-D) Structures of (B) insulin, (C) IGF-I, and (D) IGF-II,
comparing the residues involved in the hydrophobic core. In insulin, the B chain is shown in black, the BC-CT in
light blue and the A chain in orange. In IGFs, the C loop (the C domain including the part of the B domain after the
hinge residue) is shown in grey, the B domain N-terminal in red, rest of the B domain in black, the A domain in
orange and the D domain in cyan. The spatial positions of the residues in the hydrophobic core are very similar in
all three proteins.

doi:10.1371/journal.pone.0161459.g001
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domains, and the D domain is an extension of the A domain. The C domains exhibit the least
homology between the IGFs, and these structural differences will be shown to have a major
impact on their activation mechanisms. Because the partition of the IGFs into four domains is
based on the insulin structure, it does not provide a very useful platform for discussing the acti-
vation mechanism in IGFs. To facilitate the description of activation, we define a C loop, which
starts from the conserved hinge residue in the B domain (F23 in IGF-I and F26 in IGF-II) and
continues until the end of the C domain (Fig 1).

Previous studies on insulin activation elucidated the critical behavior of the BC-CT section,
which opens away from the B chain α-helix to expose its hydrophobic core during the activa-
tion process [23–25]. The hydrophobic core and its interactions thus play a critical role in the
activation of insulin [23–25]. The hydrophobic core of insulin consists of the residues L11,
V12, L15, F24 and Y26 from the B chain and IA2 and VA3 from the A chain. IGFs also com-
prise a hydrophobic core in their structures. The residues that are involved in the hydrophobic
interactions of IGFs are located at the same spatial positions as in insulin, with the only differ-
ence being their sequence position as shown in Fig 1. In IGF-I, the hydrophobic core residues
are L10, V11, L14, F23, F25, I43, and V44, while in IGF-II they are L13, V14, L17, F26, F28,
I42, and V43. It is seen from Fig 1 that tyrosine in the Y26 residue of the hydrophobic core of
insulin, which has been shown to play a critical role in the activation process and activity of
insulin [23, 29–32], is replaced with phenylalanine in the F25 and F28 residues of IGF-I and
IGF-II, respectively. The residue F24 in insulin has also been extensively studied and appears
to play a hinge role in the activation of the BC-CT [23, 25, 33]. The corresponding residues in
IGF-I and IGF-II (F23 and F26) remain the same.

Modeling of IGFs
The MD simulations were performed using the crystal structure of the human IGF-I at 2 Å res-
olution (PDB ID: 1GZR [1]). No crystal structure is available for IGF-II. Therefore, its structure
was derived from the NMR complex structure of IGF-II bound to the IGF 2 receptor (IGF2R)
domain 11 (PDB ID: 2L29 [34]). There are 20 NMR conformations for the IGF-II/IGF2R com-
plexes, and a representative structure was chosen for the simulations.

The VMD software [35] was used to build and prepare all the simulation systems. The fol-
lowing protocol was employed for the minimization and equilibration of IGF-I and IGF-II sys-
tems. IGF-I and IGF-II were solvated with approximately 5000 and 4200 water molecules,
respectively, in a water box with periodic boundary conditions. The systems were neutralized
and ionized to 0.1 M by randomly placing sodium and chloride ions in water. The (x, y, z)
dimensions of the simulation box was (55, 58, 55) Å for IGF-I and (58, 62, 41) Å for IGF-II.
The simulation systems were then energy minimized followed by equilibration.

The systems were equilibrated in two stages. During the first stage, the protein atoms were
restrained and the system was equilibrated using 1 atm pressure coupling until the correct
water densities were obtained. The second stage was slightly different for IGF-I and IGF-II,
because the structure of IGF-II was derived from an NMR complex structure and the protein
stability had to be maintained during the equilibration. In IGF-I, the restraints, applied on the
side chain and backbone atoms, were relaxed by gradually reducing them from k = 30 to 0.1
kcal/mol/Å2. In IGF-II, a similar relaxation process was employed, but starting from k = 10
kcal/mol/Å2 and gradually reducing to k = 0.1 kcal/mol/Å2 using a smaller step-size and also
examining the stability of the protein in each step of the process. In the last step of the equili-
bration, there were no restraints on the protein atoms, and the system was ready for production
in MD simulations. The RMSD (Root Mean Square Deviation) was used to monitor the relaxa-
tion and equilibration of the protein.
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MD Simulations of IGFs
MD simulations were carried out with the NAMD package [36] using the CHARMM36 force
field [37,38]. The NpT ensemble was employed with periodic boundary conditions in combina-
tion with the Particle Mesh Ewald (PME) method for calculating the long range electrostatic
interactions in the periodic system. Langevin coupling with a damping coefficient of 5 ps-1 was
employed to maintain a constant temperature at 300 K and pressure at 1 atm. The Lennard-
Jones interactions were cut off at 12 Å and a switching function was used to smoothly diminish
the interactions towards the cut-off distance. The cut-off distance of the non-bonded interac-
tions, i.e. electrostatic and van der Waals interactions between atoms, was set at 13.5 Å using
an update frequency of 1 ps. A time step of 2 fs used in all simulations and the trajectory data
were recorded at every 15 ps.

The MD simulations were performed for almost 1μs in both IGF-I (870 ns) and IGF-II (900
ns). In both cases, the simulations were split into six shorter ones to improve sampling (6 short
simulations of 145 and 150 ns in IGF-I and IGF-II, respectively) by using different relaxation
times for the starting configuration in each case, i.e. 250, 300, . . ., 500 ps. The molecular graph-
ics and analyses were performed using VMD [35] and UCSF Chimera packages [39]. The sta-
tistical analyses, discussed in the Results/Discussion section, are based on the long MD
simulations of IGF-I, IGF-II and our previous study of WT insulin [23].

To check the results obtained from the MD simulations of IGF-II using the 2L29 structure,
we additionally performed MD simulations of IGF-II using the solution structure of IGF-II
(PDB ID: 1IGL [40]) and the crystal structure of IGF-II from the complex structure of human
IGF2R domains 11–13 bound to IGF-II (we modelled the missing part of the C domain) (PDB
ID: 2V5P [41]). The results from all three simulations of IGF-II were found to be consistent.
Therefore, only the data obtained from the long MD simulation of IGF-II using the 2L29 struc-
ture are presented here.

Potential of Mean Force (PMF) calculation
The PMF is used to examine the variation of the free energy of a system with respect to a spe-
cific reaction coordinate in MD simulations. The energetics of the activation process of IGFs
were characterized by choosing the distance between the Cα atoms of the critical residue of the
C loop from its closest partner in the B domain α-helix, namely F25(Cα)-V11(Cα) in IGF-I and
F28(Cα)-V14(Cα) in IGF-II, and the distance between the Cα atoms of the next residue and its
closest partner at the intersection of the A and C domains, namely N26(Cα)-G42(Cα) in IGF-I
and S29(Cα)-R40(Cα) in IGF-II. These distances were chosen because they provide the best
description for the opening process of the C loop. Because adequate sampling of IGFs was
obtained from the MD simulations, the PMF was calculated directly from the probability den-
sity function (PDF) data employing the Boltzmann equation,

W ¼ �kT ln r=r0

� �
ð1Þ

where T is the system temperature (T = 300 K), ρ is the density obtained from the distance dis-
tributions, and ρ0 is a reference density, which we choose as the maximum density for conve-
nience. In the PDF calculation, we set the number of bins to the square root of the number of
data, i.e. 170 bins. Using the PMF information, we were able to estimate the change in the sys-
tem’s free energy when the protein activates in all three insulin-family proteins.

We also performed a convergence analysis of the PMF calculations over the simulation time
as shown in Fig 2. For both IGFs, the PMF curves begin to acquire their final form after�500
ns and converge after 700 ns of simulation time. This confirms that the total MD simulation
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times (870 ns and 900 ns for IGF-I and IGF-II, respectively) are sufficiently long for reliable
PMF analysis as described above.

Results and Discussion

Comparison of the activation dynamics and energetics of the insulin-
family proteins
Insulin activation is associated with the opening of the BC-CT away from its hydrophobic core
[23–25]. In IGFs, this role is taken over by the C loop (Fig 1), whose opening triggers activation
of IGFs. Inspection of the trajectories of the long MD simulations (cf. S1 and S2 Figs) revealed
the existence of two distinct opening locations of the C loop in IGFs, as shown in Fig 3C. Inter-
estingly, the first opening is very similar to insulin, i.e. the upper flank of the C loop (residues
F23-F25 and F26-F28 in IGF-I and IGF-II, respectively), moves away from the B domain α-
helix (hydrophobic core). In the second opening, the remaining part of the upper flank of the C
loop (residues N26-G30 and S29-S33 in IGF-I and IGF-II, respectively) moves away from the
lower flank of the C loop contiguously from the first C loop opening. Henceforth, we will refer
to the first opening as the core opening, and the second one as the C domain opening.

To elucidate the behavior of the core and C domain openings in the IGFs, we calculated the
distances between the Cα atoms of the critical residues (F25/F28 in IGF-I/IGF-II) and their
closest partners in the B domain α-helix (V11/V14), and the distances between the next Cα

atoms (N26/S29) and their closest partners at the intersection of the A and C domains (G42/
R40) (see Fig 3A and 3B). The time series of the distances representing the core opening in
insulin, IGF-I and IGF-II are shown in S1 Fig, and the distances representing the C domain
opening in IGFs are shown in S2 Fig. Interestingly, all three proteins exhibit the same stochastic
behavior during the MD simulations, with no pattern in the timing or frequency of occurrence
of the core and C domain openings. This indicates that the C loop makes random excursions
away from the hydrophobic core, similar to that found for the core opening in insulin [23].

The temporal profiles of the core and C domain openings in the IGFs are shown in Fig 4. In
IGF-I, the two openings are highly correlated, occurring at the same time and with the same
frequency. This coordinated, collective dynamics suggests that the C loop behaves as a single
unified domain during the activation of IGF-I. This further suggests that the transition from

Fig 2. Convergence analysis of the PMF calculation over the simulation time in (A) IGF-I and (B) IGF-II.

doi:10.1371/journal.pone.0161459.g002
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the closed to the open state may be energetically difficult for IGF-I as the whole C loop has to
open simultaneously during the activation process. In contrast, the core and C domain
openings in IGF-II appear to be occurring independently of each other, as inferred from the
uncorrelated times and frequencies. The independent movement of the aromatic triplet
(F26-Y27-F28) from the rest of the C loop confers the C loop additional flexibility. As a result,

Fig 3. Illustration of the distances of the Cα atoms used in describing the core opening (blue spheres and lines) and the C domain
opening (red spheres and lines) in (A) IGF-I and (B) IGF-II and (C) the directions of the two openings of the C loop in IGF-I (a similar
behavior occurs in IGF-II). (A, B) The distance of the Cα atoms between the critical residue F25/F28 (where numbering refers to the IGF-I/IGF-II
residue) and its closest partner V11/V14 in the B domain α-helix was chosen as the criterion for the core opening, whilst the distance of the Cα

atoms between N26/S29 (the residue after the critical one) and its closest partner G42/R40 was chosen as the criterion for the C domain opening.
(C) The closed state of IGF-I is shown in transparent outline while the open state is shown in colors as in (A).

doi:10.1371/journal.pone.0161459.g003
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the C loop can behave as a relatively hyperactive domain. The difference in the activation mecha-
nisms of IGF-I and IGF-II is expected to affect their binding mechanisms, which is supported by
experimental studies [21]. The different activation dynamics of the IGFs is also likely to contrib-
ute to their different specificity and sensitivity to IR-A. The independent occurrence of the two
openings makes it energetically easier for IGF-II to expose first the hydrophobic core and the pri-
mary part of the C loop upper flank to the hydrophobic pocket of the L1 domain of the IR-A,
and then to accommodate the remaining part of the C loop upper flank to the upper part of the
L1 domain, avoiding any steric clashes with the αCT peptide of the IR-A, and vice versa. Overall
this is expected to result in high binding affinity for IGF-II, but not for IGF-I.

To investigate the frequency of the core and C domain openings further, the distances,
derived from the long MD simulations, were converted into probability densities. The proba-
bility density functions (PDFs) for the core and C domain openings are shown in Figs 5 and 6,
respectively. The frequency histograms in Figs 5 and 6 represent the probability of a distance

Fig 4. Temporal correlation between the core and C domain openings in (A) IGF-I and (B) IGF-II. The core and C domain openings are shown
in black and blue, respectively.

doi:10.1371/journal.pone.0161459.g004

Fig 5. Distribution of the distance representing the core opening in (A) insulin, (B) IGF-I and (C) IGF-II. The differently colored histograms
represent the three different conformations of the proteins, with black, cyan and blue denoting the closed, open and wide-open conformations,
respectively.

doi:10.1371/journal.pone.0161459.g005

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 8 / 19



occurring over the course of the MD simulations. The different colors of the histograms define
three distinct conformations observed during the MD simulations, similar to that found for
insulin in our previous study [23]. The closed conformation corresponds to the inactive state
of the proteins, the open conformation corresponds to the transition from the inactive to the
active state when water molecules enter the hydrophobic core and break the interactions, and
the wide-open conformation is defined as the open conformation that fits the receptor binding
interface. The transition threshold from the closed to the open conformation in the core open-
ing was determined by the number of water molecules in the hydrophobic core, i.e. none
implies a closed conformation, and one or more water molecules, an open conformation. On
this basis, a distance less than 8.7, 10.3 and 9.3 Å indicates a closed conformation in insulin,
IGF-I and IGF-II, respectively. The transition thresholds from the open to the wide-open con-
formation in the core opening were found to be approximately 11, 12 and 13 Å for insulin,
IGF-I and IGF-II, respectively. These thresholds were measured by superimposing the MD
simulation trajectories of the proteins in the complex structure of insulin bound to the IR to fit
the receptor binding interface. The thresholds of the different conformations in the C domain
opening were determined in a similar manner to the core opening.

Fig 5 shows substantial differences in the PDFs of the core opening in the insulin-family
proteins. Using the PDF of insulin as a reference, IGF-I has a narrower distribution around the
closed conformation with a higher probability, whereas IGF-II has a broader spread in its dis-
tribution of probability of each conformation. It is also evident from Fig 5 that the wide-open
conformation is a rare event in both insulin and IGF-I, but is more likely to occur in IGF-II.
Regarding the C domain opening (Fig 6), the IGFs also exhibit significant differences in their
PDFs. IGF-I is seen to have a sharp, intense distribution centered in the closed conformation,
while IGF-II displays a more extended distribution.

Fig 6. Distribution of the distance representing the C domain opening in (A) IGF-I and (B) IGF-II. Similar to Fig 4, the different histogram
colors correspond to the different conformations of the IGFs.

doi:10.1371/journal.pone.0161459.g006
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Using the PDF data, the total probabilities of the different conformations were calculated
for the core and C domain openings in the insulin-like proteins and are presented in Table 1.
The core opening probabilities indicate that while the closed conformation dominates in all the
proteins, there is significant variation in their probabilities. IGF-I has the highest probability of
being in the closed conformation (0.74), followed by insulin (0.64) and then IGF-II (0.55).
Thus, the closed conformation of IGF-I is by far the most prevalent with its open and wide-
open conformations occurring only 26% of the time. In contrast, the open and wide-open con-
formations occur 45% of the time for IGF-II, suggesting a much more active behavior com-
pared to insulin and IGF-I. In particular, the probability of the occurrence of the wide-open
conformation is approximately 3 times higher for IGF-II than that for insulin and IGF-I, where
it is a relatively rare event. Thus, it is much more probable for IGF-II to attain the conforma-
tion that fits the receptor binding interface. The C domain opening probabilities in Table 1 also
show substantial differences between the two IGFs. In the case of IGF-I, the C domain opening
probabilities are similar to those for the core opening because the two motions are highly corre-
lated (Fig 4). In IGF-II, the open conformation is dominated by the C domain opening with
probability 0.48. The combination of the C domain open and wide-open conformations in
IGF-II gives a total probability of 0.64, which is more than twice that of IGF-I (0.27). As
observed earlier, the core and C domain openings are uncorrelated in IGF-II, and this results
in substantial differences between the probabilities of the two openings.

The probabilities for the different conformations of IGFs and insulin reveal the hyperactive
nature of IGF-II compared to IGF-I and insulin. This hyperactive behavior of IGF-II, together
with the much more prevalent closed conformation of IGF-I compared to insulin, may explain
the ability of IGF-II, and not IGF-I, to bind to the IR-A with high affinity and selectivity.

The energetics of the core and C domain openings in insulin and IGFs are shown in Fig 7.
The PMFs were calculated based on the distance distributions. Because the PMFs are effective
interactions, the equilibrium distances are relative. For ease of comparison, the curves in each
plot are aligned at the same equilibrium distance and their minima are set to zero. Fig 7A com-
pares the PMFs for the core opening in insulin and IGFs. IGF-II appears to be the most flexible–
about 1 kcal/mol is needed to overcome the energetic barrier for the transition from the closed to
the open conformation. Insulin and IGF-I show similar behavior, with the only difference being
the initiation of the conformational change, which is seen to be energetically slightly more diffi-
cult in IGF-I. Fig 7B shows the energetics of the C domain opening in the IGFs. In IGF-I, the
closed and open conformations are separated by a relatively large energy barrier, followed by a
distinct energy well for the open conformation. In the core opening case (Fig 7A), there is only a
hint of such a well. Thus, while the core and C domain openings are correlated, they exhibit qual-
itatively different behaviors with the latter showing a much sharper transition. There are three
energetic barriers in the C domain opening of IGF-II (Fig 7B). From left to right, the first one cor-
responds to the transition of the C domain from the closed to the open conformation, while the
core is in its closed conformation. The second barrier indicates the transition of the core to the
open conformation while the C domain is in its open conformation. The third barrier corre-
sponds to the transition of both the core and C domain openings to the wide-open conformation.

Table 1. Probabilities of the different conformations of the insulin-family proteins for the core and C domain openings.

Conformation Core opening C domain opening

Insulin IGF-I IGF-II Insulin IGF-I IGF-II

Closed/Inactive 0.64 0.74 0.55 - 0.73 0.36

Open/Active 0.31 0.20 0.30 - 0.22 0.48

Wide-open/Active 0.05 0.06 0.15 - 0.05 0.16

doi:10.1371/journal.pone.0161459.t001
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Contrasting the energetics of opening, we observe that IGF-II needs only half the energy (� 1.4
kcal/mol) for the transition from the closed to the open conformation compared to IGF-I (� 2.8
kcal/mol). Furthermore, in IGF-II, the energy needed to overcome the other two energetic

Fig 8. Hinge stability over the course of the MD simulations in insulin and IGFs. The hinge interaction involves the
residues F24-L15, F23-L14 and F26-L17 in insulin, IGF-I and IGF-II, respectively. The hinge distance was calculated
using the distance between the center of mass of the benzene ring of the hinge residue and the Cδ1 atom of the leucine
residue, which is the closest hydrophobic residue in the B domain α-helix.

doi:10.1371/journal.pone.0161459.g008

Fig 7. PMFs calculated for (A) the core opening and (B) the C domain opening. (A) Insulin, IGF-I and IGF-II are shown in black, blue and red,
respectively. (B) IGF-I and IGF-II are shown in blue and red, similar to (A).

doi:10.1371/journal.pone.0161459.g007
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barriers is much smaller than the first one, indicating that the transition from the open to the
wide-open conformation does not require much extra energy. In other words, the wide-open
conformation of the C loop in IGF-II is as energetically favorable as the open conformation, thus
justifying our description of the C loop as “hyperactive”.

The critical role of the hinge and the hydrophobic interactions in the
stability and activity of the insulin-family proteins
The role of the F24 residue has been extensively studied in insulin, revealing its hinge-like role
during the activation of insulin and its critical importance for high binding affinity to the IR
[23–25, 29, 42] (cf. S3 Fig). To investigate the role of the hinge residue in IGFs and compare
with insulin, the distances between the center of mass of the benzene rings of the F24/F23/F26
residues and the Cδ1 atom of the L15/L14/L17 residues of the B domain α-helix were calculated
over the course of the long MD simulations. These pairs represent the strongest interaction
between the hinge residue and the residues of the hydrophobic core. Fig 8 shows this distance
in each protein. While in insulin and IGF-I the hinge exhibits relatively stable behavior with
small fluctuations over the course of the MD simulations, the hinge fluctuations are much
more significant in IGF-II, suggesting that the hinge residue interacts weakly with the hydro-
phobic core and is not very stable. This lack of hinge stability in IGF-II is likely to affect the
motion of the C loop, making it more flexible compared to IGF-I and insulin.

Table 2 lists the strongest interactions in the hydrophobic core in each protein. The hinge
interaction, namely, F24-L15 in insulin, F23-L14 in IGF-I and F26-L17 in IGF-II, is stronger
and more stable in insulin and IGF-I, compared to IGF-II, where the fluctuation is two and
three times larger than that of IGF-I and insulin. This demonstrates the crucial role of the
hinge in the stability of the insulin-family proteins. A weak hinge in IGF-II is likely to influence
the hydrophobic core by weakening the interactions, leading to a less stable core and a more
active C loop. In our previous study [23], the Y26F mutant insulin was found not to affect the
activity of insulin, which corroborates experimental studies, where this mutation was found to
lead to a compatible binding affinity with near WT affinity to the IR [43–45]. Therefore, having
a different amino acid in the critical residue (Y26 in insulin, and F25 and F28 in IGF-I and
IGF-II, respectively) does not seem to contribute significantly to the different behavior between
insulin and IGFs. The only other variation in the hydrophobic core arises from the strength of
the interactions between the critical residue and the other hydrophobic residues of the core.
The distances in Table 2 indicate that the interactions in IGF-I and insulin are generally

Table 2. Pair distances indicating the strongest interactions in the hydrophobic core of the insulin-family proteins.

Insulin IGF-I IGF-II

Residues Average Distance [Å] Std [Å] Residues Average Distance [Å] Std [Å] Residues Average Distance [Å] Std [Å]

F24-L15a 4.6 0.4 F23-L14a 4.7 0.6 F26-L17a 5.0 1.2

Y26-IA2
b 8.1 3.4 F25-I43b 5.4 1.2 F28-I42b 9.0 2.2

Y26-VA3
b 7.1 2.5 F25-V44b 6.5 1.8 F28-V43b 7.4 2.7

Y26-L11c 7.0 2.8 F25-L10c 7.6 2.1 F28-L13c 9.7 3.5

Y26-V12c 5.6 2.4 F25-V11c 6.2 1.9 F28-V14c 7.1 3.3

Y26-L15c 6.5 2.1 F25-L14c 6.0 1.3 F28-L17c 7.6 2.6

a The hinge interaction in the insulin-family proteins.
b The interactions between the critical residue and the residues of the first α-helix of the A domain.
c The interactions between the critical residue and the B domain α-helix.

The average distance and the standard deviation (Std) were calculated from the long MD simulations.

doi:10.1371/journal.pone.0161459.t002
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stronger than in IGF-II, with the smallest fluctuations occurring in IGF-I and the largest ones
in IGF-II. The most noticeable difference among the three proteins occurs for the interactions
between the critical residues (Y26/F25/F28) and the isoleucine residues in the first α-helix of
the A domain (IA2/I43/I42), which is much stronger in IGF-I compared to insulin and IGF-II.
Hence, the relatively weak hydrophobic interactions in the core in combination with the unsta-
ble behavior of the hinge in IGF-II is further indicative of a hyperactive protein, whereas the
strong interactions in the core and the stable and strong hinge interaction in IGF-I is indicative
of it being the most inactive protein among the insulin-family.

From these results we can conclude that the strength of the hydrophobic core, especially the
interactions with the first α-helix of the A domain, and the stability of the hinge have a substan-
tial influence on the stability and activity of the insulin-family proteins.

Unraveling the activation mechanism
IGFs have a network of hydrogen bonds between the upper flank of the C loop and its lower
flank and/or the A domain. Many of these bonds are formed and broken over the course of the
MD simulations. Fig 9 illustrates the strongest hydrogen bonds in IGFs. In both IGFs, a hydro-
gen bond exists between the critical residue and the first residues of the A domain, namely F25
(O)-I43(N) in IGF-I and F28(O)-G41(N) in IGF-II. The other strong hydrogen bonds include
K27(N)-T41(O) in IGF-I and a double hydrogen bond between the backbone atoms of the resi-
dues R30 and S39 in IGF-II, i.e. R30(O)-S39(N) and R30(N)-S39(O). Fig 10 shows the correla-
tions between the breaking of these strong hydrogen bonds and the C domain opening in IGFs.
In IGF-I, only the F25(O)-I43(N) hydrogen bond was found to be strong and stable over the
course of the MD simulations, breaking only when the C domain opening occurs, as indicated
by their correlated distance profiles in Fig 10A. In IGF-II, both the F28(O)-G41(N) and R30
(N)-S39(O) hydrogen bonds exhibit stable behavior when the C loop is in its closed state, but
break with the occurrence of the C domain opening (Fig 10B), suggesting again a correlation
between the breaking of the hydrogen bonds and the C domain opening.

In our previous study [23], we found that entry of water molecules into the hydrophobic
core of insulin is responsible for triggering the BC-CT activation mechanism. Figs 11 and 12
shows that the activation mechanism of the IGFs is triggered in exactly the same way. In partic-
ular, when the C loop is in its closed/inactive state, water molecules are located outside the

Fig 9. Strongest hydrogen bonds between the upper flank of the C loop and its lower flank and/or A domain in (A) IGF-I and (B) IGF-II. The
hydrogen bonds are from left to right, (A) K27(N)-T41(O) and F25(O)-I43(N), and (B) R30(O)-S39(N), R30(N)-S39(O) and F28(O)-G41(N).

doi:10.1371/journal.pone.0161459.g009
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lower extremity of the hydrophobic core. The conformational change from the closed/inactive
to the open/active state of the C loop occurs when water molecules randomly enter the core,
weakening and breaking the interactions therein. Hence, the activation mechanism of IGFs is
correlated with two events: i) the insertion of water molecules in the hydrophobic core, which
breaks up the core interactions and initiates the core opening, and ii) the breaking of the strong
hydrogen bonds in each IGF, triggering the C domain opening. Notably, the F25(O)-I43(N)
and F28(O)-G41(N) hydrogen bonds in IGF-I and IGF-II, respectively, are seen to act as a lock
for maintaining the proteins in their closed/inactive state by stabilizing the position of the criti-
cal residue in the hydrophobic core.

In conclusion, our results, obtained from long MD simulations, have demonstrated, for the
first time, the similarities and differences in the activation mechanisms among the insulin-fam-
ily proteins. We find that IGFs have an additional activation pathway via opening of the C
loop, which has provided new insights into the affinities and specificities of these proteins to
the IR-A. Although the IGFs show similar behavior to insulin in terms of the final conforma-
tion (wide-open) needed for receptor binding, we have found that the independent dynamics
and energetics of the hydrophobic core and C domain in IGF-II are responsible for its observed

Fig 10. Comparison of the C domain opening with the breaking of the strongest hydrogen bonds in (A) IGF-I
and (B) IGF-II.

doi:10.1371/journal.pone.0161459.g010
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substantially higher level of activity compared to IGF-I, where the core and C domain are cou-
pled. Our results may thus contribute to the prediction and design of potential therapeutic anti-
bodies to regulate the activity of IGFs, which are key cancer targets. For example, as the activity
of the IGFs is closely correlated with the activity of the C loop and the hydrophobic interac-
tions, a stronger hydrophobic core may lead to a less active IGF-II.

Fig 11. Illustration of the infiltration of water molecules into the hydrophobic core, breaking the hydrophobic interactions and
triggering the activation of IGF-I. (A) Water molecules are located outside the lower extremity of the hydrophobic core when the protein is at
the closed/inactive state; and (B) water molecules enter the hydrophobic core and break the interactions inside the core, thereby triggering the
core opening.

doi:10.1371/journal.pone.0161459.g011

Fig 12. The entry of water molecules within the hydrophobic core as a trigger of the core opening in IGFs. The number of water molecules in the
core (red) is correlated with the core opening (blue), for two randomly chosen intervals of the MD simulations of (A, B) IGF-I and (C, D) IGF-II.

doi:10.1371/journal.pone.0161459.g012

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 15 / 19



Supporting Information
S1 Fig. Time series of the distances between the Cα atoms of Y26-V12, F25-V11 and
F28-V14, which correspond to the criterion of the core opening in (A) insulin, (B) IGF-I
and (C) IGF-II.
(TIF)

S2 Fig. Time series of the distances between the Cα atoms of N26-G42 and S29-R40, which
correspond to the criterion of the C domain opening in (A) IGF-I and (B) IGF-II.
(TIF)

S3 Fig. Representation of insulin in complex with the IR-A (L1 and αCT domains), as
well as the hinge residue (F24) and its interactions with the B-chain α-helix (L15) and the
L1 (L37 and F39) and αCT (F714) domains of the IR-A. Insulin B-chain is shown in black,
Insulin BC-CT in blue, Insulin A-chain in orange, L1 domain in cyan, and αCT domain in
pink.
(TIF)

S1 Table. Sequence homology (in %) of the different domains of the insulin-family pro-
teins. The percentages were calculated according to the smallest number of residues in each
domain.
(XLSX)

Acknowledgments
Michael C. Lawrence is thanked for his invaluable advice and discussions. AP acknowledges a
University of Sydney International Scholarship (USydIS). All the MD simulations were per-
formed using the Avoca cluster at the Victorian Life Sciences Computation Initiative (VLSCI,
Melbourne, Australia) and the Raijin cluster at the National Computational Infrastructure
(NCI, Canberra, Australia).

Author Contributions

Conceptualization: AP SK ZK.

Formal analysis: AP.

Investigation: AP.

Methodology: AP.

Software: AP.

Supervision: SK ZK.

Visualization: AP.

Writing - original draft: AP SK ZK.

Writing - review & editing: AP SK ZK.

References
1. Brzozowski AM, Dodson EJ, Dodson GG, Murshudov GN, Verma C, Turkenburg JP, et al. Structural

origins of the functional divergence of human insulin-like growth factor-I and insulin. Biochemistry.
2002; 41: 9389–9397. PMID: 12135360

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 16 / 19

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0161459.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0161459.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0161459.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0161459.s004
http://www.ncbi.nlm.nih.gov/pubmed/12135360


2. Frasca F, Pandini G, Scalia P, Sciacca L, Mineo R, Costantino A, et al. Insulin receptor isoform A, a
newly recognized, high-affinity insulin-like growth factor II receptor in fetal and cancer cells. Mol. Cell.
Biol. 1999; 19: 2378–2388.

3. Denley A, Bonython ER, Booker GW, Cosgrove LJ, Forbes BE, Ward CW, et al. Structural determi-
nants for high-affinity binding of insulin-like growth factor II to insulin receptor (IR)-A, the exon 11 minus
isoform of the IR. Mol. Endocrinol. 2004; 18: 2502–2512. PMID: 15205474

4. Gauguin L, Klaproth B, Sajid W, Andersen AS, Mcneil KA, Forbes BE, et al. Structural basis for the
lower affinity of the insulin-like growth factors for the insulin receptor. J.Biol. Chem. 2008; 283: 2604–
2613. PMID: 18048361

5. Belfiore A, Frasca F, Pandini G, Sciacca L, Vigneri R. Insulin receptor isoforms and insulin receptor/
insulin-like growth factor receptor hybrids in physiology and disease. Endocr. Rev. 2009; 30: 586–623.
doi: 10.1210/er.2008-0047 PMID: 19752219

6. Belfiore A, Malaguarnera R. Insulin receptor and cancer. Endocr. Relat. Cancer. 2011; 18: 125–147.

7. Louvi A, Accili D, Efstratiadis A. Growth-promoting interaction of IGF-II with the insulin receptor during
mouse embryotic development. Dev. Biol. 1997; 189: 33–48. PMID: 9281335

8. Vella V, Pandini G, Sciacca L, Mineo R, Vigneri R, Pezzino V, et al. A novel autocrine loop involving
IGF-II and the insulin receptor isoform-A stimulates growth of thyroid cancer. J. Clin. Endocrinol. Metab.
2002; 87: 245–254. PMID: 11788654

9. Frasca F, Pandini G, Sciacca L, Pezzino V, Squatrito S, Belfiore A, et al. The role of insulin receptors
and IGF-I receptors in cancer and other diseases. Arch. Physiol. Biochem. 2008; 114: 23–37. doi: 10.
1080/13813450801969715 PMID: 18465356

10. Jiang L, ZhuW, Streicher K, Morehouse C, Brohawn P, Ge X, et al. Increased IR-A/IR-B ration in non-
small cell lung cancers associates with lower epithelial-mesenchymal transition signature and longer
survival in squamous cell lung carcinoma. BMCCancer. 2014; 14: 131. doi: 10.1186/1471-2407-14-
131 PMID: 24571613

11. Pandini G, Medico E, Conte E, Sciacca L, Vigneri R, Belfiore A. Differential gene expression induced
by insulin and inlin-like growth factor-II through the insulin receptor isoform A. J. Biol. Chem. 2003; 278:
42178–42189. PMID: 12881524

12. Sacco A, Morcavallo A, Pandini G, Vigneri R, Belfiore A. Differential signaling activation by insulin and
insulin-like growth factors I and II upon binding to insulin receptor isoform A. Endocrinology. 2009; 150:
3594–3602. doi: 10.1210/en.2009-0377 PMID: 19443570

13. Morcavallo A, Gaspari M, Pandini G, Palummo A, Cuda G, Larsen MR, et al. Research resource: new
and diverse substrates for the insulin receptor isoform A revealed by quantitative proteomics after stim-
ulation with IGF-II or insulin. Mol. Endocrinol. 2011; 25: 1456–1468. doi: 10.1210/me.2010-0484 PMID:
21680660

14. Quinn KA, Treston AM, Unsworth EJ, Miller MJ, Vos M, Grimley C, et al. Insulin-like growth factor
expression in human cancer cell lines. J. Biol. Chem. 1996; 271: 11477–11483. PMID: 8626706

15. Renehan AG, Jones J, Potten CS, Shalet SM, O’Dwyer ST. Elevated serum insulin-like growth factor
(IGF)-II and IGF binding protein-2 in patients with colorectal cancer. Br. J. Cancer. 2000; 83: 1344–
1350. PMID: 11044360

16. Gicquel C, Bertagna X, Schneid H, Fransicllard-Leblond M, Luton JP, Girard F, et al. Rearrangements
at the 11p15 locus and overexpression of insulin-like growth factor-II gene in sporadic adrenocortical
tumors. J. Clin. Endocrinol. Metab. 1994; 78: 1444–1453. PMID: 7911125

17. Henderson ST, Brierley GV, Surinya KH, Priebe IK, Catcheside DEA, Wallace JC, et al. Delineation of
the IGF-II C domain elements involved in binding and activation of the IR-A, IR-B and IGF-IR. Growth
Horm. IGF Res. 2015; 25: 20–27. doi: 10.1016/j.ghir.2014.09.004 PMID: 25458127

18. Menting JG, Lawrence CF, Kong GK, Margetts MB, Ward CW, Lawrence MC. Structural congruency of
ligand binding to the insulin and insulin/type 1 insulin-like growth factor hybrid receptors. Structure.
2015; 23: 1–12.

19. DiMarchi RD, Han J, Hoffman A, Gelfanov VM, KohnW, Micanovic R, et al. Synthesis and biological
assessment of inslin-like analogues with differential activity at the insulin and IGF-1 receptors. In: Bro-
delle SE, editors. Understanding Biology Using Peptides. Proceedings of the Nineteenth American
Peptide Symposium. 2006. pp. 229–234.

20. ZhangW, Gustafson TA, Rutter WJ, Johnson JD. Positively charged side chains in the insulin-like
growth factor-1 C and D regions determine receptor binding specificity. J. Biol. Chem. 1994; 269:
10609–10613. PMID: 8144650

21. Sorensen H, Whittaker L, Hinrichsen J, Groth A, Whittaker J. Mapping of the insulin-like growth factor II
binding site of the type I insulin-like growth factor receptor by alanine scanning mutagenesis. FEBS
Lett. 2004; 565: 19–22. PMID: 15135045

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 17 / 19

http://www.ncbi.nlm.nih.gov/pubmed/15205474
http://www.ncbi.nlm.nih.gov/pubmed/18048361
http://dx.doi.org/10.1210/er.2008-0047
http://www.ncbi.nlm.nih.gov/pubmed/19752219
http://www.ncbi.nlm.nih.gov/pubmed/9281335
http://www.ncbi.nlm.nih.gov/pubmed/11788654
http://dx.doi.org/10.1080/13813450801969715
http://dx.doi.org/10.1080/13813450801969715
http://www.ncbi.nlm.nih.gov/pubmed/18465356
http://dx.doi.org/10.1186/1471-2407-14-131
http://dx.doi.org/10.1186/1471-2407-14-131
http://www.ncbi.nlm.nih.gov/pubmed/24571613
http://www.ncbi.nlm.nih.gov/pubmed/12881524
http://dx.doi.org/10.1210/en.2009-0377
http://www.ncbi.nlm.nih.gov/pubmed/19443570
http://dx.doi.org/10.1210/me.2010-0484
http://www.ncbi.nlm.nih.gov/pubmed/21680660
http://www.ncbi.nlm.nih.gov/pubmed/8626706
http://www.ncbi.nlm.nih.gov/pubmed/11044360
http://www.ncbi.nlm.nih.gov/pubmed/7911125
http://dx.doi.org/10.1016/j.ghir.2014.09.004
http://www.ncbi.nlm.nih.gov/pubmed/25458127
http://www.ncbi.nlm.nih.gov/pubmed/8144650
http://www.ncbi.nlm.nih.gov/pubmed/15135045


22. Bayne ML, Applebaum J, Underwood D, Chicchi GG, Green BG, Hayes NS, et al. The C region of
human insulin-like growth factor (IGF) I is required for high affinity binding to the type I IGF receptor. J.
Biol. Chem. 1989; 264: 11004–11008. PMID: 2472386

23. Papaioannou A, Kuyucak S, Kuncic Z. Molecular Dynamics Simulations of Insulin: Elucidating the Con-
formational Changes that Enable Its Binding. PLoS ONE 2015; 10(12): e0144058. doi: 10.1371/journal.
pone.0144058 PMID: 26629689

24. Menting JG, Whittaker J, Margetts MB, Whittaker LJ, Kong GK, Smith BJ, et al. How insulin engages its
primary binding site on the insulin receptor. Nature. 2013; 493: 241–245. doi: 10.1038/nature11781
PMID: 23302862

25. Menting JG, Yang Y, Chan SJ, Phillips NB, Smith BJ, Whittaker J, et al. Protective hinge in insulin
opens to enable its receptor engagement. Proc. Natl. Acad. Sci. U. S. A. 2014; 111: E3395–E3404. doi:
10.1073/pnas.1412897111 PMID: 25092300

26. DeMeyts P. Insulin/receptor binding: the last piece of the puzzle? Bioessays. 2015; 37: 389–397.

27. Ward CW, Lawrence MC. Ligand-induced activation of the insulin receptor: a multi-step process involv-
ing structural changes in both the ligand and the receptor. Bioessays. 2009; 31: 422–434. doi: 10.1002/
bies.200800210 PMID: 19274663

28. Ward CW, Menting JG, Lawrence MC. The insulin receptor changes conformation in unforeseen ways
on ligand binding: sharpening the picture of insulin receptor activation. Bioessays. 2013; 35: 945–954.
doi: 10.1002/bies.201300065 PMID: 24037759

29. Zakova L, Barth T, Jiracek J, Barthova J, Zorad S. Shortened insulin analogues: marked changes in
biological activity resulting from replacement of TyrB26 and N-methylation of peptide bonds in the C-ter-
minus of the B-chain. Biochemistry. 2004; 43: 2323–2331. PMID: 14979729

30. Zakova L, Kazdova L, Hanclova I, Protivinska E, Sanda M, Budesinsky M, et al. Insulin analogues with
modifications at position B26. Divergence of binding affinity and biological activity. Biochemistry. 2008;
47: 5858–5868. doi: 10.1021/bi702086w PMID: 18452310

31. Zakova L, Kletvikova E, Lepsik M, Collinsov M, Watson CJ, Turkenburg JP, et al. Human insulin ana-
logues modified at the B26 site reveal a hormone conformation that is undetected in the receptor com-
plex. Acta Crystallogr. D. Biol. Crystallogr. 2014; 70: 2765–2774. doi: 10.1107/S1399004714017775
PMID: 25286859

32. Jirasek J, Zakova L, Antolikova E, Watson CJ, Turkenburg JP, Dodson GG, et al. Implications for the
active form of human insulin based on the structural convergence of highly active hormone analogues.
Proc. Natl. Acad. Sci. U. S. A. 2010; 107: 1966–1970 doi: 10.1073/pnas.0911785107 PMID: 20133841

33. Pandyarajan V, Smith BJ, Phillips NB, Whittaker L, Cox GP, Wickramasinghe N, et al. Aromatic anchor
at an invariant hormone-receptor interface: function of insulin residue B24 with application to protein
design. J. Biol. Chem. 2014; 289: 34709–34727. doi: 10.1074/jbc.M114.608562 PMID: 25305014

34. Williams C, Hoppe HJ, Rezgui D, Strickland M, Forbes BE, Grutzner F, et al. An exon splice enhancer
primes IGF2:IGF2R binding site structure and function evolution. 2012; 338: 1209–1213. doi: 10.1126/
science.1228633 PMID: 23197533

35. HumphreyW, Dalke A, Schulten K. VMD: visual molecular dynamics. J. Mol. Graph. 1996; 14: 33–38.
PMID: 8744570

36. Phillips JC, Braun R, WangW, Gumbart J, Tajkhorshid E, Villa E, et al. Scalable molecular dynamics
with NAMD. J. Comput. Chem. 2005; 26: 1781–1802. PMID: 16222654

37. MacKerell AD, Brooks B, Brooks CL, Nilsson L, Roux B, Won Y, et al. CHARMM: The energy function
and its parameterization. In: Schleyer PvR, editor-in-chief. The Encyclopedia of Computational Chemis-
try. JohnWiley and Sons, Chichester; 1998. pp. 271–277.

38. Brooks BR, Brooks CL III, Mackerell AD Jr, Nilsson L, Petrella RJ, Roux B, et al. CHARMM: the biomo-
lecular simulation program. J. Comput. Chem. 2009; 30: 1545–614. doi: 10.1002/jcc.21287 PMID:
19444816

39. Pettersen EF, Goddard TD, Huang CC, Couch GS, Greenblatt DM, Meng EC, et al. UCSF Chimera—a
visualization system for exploratory research and analysis. J. Comput. Chem. 2004; 25: 1605–12.
PMID: 15264254

40. Torres AM, Forbes BE, Aplin SE, Wallace JC, Francis GL, Norton RS. Solution structure of human insu-
lin-like growth factor II. Relationship to receptor and binding protein interactions. J. Mol. Biol. 1995; 248:
385–401. PMID: 7739048

41. Brown J, Delaine C, Zaccheo OJ, Siebold C, Gilbert RJ, van Boxel G, et al. Structure and functional
analysis of the IGF-II/IGF2R interaction. EMBO J. 2008; 27: 265–276. PMID: 18046459

42. Zakova L, Kletvikova E, Veverka V, Lepsik M, Watson CJ, Turkenburg JP, et al. Structural integrity of
the B24 site in human insulin is important for hormone functionality. J. Biol. Chem. 2013; 288: 10230–
10240. doi: 10.1074/jbc.M112.448050 PMID: 23447530

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 18 / 19

http://www.ncbi.nlm.nih.gov/pubmed/2472386
http://dx.doi.org/10.1371/journal.pone.0144058
http://dx.doi.org/10.1371/journal.pone.0144058
http://www.ncbi.nlm.nih.gov/pubmed/26629689
http://dx.doi.org/10.1038/nature11781
http://www.ncbi.nlm.nih.gov/pubmed/23302862
http://dx.doi.org/10.1073/pnas.1412897111
http://www.ncbi.nlm.nih.gov/pubmed/25092300
http://dx.doi.org/10.1002/bies.200800210
http://dx.doi.org/10.1002/bies.200800210
http://www.ncbi.nlm.nih.gov/pubmed/19274663
http://dx.doi.org/10.1002/bies.201300065
http://www.ncbi.nlm.nih.gov/pubmed/24037759
http://www.ncbi.nlm.nih.gov/pubmed/14979729
http://dx.doi.org/10.1021/bi702086w
http://www.ncbi.nlm.nih.gov/pubmed/18452310
http://dx.doi.org/10.1107/S1399004714017775
http://www.ncbi.nlm.nih.gov/pubmed/25286859
http://dx.doi.org/10.1073/pnas.0911785107
http://www.ncbi.nlm.nih.gov/pubmed/20133841
http://dx.doi.org/10.1074/jbc.M114.608562
http://www.ncbi.nlm.nih.gov/pubmed/25305014
http://dx.doi.org/10.1126/science.1228633
http://dx.doi.org/10.1126/science.1228633
http://www.ncbi.nlm.nih.gov/pubmed/23197533
http://www.ncbi.nlm.nih.gov/pubmed/8744570
http://www.ncbi.nlm.nih.gov/pubmed/16222654
http://dx.doi.org/10.1002/jcc.21287
http://www.ncbi.nlm.nih.gov/pubmed/19444816
http://www.ncbi.nlm.nih.gov/pubmed/15264254
http://www.ncbi.nlm.nih.gov/pubmed/7739048
http://www.ncbi.nlm.nih.gov/pubmed/18046459
http://dx.doi.org/10.1074/jbc.M112.448050
http://www.ncbi.nlm.nih.gov/pubmed/23447530


43. Hu SQ, Burke GT, Katsoyannis PG. Contribution of the B16 and B26 tyrosine residues to the biological
activity of insulin. J. Protein Chem. 1993; 12: 741–747 PMID: 8136024

44. Gauguin L, Klaproth B, Sajid W, Andersen AS, McNeil KA, et al. Structural basis for the lower affinity of
the insulin-like growth factors for the insulin receptor. J. Biol. Chem. 2008; 283: 2604–2613. PMID:
18048361

45. Pandyarajan V, Phillips NB, Rege NK, Lawrence MC, Whittaker J, Weiss MA. Contribution of TyrB26 to
the function and stability of insulin. Structure-activity relationships at a conserved hormone-receptor
interface. J. Biol. Chem. 2016. doi: 10.1074/jbc.M115.708347

Molecular Dynamics Simulations of the Insulin-Family Proteins

PLOS ONE | DOI:10.1371/journal.pone.0161459 August 22, 2016 19 / 19

http://www.ncbi.nlm.nih.gov/pubmed/8136024
http://www.ncbi.nlm.nih.gov/pubmed/18048361
http://dx.doi.org/10.1074/jbc.M115.708347

