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Abstract: Although lung surfactant protein B (SP-B) is an essential protein that plays a crucial
role in breathing, the details of its structure and mechanism are not well understood. SP-B forms
covalent homodimers, and in this work we use all-atom molecular dynamics simulations to study
dimeric SP-B’s structure and its behavior in promoting lipid structural transitions. Four initial system
configurations were constructed based on current knowledge of SP-B’s structure and mechanism, and
the protein maintained a helicity consistent with experiment in all systems. Several SP-B-induced
lipid reorganization behaviors were observed, and regions of the protein particularly important for
these activities included SP-B’s “central loop” and “hinge” regions. SP-B dimers with one subunit
initially positioned in each of two adjacent bilayers appeared to promote close contact between
two bilayers. When both subunits were initially positioned in the same bilayer, SP-B induced the
formation of a defect in the bilayer, with water penetrating into the centre of the bilayer. Similarly,
dimeric SP-B showed a propensity to interact with preformed interpores in the bilayer. SP-B dimers
also promoted bilayer thinning and creasing. This work fleshes out the atomistic details of the dimeric
SP-B structures and SP-B/lipid interactions that underlie SP-B’s essential functions.

Keywords: lung surfactant; surfactant protein B; SP-B; protein structure; lipid; membrane; molecular
dynamics; simulation; all-atom

1. Introduction

Lung surfactant (LS) is a complex mixture of lipids and proteins that is essential to life [1–8].
Its critical contributions arise from its ability to lower the surface tension at the air/water interface
in the lung’s alveoli, reducing the work of breathing and preventing alveolar collapse. LS forms
a lipid monolayer at the air/water interface, with the lipid acyl chains exposed to air, as well as
multilayer structures in the aqueous hypophase. Connections between the monolayer and multilayers
are critical to function throughout the breathing cycle, which entails an expansion of the surface during
inhalation, and contraction during exhalation. Both processes involve the transfer of LS material
between the monolayer and the multilayer reservoir, and the hydrophobic LS proteins are critical to
these structural transformations.

Both the lipid and protein compositions of LS are unique with respect to other membranes found
in the body. The lipid component is highly enriched in dipalmitoylphosphatidylcholine (DPPC),
a zwitterionic phospholipid with two saturated acyl chains that is capable of forming a tightly packed
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structure. This capacity for tight packing means that DPPC can withstand the surface tension at the
air/water interface, helping to resist alveolar collapse during expiration [9]. LS lipids also include
unsaturated PC lipids, cholesterol, as well as anionic lipids such as phosphatidylglycerols, that are
thought to be important in interactions with lung surfactant proteins. The protein complement of
LS includes two hydrophilic proteins in the collectin family, surfactant proteins A and D (SP-A and
SP-D) [10–12], which make important contributions to the lung’s immune defenses against pathogens.
Crucial are the two small hydrophobic proteins, SP-B and SP-C [13–15], which stabilize the lipid
structures and transitions critical to LS function. SP-B itself is vital to lung function, as its absence is
fatal in humans with genetic disorders [16], as well as in SP-B-knockout mice [17]. The absence of SP-C
is not fatal, although its loss does lead to lung mechanics abnormalities [18].

Premature infants frequently develop respiratory distress (RDS) if they are born before their lungs
produce a sufficient quantity of lung surfactant [6,19]. The advent in the 1990s of animal-derived
lung surfactants that included the hydrophobic proteins SP-B and SP-C greatly improved the survival
of premature infants [20,21]. However, this success story has not been repeated in attempts to use
exogenous lung surfactant treatments for other respiratory disorders in non-neonates, for example with
acute respiratory distress syndrome (ARDS) [22]. A major challenge has been the cost of producing
animal-derived lung surfactant for larger patients who require much more LS, especially if—as in
ARDS—there are LS-inactivating conditions in the lungs which may require larger and repeated doses
of LS. Furthermore, the peculiar characteristics of SP-B and SP-C (e.g., their extreme hydrophobic
nature) have made it difficult to produce these critical protein components of LS in the lab. These
constraints have meant that almost all clinical trials for exogenous LS treatment in non-neonates have
contained no SP-B or SP-C. Lipid-only exogenous LS trials have not gone well, which is unsurprising
given that SP-B is an essential protein [22]. Furthermore, the one clinical trial with animal-derived
SP-B and SP-C was not successful [23], likely due to insufficient alveolar delivery of the exogenous
LS [24]. Hence, in recent years there has been an intense focus on designing peptides that mimic the
function of SP-B and SP-C [25–27]. Of course, an understanding of the structure–function relationships
that underlie the proteins’ contributions to lung function is also of critical importance to the rational
design of such peptides.

There has been intense interest in determining the atomic-resolution structures of SP-B and SP-C,
both from the point-of-view of understanding the basic science of how these proteins work, as well as
from the perspective of producing effective SP-B- and SP-C-mimetic peptides for inclusion in exogenous
lung surfactant therapeutics. SP-C is a 35-residue peptide that is naturally palmitoylated at cysteines
5 and 6, and forms a single transmembrane helix [13,28]. SP-B, on the other hand, does not have an
experimental structure, which can largely be attributed to its larger size combined with its extreme
hydrophobicity [29], and the consequent difficulties in expressing it recombinantly and determining its
structure by standard structure determination techniques such as NMR and crystallography. SP-B is
79 residues in length, and is a member of the saposin superfamily. Based on its homology to known
structures, it is believed to form four to five amphipathic helices [29,30]. As well as their helicity,
saposin superfamily proteins share six cysteine residues that form intramolecular disulfide bonds
that help stabilize the interactions between pairs of helices (Figure 1). However, it is uncertain if
SP-B forms a closed, globular structure, with the helix pairs packed to minimize the surface-exposed
hydrophobic residues, as seen for some saposin superfamily proteins such as NK-lysin ([31], PDBID
1NKL). Alternatively, SP-B might form a much more open structure, as seen for saposin A ([32], PDBID
4DDJ) and saposin C ([33], PDBID 1SN6), which would provide a large hydrophobic surface that SP-B
could use to interact with lipids. It is even possible that SP-B’s topology changes during the respiratory
cycle (i.e., as the air/water surface is compressed upon expiration and expands upon inspiration), or
that the SP-B topology is different in different LS lipid structures. One additional structural feature
to note is the seven N-terminal residues of SP-B, with sequence FPIPLPY, which have been termed
the “insertion sequence” and have been proposed to help SP-B insert into the lipid monolayer at the
air/water interface [34,35].
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The structure of SP-B and its consequent effects on LS lipid structures are clearly tied to its
mechanism of action. SP-B has been proposed to contribute to several types of lipid structures and
structural transformations that are thought to be key to LS’ mechanism. Firstly, SP-B is critical in
promoting the fast adsorption of LS to the air/water interface, likely through the stabilization of highly
curved hemifusion-like structures that are necessary intermediates to the transfer of LS material from
the aqueous phase to the air/water interface [36,37]. Secondly, SP-B appears to tie the multilayer stacks
of LS together strongly when the surface area of the interface drops upon expiration [35,38]. Such
stacks could increase the surface film’s strength and resistance to collapse. Thirdly, SP-B has been
shown to be necessary for the organization of the multilayer structures that are driven out of the
interface upon compression such that they can be efficiently re-incorporated in the surface film upon
expansion (i.e., LS “refinement”) [37,39].
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Figure 1. Overall topology of lung surfactant protein B (SP-B) helices and disulfide bonds with helical
regions shown as cylinders and disulfide bonds in orange. C48 is thought to stabilize SP-B homo-dimers.
Earlier simulation studies [40] pointed to the role of the central loop and hinge region flexibility in
stabilizing bilayer defects. Note that the position of the helices varies slightly between simulations.

Even the oligomeric state of SP-B responsible for its biological function is something of an open
question. Unlike other saposin superfamily proteins, SP-B contains a seventh cysteine residue which
stabilizes the dimers that have traditionally been considered the functional unit of SP-B [14]. However,
rodents with a mutant form of SP-B that lacks this seventh cysteine do not show major impairments [41].
This may imply that dimerization is not important for function, that non-covalent interactions are
capable of sufficiently stabilizing the dimers, or that SP-C alone is sufficient to support the respiration
of these mice. Depending on which detergents/solvents are used to extract and purify native SP-B from
animal lungs, SP-B has also been observed to form large oligomeric ring-like structures [42], which
may be the form SP-B takes on for some or all of its functional mechanisms.

Recent computer simulation studies of SP-B lipid interactions have included the coarse-grained
simulation work carried out by Baoukina and co-workers [43–45], as well as all-atom simulation studies
carried out previously in our group [40] and all-atom simulations of peptide fragments of SP-B [46].
The coarse-grained simulations [43] have shown very interesting behaviour, with SP-B promoting
fusion between disconnected monolayers and bilayers, as well as promoting the local bending of lipid
monolayers. The latter behaviour was observed for aggregates of SP-B and had faster kinetics if SP-B
was covalently dimerized. On the other hand, all-atom molecular dynamics of monomeric SP-B [40]
revealed a number of details of SP-B structure and lipid interactions. In addition to fine-tuning the
homology-based structural model of SP-B, the all-atom simulations of SP-B monomers showed that
SP-B is able to take on a variety of energetically feasible topologies within the bilayer, including with
its helices in the plane of the bilayer or in a more transmembrane orientation. SP-B was also seen to
promote and stabilize defects in the lipid bilayer, lipid re-organization abilities that apparently derive
from several features including the structural plasticity in its central loop region, as well as bending at
the “hinge” between the two pairs of helices (Figure 1).
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The current work extends our previous study in two ways: (1) to dimeric SP-B; and (2) to
multilayer lipid structures. Final structures from the previous monomer simulations were used to
create dimers connected by the disulfide bond at C48. These dimers were used as initial structures in
systems with one or two bilayers.

2. Results

Four different systems with SP-B dimerized via the native disulfide bond were constructed and
then subjected to all-atom molecular dynamics (Table 1). The initial configurations were based on the
final structures from previous simulations of monomeric SP-B [40], as detailed in the Methods section.
Briefly, two of the systems contained one POPC lipid bilayer with dimeric SP-B embedded in the lipids
in one of two initial configurations, bent (Figure 2a) or open (Figure 2b), termed Bent In One Bilayer
(BI1), and Open In One Bilayer (OI1), respectively. Another two simulations were composed of two
POPC lipid bilayers, with dimeric SP-B initially positioned between the bilayers, with SP-B in a closed
(Figure 2c) or open (Figure 2d) conformation, termed Closed Out Two Bilayers (CO2) and Open In Two
Bilayers (OI2), respectively. All bilayers were set up with a bilayer pore, distant from the protein, that
provided a means for the bilayers to relax and relieve any stress due to differences in lipid area.

In addition to representing well-energy-minimized structures from previous monomeric
simulations, the chosen starting configurations also represent classes of SP-B structures that have
been proposed to account for SP-B’s activity, as follows. The closed configuration was included to
match early homology models of SP-B that were based on closed saposin superfamily structures
determined in water [30]. The open configurations were inspired by the structure envisioned by
many experimentalists whose work probes the functional mechanisms of SP-B (e.g., [3,5]). The bent
configurations represent an intermediate topology between these open and closed configurations that
seemed particularly active in promoting bilayer structure transitions in earlier simulations of the SP-B
monomers [40].

The simulations equilibrated slowly, as expected for such large protein/lipid systems (Figure 3).
Despite the long simulation times, none of the simulations at 310 K reached a convincing steady state
in potential energy, although the single membrane simulations, BI1 and OI1, may be approaching a
plateau (Figure 3a). The overall rate of potential energy decrease was gradual in every simulation,
suggesting that these four configurations of the protein–membrane system are all energetically feasible.

Root mean square deviation (RMSD) traces the conformational stability of the protein in each
simulation (Figure 4a). The range of RMSD values was between approximately 0.2 and 0.7 nm, with the
OI1 conformation and one subunit of the CO2 conformation showing the highest degree of structural
fluctuations and BI1 and OI2 the lowest. In all four simulations SP-B maintained an overall level of
helicity (Figure 4b) consistent with experimentally determined values, between 30% and 40% [29].
The helicity decreased only moderately from the initial value, indicating that the covalent dimerization
does not have a large impact on SP-B’s secondary structure. Overall, as the simulations progressed, the
number of protein-lipid hydrogen bonds increased for all systems, and the number of protein-protein
hydrogen bonds stayed roughly constant in the single bilayer systems and decreased in the two bilayer
systems (Supplemental Figure S3).

The CO2 simulation showed no changes in bilayer structure after 1.5 µs and was thus terminated
at that point. However, the remaining three simulations showed interesting alterations to the bilayer
structures. Furthermore, since the OI2 simulation showed the beginnings of close bilayer-bilayer
contact after 3 µs, the temperature was increased from 310 to 340 K to help overcome energetic barriers
and run for an additional 4.2 µs to further explore SP-B-induced bilayer transitions. Only the OI2
simulation was chosen for the high temperature segment as, judging from potential energy (Figure 3b),
it was the furthest from equilibrium, and was the only simulation that appeared to be potentially on
the cusp of a structural transition at the end of the 310K run.
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Table 1. Brief summary of simulations. POPC: 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine.
TIP4P: transferable intermolecular potential with 4 points.

System System Content Time (µs) Behavior/Notes
Lipid (POPC) Solvent (TIP4P) Ions (Cl−)

Bent In One
Bilayer (BI1) 450 21,000 14 3.059

• Central loop region induces
a defect

• N/C-terminal helix pair of one
subunit encounters preformed
pore and transitions to a
transmembrane orientation

Open In One
Bilayer (OI1) 450 21,000 14 3.135

• SP-B induces a bilayer crease
• N/C-terminal helix pair of one

subunit encounters preformed
pore and tilts to ~45◦

Closed Out
Two Bilayers

(CO2)
844 24,917 14 1.482

• SP-B does not affect structure
of bilayers

• Very slight reduction in the
distance between bilayers

Open In Two
Bilayers (OI2) 798 17,633 14 3.002 + 4.274

• Temperature increased after 3 µs
• SP-B promotes close contacts

between bilayers
• Central loop explores headgroup

region of opposing bilayer
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Figure 2. Close-ups of initial conformations of the four simulations. (a) “Bent In One Bilayer” (BI1).
(b) “Open In One Bilayer” (OI1). (c) “Closed Out Two Bilayers” (CO2). (d) “Open In Two Bilayers”
(OI2). The inter-subunit disulfide is shown in yellow, the phosphorus atoms in the lipid headgroups as
solid spheres, lipid chains in grey, and water (only shown in panels (c,d) in pale blue.
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Figure 3. Potential energy for the four simulations. (a) BI1 (red) and OI1 (green). (b) The first 3 µs of
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Figure 4. SP-B structure evolution during simulations. (a) RMSD (root mean square deviation) for the
backbone of the protein as compared to the final structure. RMSD was calculated for each subunit
separately, with solid lines for the red subunit (depicted in Figure 2) and dashed lines for the blue
subunit. (b) Percent helicity of the protein calculated using the program STRIDE [47]. A residue was
considered helical if STRIDE labelled it as in an α-helix, 310 helix, or π-helix. The percentage of helical
residues at each time step is plotted. Coloured lines represent running averages over 50 points (thus
RMSDs do not go to exactly zero at the final time point). Grey lines represent data from individual
time steps.
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2.1. Bent In One Bilayer (BI1)

In the BI1 system, the SP-B dimer was initially located within the acyl chain region of a single
bilayer, with SP-B in a bent configuration. SP-B’s N- and C-terminal helices (Figure 1) started in contact
with the headgroups of the upper leaflet, parallel to the plane of the membrane (Figure 2a). SP-B’s
central loops, however, started in contact with lipid headgroups in the opposing leaflet (i.e., the lower
one). The helical secondary structure of the original structures was largely preserved throughout the
simulation, with the longest helices adjacent to the N- and C-termini and small sections of helical
structure elsewhere (Figure 5a). The two subunits maintained a very similar secondary structure to
each other.
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into the acyl chain region. In the defect, water molecules formed a continuous chain from one side of 

Figure 5. SP-B secondary structure during the last 0.5 µs of simulation. The y-axis plots the percentage
of time where a residue was in a helical conformation, with frames spaced 2 ns apart. The helicity per
residue is reported for (a) BI1, (b) OI1, (c) CO2, and (d) OI2. Helicity is calculated for each subunit
separately, with solid lines for the red subunit (depicted in Figure 2) and dashed lines for the blue
subunit. In (d) dark blue represents the OI2 simulation run at a temperature of 310 K and light blue
represents the system run at 340 K. The initial helicity is shown with grey shading, averaged for the
two subunits.

Interestingly, in terms of SP-B-promoted lipid reorganization, during the simulation the two
subunits moved closer together (Figure 6a) and substantially deformed the bilayer. In particular,
SP-B’s central loop and adjacent regions from each subunit approached each other. Together, the two
subunits stabilized a sizeable defect in the bilayer, with lipid headgroups and water entering deeply
into the acyl chain region. In the defect, water molecules formed a continuous chain from one side
of the bilayer to the other. Water in the defect was very mobile; it frequently entered and left again.
This lipid defect appeared early in the simulation and persisted until the very end, suggesting it is a
stable lipid/protein configuration.



Int. J. Mol. Sci. 2019, 20, 3863 8 of 19

Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 8 of 19 

 

the bilayer to the other. Water in the defect was very mobile; it frequently entered and left again. This 
lipid defect appeared early in the simulation and persisted until the very end, suggesting it is a stable 
lipid/protein configuration. 

 
Figure 6. BI1 system snapshots at (a) 1.5 μs and (b) 3 μs. C48, which forms the inter-subunit disulfide 
bond, is shown in yellow. 

It is also interesting that later in the same simulation, the N-terminal insertion sequence (residues 
1–7) and the N/C-terminal helix pair of one of the subunits came into contact with the preformed pore 
in the bilayer and transitioned from a membrane-parallel to a highly tilted orientation that lined the 
pore (Figure 6b). The overall structure for this subunit (blue in Figure 6b) that persisted throughout 
the last 0.5 μs was an “arc” shape. The central region of the arc was located at the polar/apolar 
interface of the upper leaflet, roughly parallel to the membrane, and with low helicity. By contrast, 
the two ends of the arc took on a transmembrane orientation that reached into both leaflets and, 
especially in the case of the N- and C-terminal region, had high helicity (Figures 5a and 6b). The 
central loop and adjacent region stabilized the SP-B-induced bilayer defect, while the N/C-terminal 
helix pair stabilized the preformed pore. 

The trajectories were carefully examined for any interactions (e.g., salt bridges) that, in addition 
to the disulfide, might form between SP-B’s subunits. Apart from a few very short-lived inter-subunit 
hydrogen bonds (seen in <0.5% of frames), there appeared to be no non-covalent interactions between 
the two chains. It may be that since this region of both subunits has energetically favourable 
interactions with the lipid defect, the defect itself helps keep the two chains in close association with 
each other. That is to say, with the exception of the C48 disulfide, the interaction between the subunits 
was not direct but was mediated by the lipids. 

The region of membrane close to the central loop region of SP-B was substantially thinner than 
the membrane as a whole. While most of the membrane was ~4.3 nm across from phosphate to 
phosphate, the membrane near C48—the residue that stabilized the dimer—was only 3.5 nm across 
(Figure 7a). Both hydrophobic and electrostatic interactions appeared to have a role in stabilizing the 
SP-B-promoted defect in the bilayer (Figure 7b). As is frequently the case for arginine in membrane 
proteins, SP-B’s arginine residues appeared to provide anchoring to the interface. For example, in 
both subunits, R52 (orange balls/sticks in Figure 7b) was found in the upper leaflet in close proximity 
to the lipid headgroups (Figure 7c) and, at any one time, each had an average of approximately two 
hydrogen bonds to the lipid headgroups (Figure 7d). Similar protein–lipid interactions were 
observed for the other charged amino acids in both subunits, as confirmed by radial distribution 
function calculations (Supplemental Figure S4). Notable exceptions were the R36 residues, which 
were located deep in the bilayer, away from the lipid headgroups, and consistently formed hydrogen 
bonds with the water permeating through the bilayer defect (Supplemental Figure S5). R17 and the 
adjacent K16 both conspicuously anchored the side of the SP-B arc near the preformed pore. 

Considering the lower leaflet of the bilayer, the SP-B region that made the most lipid contacts 
was the loop from residue 37 to 45, with the sequence VVPLVAGGI (green balls/sticks in Figure 7b). 
The position of one residue within the loop, P39, was examined as an indicator of the position of the 
loop over time and was found to be located about midway between the centre of the bilayer and the 
headgroups of the lower leaflet throughout the simulation (Figure 7a). The 37 to 45 loop contains 

(a) (b) 

1.5 μs 3 μs 

Figure 6. BI1 system snapshots at (a) 1.5 µs and (b) 3 µs. C48, which forms the inter-subunit disulfide
bond, is shown in yellow.

It is also interesting that later in the same simulation, the N-terminal insertion sequence
(residues 1–7) and the N/C-terminal helix pair of one of the subunits came into contact with the
preformed pore in the bilayer and transitioned from a membrane-parallel to a highly tilted orientation
that lined the pore (Figure 6b). The overall structure for this subunit (blue in Figure 6b) that persisted
throughout the last 0.5 µs was an “arc” shape. The central region of the arc was located at the
polar/apolar interface of the upper leaflet, roughly parallel to the membrane, and with low helicity.
By contrast, the two ends of the arc took on a transmembrane orientation that reached into both leaflets
and, especially in the case of the N- and C-terminal region, had high helicity (Figures 5a and 6b).
The central loop and adjacent region stabilized the SP-B-induced bilayer defect, while the N/C-terminal
helix pair stabilized the preformed pore.

The trajectories were carefully examined for any interactions (e.g., salt bridges) that, in addition
to the disulfide, might form between SP-B’s subunits. Apart from a few very short-lived inter-subunit
hydrogen bonds (seen in <0.5% of frames), there appeared to be no non-covalent interactions between
the two chains. It may be that since this region of both subunits has energetically favourable interactions
with the lipid defect, the defect itself helps keep the two chains in close association with each other.
That is to say, with the exception of the C48 disulfide, the interaction between the subunits was not
direct but was mediated by the lipids.

The region of membrane close to the central loop region of SP-B was substantially thinner than
the membrane as a whole. While most of the membrane was ~4.3 nm across from phosphate to
phosphate, the membrane near C48—the residue that stabilized the dimer—was only 3.5 nm across
(Figure 7a). Both hydrophobic and electrostatic interactions appeared to have a role in stabilizing the
SP-B-promoted defect in the bilayer (Figure 7b). As is frequently the case for arginine in membrane
proteins, SP-B’s arginine residues appeared to provide anchoring to the interface. For example, in both
subunits, R52 (orange balls/sticks in Figure 7b) was found in the upper leaflet in close proximity to the
lipid headgroups (Figure 7c) and, at any one time, each had an average of approximately two hydrogen
bonds to the lipid headgroups (Figure 7d). Similar protein–lipid interactions were observed for the
other charged amino acids in both subunits, as confirmed by radial distribution function calculations
(Supplemental Figure S4). Notable exceptions were the R36 residues, which were located deep in the
bilayer, away from the lipid headgroups, and consistently formed hydrogen bonds with the water
permeating through the bilayer defect (Supplemental Figure S5). R17 and the adjacent K16 both
conspicuously anchored the side of the SP-B arc near the preformed pore.
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Figure 7. SP-B–lipid interactions in the BI1 system. (a) Coordinate plot illustrating bilayer thickness
overall (blue) and within a cylinder of 2 nm radius around C48 (red). The maximum density positions
of the phosphorous atoms in POPC are shown, with all coordinates referenced to the overall bottom
leaflet position. The dotted red line corresponds to the difference between the red lines (i.e., bilayer
thickness near the protein). The average position of the two P39 residues is also shown (green) as a
measure of the position of the central loops. The data are running averages over 50 points. (b) Snapshot
at 2.0 µs with R52 sidechain heavy atoms shown as orange balls and sticks, the central loop region from
residues 37 to 45 shown in green, and C48, which links the subunits, in yellow. The phosphorous and
oxygen atoms in the lipids are shown as brown and red spheres, respectively, and water molecules are
shown as blue balls and sticks. (c) Radial distribution function of phosphorus atoms in lipids to the
terminal side-chain carbon in R52 averaged over the last half of the simulation. (d) Time evolution of
hydrogen bonding from both R52 residues to POPC headgroups. Grey lines show unaveraged data.
(e,f) Hydrogen bonding between the central loop region of SP-B (residues 37–45) and lipid (orange)
and water (cyan), plotted separately for each SP-B subunit. In (d–f) the running averages are over
100 points.
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Considering the lower leaflet of the bilayer, the SP-B region that made the most lipid contacts
was the loop from residue 37 to 45, with the sequence VVPLVAGGI (green balls/sticks in Figure 7b).
The position of one residue within the loop, P39, was examined as an indicator of the position of the
loop over time and was found to be located about midway between the centre of the bilayer and the
headgroups of the lower leaflet throughout the simulation (Figure 7a). The 37 to 45 loop contains
several hydrophobic residues: three valines, an alanine, and an isoleucine. It has little regular secondary
structure (Figure 5a) and has a glycine pair that is likely to be conformationally dynamic. Unlike with
the upper leaflet, there were few hydrogen bonds between this central loop and lipid headgroups
(Figure 7e,f), although there were several between the protein backbone and water, in keeping with the
close proximity of the water molecules that penetrated into the bilayer in the region of the SP-B-induced
defect. The combination of a disulfide bridge and a lack of direct physical bonding between the two
subunits near the lower leaflet allowed the defect to be broad (Figure 7b) relative to the defect induced
by a single monomer [40]. Were the loop regions of the two subunits to bind more tightly to each other,
the defect would be narrower.

2.2. Open In One Bilayer (OI1)

In contrast to the BI1 system, the OI1 system started with all the helices of SP-B in parallel to
the interface (Figure 2b), in contact with only one leaflet of the bilayer. Overall, the OI1 system
maintained a similar degree of helicity to the BI1 system (Figure 4b). Interestingly, as the system
evolved, a sizable crease in the SP-B-containing leaflet formed (Figure 8a,b). The crease formed along
the long-axis of SP-B and was accompanied by drastic thinning of the SP-B-containing leaflet, which
allowed the hydrophobic face of SP-B to make contact with the acyl chains on the opposing bilayer
leaflet. The SP-B-induced bilayer thinning can be seen in Figure 8c, as the region of the membrane close
to the protein was ~0.5 nm thinner than the rest of the membrane. The protein backbone remained
deeply embedded within the acyl chain region of the bilayer throughout the simulation (Figure 8c).

Approximately 2 µs into the simulation, the N/C-terminal helix pair of one SP-B subunit
encountered the preformed pore in the membrane. This contact occurred well after the crease
induced by SP-B had completely formed. As for BI1, the portion of SP-B that interacted with the
preformed pore was the N/C-terminal helix pair, which tilted to about 45◦ to line the side of the
pore. A pair of positively charged residues (i.e., K16 and R17) were located at the crux of this bend
in the protein, tightly interacting with the phosphate groups of the lipids in the preformed pore.
Also reminiscent of the BI1 system, in the OI1 system, the central loop region of SP-B probed the
furthest towards the opposing leaflet of the bilayer (red subunit in Figure 8b,d). The hydrogen bonding
pattern was similar to that seen for BI1, that is, no hydrogen bonds between the protein subunits and
many protein–lipid hydrogen bonds (see Supplemental Figure S3). Throughout the simulation, most
charged residues of SP-B interacted closely with lipid headgroups, as confirmed by radial distribution
function calculations (Supplemental Figure S4), or were involved in intra-chain salt bridges in a pattern
consistent with findings from previous monomer simulations [40].
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Figure 8. In the OI1 simulation SP-B promoted a crease in the bilayer and also interacted with the
preformed pore. The (a) initial system configuration and (b) configuration at 1.5 µs, looking along the
long axis of the protein. The lipid headgroups in the preformed pore are shown with cyan (lighter) blue
to help differentiate them from the lipids in the SP-B-induced crease. (c) Maximum density positions
of phosphorous atoms from lipid headgroups in the bilayer overall (blue) and within 0.5 nm lateral
distance from the protein (red), illustrating bilayer thickness. All coordinates are in reference to the
overall top leaflet position. The dashed line corresponds to the difference between the top and bottom
solid red lines. Green shows the position of maximum density of the protein. The data are running
averages over 50 points. (d) Final system configuration at 3.135 µs, with the view rotated 90◦ from (b).
The blue subunit contacted the preformed pore at approximately 2 µs.

2.3. Closed Out Two Bilayers (CO2)

In this system, an SP-B dimer, with each subunit initially in a closed conformation, was placed
in the aqueous layer between two bilayers (Figure 2c). The protein’s structure evolved relatively
quickly, settling in to its final structure by ~700 ns, with many of the hydrophobic residues partitioned
in the compact protein interior away from water (Figure 4a). Some hydrophobic sidechains on one
subunit—particularly those in the central loop—made hydrophobic contacts with the other subunit,
notably to the LAVAV sequence starting at residue 27, as well as to tryptophan 9 and leucine 10. There
was no significant hydrogen bonding or salt bridging between subunits.

There was no sign of any protein-promoted bilayer–bilayer close contact or lipid re-organization
(Figure 9a), and thus the simulation was terminated at 1.5 µs. The final SP-B structure had a helicity of
~30% (Figure 4b). As for the other systems, there were extensive interactions between the charged
sidechains of each SP-B subunit with the lipid headgroups. Radial distribution function calculations
revealed close interactions between the positively charged arginine and lysine sidechains and the
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negatively charged phosphate groups of POPC from both bilayers. However, of the 14 total arginines
from both subunits, five showed little to no interaction with the lipids, and were instead sequestered
within the water layer. Of the two negatively charged residues in SP-B, the E51 sidechains tended
to form transient interactions with the adjacent R52 on the same chain, and neither E51 nor D59
sidechains had significant interaction with the bilayers. Given SP-B’s positioning outside the bilayers
in this system, the interactions of the positively charged sidechains with the lipid headgroups served
to maintain close contact between the two bilayers.
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Figure 9. (a) Snapshot of the final CO2 system after 1.5 µs of molecular dynamics. The snapshot shows
a 7 nm portion of the 11 nm width of the simulation box. (b) The distance (difference in z coordinates)
between the bilayers reduced only very slightly over the course of the simulation. Maximum density
positions of phosphorous atoms from lipid headgroups in the bilayers overall (blue) and within 0.5 nm
of lateral distance from the protein (red) are plotted, illustrating bilayer separation. All coordinates
are in reference to the overall lower leaflet position. The dashed red line corresponds to the difference
between the red lines. Green lines show the position of F1, solid for the red subunit and dashed for
the blue, as an indicator of the position of the residue 1–7 insertion sequence. The data are running
averages over 50 points.

Although the amino group F1 of SP-B made contact with the lipid headgroups (green lines in
Figure 9b), residues 2–7 of SP-B’s insertion sequence did not appear to insert into the headgroup region
as the simulation progressed. Over the course of the simulation, the distance between the two bilayers
shortened very slightly (Figure 9a,b).

2.4. Open In Two Bilayers (OI2)

The final system was set up with two bilayers and two subunits of SP-B in an open conformation.
The subunits were placed asymmetrically in the headgroup region of different bilayers (Figure 2d).
During the first 2.5 µs of simulation, one of the SP-B subunits had travelled partially out of its initial
bilayer and partially into the other bilayer, led by its central loop region (Figure 10a). As this transition
occurred, the protein appeared to carry some lipids partway with it such that there was very close
contact between the headgroups of the two bilayers, although no lipids were exchanged between
the bilayers.
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Figure 10. Open In Two Bilayers (OI2) system (a) snapshot at 2.5 µs; (b) snapshot at 6.2 µs (3.2 µs into the
high-temperature portion of the simulation). (c) Coordinate plot illustrating the distance between the
bilayers around the protein and overall. Coordinates were measured using the highest-density positions
of phosphorus atoms in the lipid headgroups, as described in the Methods section. The position of
the lower leaflet was set as zero, with all other positions in reference to it. Blue lines illustrate the
bilayer separation overall. Red lines show the bilayer positions within 1 nm of the portion of SP-B
in the water layer. The dashed red line corresponds to the difference between the red lines (i.e., the
bilayer separation). The location of C48 is shown in orange. The dashed grey line corresponds to where
temperature was increased from 310 to 340 K. The positions have a resolution of approximately 0.07 nm.
Running averages are over 100 points, with 2 ns between points.

There did not appear to be any additional SP-B-promoted bilayer–bilayer contacts after a total
of 3 µs of simulation, and so at this point the temperature was increased from 310 to 340 K, and the
simulation ran for an additional 4 µs at the higher temperature. With the increase in temperature,
SP-B adjusted into a more symmetrical orientation with respect to the bilayers (Figure 10b), with the
C48 disulfide localized near to the midpoint of the water layer between the bilayers (Figure 10b,c).
Intriguingly, in the final structure, the central loop of one of the subunits was fully embedded in
the opposing bilayer (blue subunit in Figure 10b). Residues 33 to 37 (QVCRV) and residues 43 to 52
(GGICQCLAER) of this subunit were stationed within the water layer or at the lipid/water interface for
more than 90% of the simulation (including both the lower- and higher-temperature segments).

In terms of inter-subunit contacts, in the high-temperature portion of the OI2 simulation, a hydrogen
bond was detected between E51 on one subunit to R52′ on the other subunit in about 7% of the ~2100
frames analyzed. At this high temperature, the largely hydrophobic central loops of the monomers were
in close contact. Inter-chain backbone hydrogen bonds between these central loops were also present,
most prominently between G43 and I45′, which was observed in ~60% of the frames, and between A42
and G43′, which was observed in ~30% of the frames. None of these inter-chain interactions were
detected before temperature was raised.



Int. J. Mol. Sci. 2019, 20, 3863 14 of 19

3. Discussion

A variety of structural features of SP-B have previously been suggested to contribute to
SP-B-mediated lipid structural transitions, and will be considered in turn in the light of this work’s
simulations of SP-B dimers. Firstly, the N-terminal seven residues of SP-B, with sequence FPIPLPY,
have been termed the “insertion sequence” and have been proposed to be important in helping SP-B
insert into the air/lipid interface [34,35]. In all simulations, with the exception of the CO2 system, this
region of SP-B was observed to localize tightly to the polar/apolar interface of the lipids. The insertion
sequence did not contact the deeper, more hydrophobic, region of the bilayers, in keeping with the
amphipathic character of its chemical structure. In two of the three simulations where it inserted,
the insertion sequence remained in the planar part of the polar/apolar interface. However, in the BI1
simulation it made the initial contact with the preformed pore, at which point it rapidly translocated
along the pore, to the other side of the bilayer (Figure 6b).

Secondly, in simulations of monomeric SP-B [40], the “hinge” region between the two pairs of
helices (Figure 1) appeared to figure importantly in allowing the structural flexibility for SP-B to interact
with curved lipid structures, including both the preformed lipid pores and the SP-B-induced defect [40].
The same appeared to be true for the dimer structure, with the hinge bending to allow a variety of
SP-B–non-planar-bilayer structural complexes (e.g., Figures 6b and 8d). The “bent” conformation
of monomeric SP-B was stabilized by a key intra-chain salt bridge from K24 to D59, and the same
appeared to be true for the dimer (Supplemental Figure S6).

Thirdly, the loop that connects SP-B’s two pairs of helices, which we term the “central loop”
(Figure 1), also came to our attention initially due to its behavior in the SP-B monomer simulations [40].
This loop, with sequence VVPLVAGGI, appeared to be particularly dynamic in the SP-B monomers and
was often seen to “probe” into relatively distant portions of the lipid structures. The same appeared
to hold true for dimeric SP-B. In the BI1 system, the central loop was apparently the key feature in
inducing the bilayer defect. It was structurally dynamic and formed backbone hydrogen bonds with
the water molecules that penetrated into the disordered lipid region (Figure 7). Likewise, in the OI1
system, the central loop was the only part of SP-B that made substantial contact with the opposite
leaflet of the bilayer (red subunit in Figure 8). Furthermore, in the OI2 simulation, the central loop of
the blue subunit intriguingly explored into the upper bilayer, while the bulk of the subunit remained
in the lower bilayer (Figure 10b). The central loop sequence is highly conserved (e.g., almost identical
in SP-B from a variety of mammals). Overall, this central loop region appears to have a special role in
promoting lipid disorder and hence presumably in functional lipid structural transitions. It may thus
be important to include the central loop sequence in SP-B-based therapeutic peptides. Interestingly, a
highly functional fragment of SP-B termed “Mini-B” does contain a GG pair in the loop between its
two helices, although the rest of the loop sequence is different [46,48]. It would be interesting to see if
adding the full central loop region identified here to Mini-B would alter its function.

Fourthly, while the biologically functional oligomeric form of SP-B has not been firmly established,
it is generally accepted to dimerize via C48, with possible contributions to dimer stabilization from
salt bridges, especially E51 on one subunit to R52 on the other [30,42]. However, this salt bridge was
relatively rare in our dimer simulations. In most cases, E51 and R52 were hydrogen-bonded to lipid
head groups and not to each other. The most E51 to R52 bonding observed was for the OI2 system,
where it was seen in 7% of the high temperature frames. On the other hand, having only a single point
of contact between the subunits at C48 appeared to allow the dimer to stabilize a large variety of lipid
structures. For example, in the SP-B-induced lipid defect in BI1 (Figure 7b), C48 was the only point of
contact between the two subunits, which allowed both neighboring central loops the conformational
freedom key to promote the bilayer defect.

Fifthly, the large number of positively charged residues in SP-B, which have long been viewed as
critical to SP-B’s lipid interactions, appear to provide points of strong anchoring to the polar/apolar
interface. These anchors may provide a balance to the conformational flexibility of the central loop, C48,
and hinge regions. On the one hand, the flexible regions promote local lipid disorder and membrane
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thinning (e.g., in the lower leaflet of Figure 7b). On the other hand, the anchoring interactions with lipid
headgroups from the top leaflet stabilized the bent transmembrane configuration of SP-B, allowing the
central loops to integrate themselves into the acyl chain region and promote the formation of a sizable
defect over time. As the protein probes even deeper into the lower leaflet, the ionic interactions with
the upper leaflet might also allow the protein to pull in lipid headgroups from the top leaflet, further
encouraging bilayer thinning. Hence, the combination of the interface anchoring with the bilayer
disordering may underlie some of SP-B’s lipid reorganizing mechanisms.

Regarding the large crease formed in the OI1 simulation, we note that the depth to which the
dimer descended into the membrane was approximately the same as for the monomeric protein [40].
However, the depth should be sufficient to allow OI1-type dimers (or even monomeric proteins) in
opposing leaflets to interact. We hope to explore this interaction in future investigations.

While in this work only lipids with zwitterionic headgroups were employed—LS has 8%–15%
anionic lipids [39]. Thus, the SP-B–lipid interactions observed in these simulations are likely to become
even stronger in the presence of anionic lipid, which is something to explore in future work.

In considering how these all-atom results compare with earlier coarse-grained simulations [43–45],
it is good to bear in mind the longer timescales of the coarse-grained work, which of course come at the
cost of reduced structural detail. Nonetheless, the close bilayer–bilayer contacts encouraged by SP-B
in the OI2 system (e.g., Figure 10b,c) did appear to resemble the early stages SP-B-promoted vesicle
and bilayer/monolayer fusion activities observed in the coarse-grained simulations, where bent SP-B
forms a “scaffold” that promotes the formation of a lipid bridge. Curiously, the SP-B-promoted bilayer
crease observed in the bilayers here (Figure 8b) entailed development of the opposite lipid curvature
than observed for the coarse-grained simulations of SP-B interacting with monolayers. That is, in the
all-atom simulations, SP-B promoted negative curvature, with headgroups bending inwards, while in
the coarse-grained simulations the curvature was positive. It is also worth noting that the kinetics
of fold formation in the coarse-grained systems were seen to be faster with dimeric SP-B than with
monomeric SP-B, which is in keeping with how early dimeric SP-B induced crease formation in the
all-atom simulation (Figure 8b).

4. Materials and Methods

The initial SP-B dimer structures (Figure 2) were constructed from the monomeric SP-B
configurations captured at—or nearly at—the end of our previous SP-B simulations [40].
These monomeric configurations had already been subjected to extensive simulation time within
the lipid environment, and thus constituted energetically feasible starting points for the dimer
simulations. The SP-B monomer structures were modified to create SP-B dimers by connecting them via
a C48-to-C48′ disulfide bond. Three of the six final configurations from the earlier simulation provided
C48 configurations that were compatible with forming structurally feasible inter-chain disulfides.
The disulfides were formed manually with Swiss pdb Viewer [49] without any modifications (e.g.,
extra local relaxation).

In constructing the new SP-B systems, care was taken to preserve—as much as possible—the
lipid environment around the protein structures. The “Bent In One Bilayer” (BI1) system
(lycero-3-phosphocholine (POPC). Both the “Open In One Bilayer” (OI1, Figure 2a) was produced by
combining two identical “bent-in” monomers (see [40] for the nomenclature of the monomeric systems)
and the “Closed Out Two Bilayers” (CO2) by combining two identical “bent-out” monomers (Figure 2c).
The lipid component of the system was 1-palmitoyl-2-oleoyl-sn-g (Figure 2b) and “Open In Two
Bilayers” (OI2, Figure 2d) systems were generated by combining two identical “open-in” monomers.
For the “Open In One Bilayer” system, the two subunits, in extended form, were placed in the same
leaflet (Figure 2b). In contrast, for the “Open In Two Bilayers” system the protein subunits were placed
in opposing leaflets of two separate bilayers (Figure 2d) with one subunit (in red) kept in its original
lipid environment, while the other subunit (in blue) was manually placed among the head groups
of a second lipid bilayer at a shallow angle. Any lipids that were overlapping with the protein were
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removed. Preformed pores in the lipid bilayers allowed the lipid molecules to relax to an appropriate
lipid–area ratio [40,50]. The pores also are advantageous in providing a curved bilayer structure that,
although not initially positioned close to the protein, could be encountered by the protein later on in
the simulation, potentially revealing SP-B structures that energetically favour interacting with such a
lipid conformation. A snapshot of a preformed pore is shown in Supplemental Figure S1.

After preparing the initial protein–lipid configurations, we used GROMACS 5.1, employing
the OPLS-AA force field [51,52] to run the molecular dynamics (MD) simulations. The system was
solvated using TIP4P water molecules and sufficient Cl− added to make the system neutral (Table 1).
After energy minimization under NVT conditions, each system ran for 2 ns at T = 310 K with the
protein position restrained and a time step of 2 fs. In the production run, the systems were simulated
under NPT conditions at 310 K and 1 atm, using Parrinello–Rahman semi-isotropic pressure coupling,
with τp = 5 ps and compressibility of 4.5 × 10−5 bar−1. During the production run, no position
or structural restraints were placed on the protein. The time step of the simulations was set to
2 fs and they ran for 1.5 to 3 µs (as detailed in Table 1). For the single-bilayer simulations, the
cells were approximately 12 nm × 12 nm × 8.5 nm, and for the two-bilayer simulations the cells were
approximately 11 nm × 11 nm × 12.5 nm and 11 nm × 11 nm × 14.5 nm for OI2 and CO2, respectively.
After 3 µs, the temperature of the OI2 system was increased to 340 K and run for an additional 4.3 µs.

Analysis of the simulations was performed primarily using Gromacs tools and Visual Molecular
Dynamics software (VMD) [53]. Calculations of helicity were performed using STRIDE [47]. A residue
was considered helical if STRIDE labelled it as in an α-helix, 310 helix, or π-helix. This data was then
used to calculate the percentage of helical residues at each time step and the time-averaged helicity per
residue (as depicted in Figures 4b and 5, respectively). Coordinate plots illustrating bilayer thickness
or bilayer separation for one and two bilayer systems, respectively, were created by using the Gromacs
tool “gmx density” to calculate positions of maximum density for phosphorus atoms in each leaflet
of bilayers. In performing this analysis, lipid headgroups positioned near the protein were singled
out at each frame to determine local effects of the protein on bilayer structure. Due to the distinct
protein configurations in these four systems, this procedure differed for each simulation, as noted in
the figure captions. For the OI2 system, lipid headgroups situated near where SP-B crosses through the
central water layer were identified in the following way: First, two representative residues, R36 and
C46 on one subunit (blue in Figure 2d), were chosen. These residues were continually located within
the water layer on opposing sides of the central loop in the protein. Then, at every frame, all protein
residues found within 1 nm of both R36 and C46 were identified. The two residues were chosen such
that this selection consistently defined the region of SP-B within the water layer and at the lipid/water
interface. Finally, the phosphorus atoms in lipid headgroups that were located within 1 nm of lateral
distance from this selected portion of the protein were identified at every frame and used for density
calculations and plotting, as depicted in Figure 10.

5. Conclusions

Dimeric SP-B maintained a helicity of 27–35% in all the systems, which is consistent with
experiment [29], and demonstrated a variety of other structural features important for promoting
non-planar lipid structures, including the probing central loop and the flexible hinge between the
two pairs of helices (Figure 1). Knowledge of these structural features will be helpful in the design of
SP-B-mimetic therapeutic peptides.

Turning to lipid interactions, SP-B dimers with one subunit positioned in each of two adjacent
bilayers appeared to promote close contact between two bilayers (Figure 10b,c), in keeping with
suggestions that one of SP-B’s mechanisms is in LS “refinement”. SP-B has been shown to organize
the lipid bilayers driven out during expiration, in such a way that the lipids can be efficiently
re-incorporated into the surface film upon inspiration [37,39]. When both SP-B subunits were initially
positioned in the same bilayer, SP-B dimers appeared to promote several mechanistically relevant
lipid structural transitions: (1) substantial bilayer thinning (Figures 7a and 8c); (2) the formation
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of a defect with water and lipid headgroups entering into the centre of the bilayer (Figure 6b); (3)
the stabilization of preformed lipid pores, as evidenced by the persistence of the SP-B/pore lipid
structure (Figures 6b and 8d); and (4) the formation of a substantial bilayer crease (Figure 8b). These
behaviors may support not only SP-B’s lipid-refining capabilities, but also SP-B’s well-established
activities in promoting adsorption to the surface film, which must involve the formation of non-planar
lipid structures. We and others [14,30,39,40,45] have envisioned the various SP-B-promoted lipid
structures as potentially unified by the SP-B promotion of lipid structures analogous to the standard
structural steps in membrane fusion. As detailed in [40], the key SP-B-promoted lipid structures
would be (1) close contact of the two membranes (Figure 10b), (2) thinning (Figures 7a and 8c) and
hemifusion stalk formation, and (3) fusion pore formation (Figure 6b). Overall, this work fleshes out
the atomistic details of the dimeric SP-B structures and SP-B/lipid interactions that underlie SP-B’s
essential biological functions.

Supplementary Materials: The following are available online at http://www.mdpi.com/1422-0067/20/16/3863/s1.
Figure S1: Snapshot of a preformed pore; Figure S2: Potential energy for the full OI2 simulation; Figure S3:
Progression of hydrogen bonding in the four simulations; Figure S4: Radial distribution function of lipid
headgroups to arginine residues in BI1 and OI1; Figure S5: Hydrogen bonding between R36 and water in BI1;
Figure S6: Salt bridging patterns.

Author Contributions: Conceptualization, I.S.-V., V.B., and M.H.K.; investigation, N.A.S.R. and M.H.K.;
writing—original draft preparation, V.B. and N.A.S.R.; writing—review and editing, N.A.S.R., M.H.K., I.S.-V., and
V.B.; supervision, I.S.-V.; funding acquisition, I.S.-V. and V.B.

Funding: This research was funded by the Canadian Natural Sciences and Engineering Research Council (NSERC)
Discovery Grants (DG) to V.B. and I.S.-V.

Acknowledgments: This research was enabled in part by computational resources provided by Compute Canada
(www.computecanada.ca).

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Olmeda, B.; Martínez-Calle, M.; Pérez-Gil, J. Pulmonary surfactant metabolism in the alveolar airspace:
Biogenesis, extracellular conversions, recycling. Ann. Anat. 2017, 209, 78–92. [CrossRef] [PubMed]

2. Whitsett, J.A. The molecular era of surfactant biology. Neonatology 2014, 105, 337–343. [CrossRef] [PubMed]
3. Lopez-Rodriguez, E.; Perez-Gil, J. Structure-function relationships in pulmonary surfactant membranes:

From biophysics to therapy. Biochim. Biophys. Acta 2014, 1838, 1568–1585. [CrossRef] [PubMed]
4. Possmayer, F.; Hall, S.B.; Haller, T.; Petersen, N.O.; Zuo, Y.Y.; Bernardino de la Serna, J.; Postle, A.D.;

Veldhuizen, R.A.; Orgeig, S. Recent advances in alveolar biology: Some new looks at the alveolar interface.
Respir. Physiol. Neurobiol. 2010, 173, S55–S64. [CrossRef] [PubMed]

5. Zuo, Y.Y.; Veldhuizen, R.A.; Neumann, A.W.; Petersen, N.O.; Possmayer, F. Current perspectives in pulmonary
surfactant—Inhibition, enhancement and evaluation. Biochim. Biophys. Acta 2008, 1778, 1947–1977. [CrossRef]

6. Goerke, J. Pulmonary surfactant: Functions and molecular composition. Biochim. Biophys. Acta 1998, 1408,
79–89. [CrossRef]

7. Hildebran, J.N.; Goerke, J.; Clements, J. Pulmonary surface film stability and composition. J. Appl. Physiol.
1979, 47, 604–611. [CrossRef]

8. Zuo, Y.Y.; Possmayer, F. How does pulmonary surfactant reduce surface tension to very low values? J. Appl.
Physiol. 2007, 102, 1733–1734. [CrossRef]

9. Veldhuizen, R.; Nag, K.; Orgeig, S.; Possmayer, F. The role of lipids in pulmonary surfactant. Biochim. Biophys.
Acta 1998, 1408, 90–108. [CrossRef]

10. McCormack, F.X. Structure, processing and properties of surfactant protein A. Biochim. Biophys. Acta 1998,
1408, 109–131. [CrossRef]

11. Crouch, E.; Nikolaidis, N.; McCormack, F.X.; McDonald, B.; Allen, K.; Rynkiewicz, M.J.; Cafarella, T.M.;
White, M.; Lewnard, K.; Leymarie, N.; et al. Mutagenesis of surfactant protein D informed by evolution
and x-ray crystallography enhances defenses against influenza A virus in vivo. J. Biol. Chem. 2011, 286,
40681–40692. [CrossRef] [PubMed]

http://www.mdpi.com/1422-0067/20/16/3863/s1
www.computecanada.ca
http://dx.doi.org/10.1016/j.aanat.2016.09.008
http://www.ncbi.nlm.nih.gov/pubmed/27773772
http://dx.doi.org/10.1159/000360649
http://www.ncbi.nlm.nih.gov/pubmed/24931326
http://dx.doi.org/10.1016/j.bbamem.2014.01.028
http://www.ncbi.nlm.nih.gov/pubmed/24525076
http://dx.doi.org/10.1016/j.resp.2010.02.014
http://www.ncbi.nlm.nih.gov/pubmed/20206718
http://dx.doi.org/10.1016/j.bbamem.2008.03.021
http://dx.doi.org/10.1016/S0925-4439(98)00060-X
http://dx.doi.org/10.1152/jappl.1979.47.3.604
http://dx.doi.org/10.1152/japplphysiol.00187.2007
http://dx.doi.org/10.1016/S0925-4439(98)00061-1
http://dx.doi.org/10.1016/S0925-4439(98)00062-3
http://dx.doi.org/10.1074/jbc.M111.300673
http://www.ncbi.nlm.nih.gov/pubmed/21965658


Int. J. Mol. Sci. 2019, 20, 3863 18 of 19

12. Crouch, E.C. Structure, biologic properties, and expression of surfactant protein D (SP-D). Biochim. Biophys.
Acta 1998, 1408, 278–289. [CrossRef]

13. Johansson, J. Structure and properties of surfactant protein C. Biochim. Biophys. Acta 1998, 1408, 161–172.
[CrossRef]

14. Hawgood, S.; Derrick, M.; Poulain, F. Structure and properties of surfactant protein B. Biochim. Biophys. Acta
1998, 1408, 150–160. [CrossRef]

15. Pérez-Gil, J. Structure of pulmonary surfactant membranes and films: The role of proteins and lipid-protein
interactions. Biochim. Biophys. Acta 2008, 1778, 1676–1695. [CrossRef]

16. Whitsett, J.A.; Nogee, L.M.; Weaver, T.E.; Horowitz, A.D. Human surfactant protein B: Structure, function,
regulation, and genetic disease. Physiol. Rev. 1995, 75, 749–757. [CrossRef] [PubMed]

17. Clark, J.C.; Wert, S.E.; Bachurski, C.J.; Stahlman, M.T.; Stripp, B.R.; Weaver, T.E.; Whitsett, J.A. Targeted
disruption of the surfactant protein B gene disrupts surfactant homeostasis, causing respiratory failure in
newborn mice. Proc. Natl. Acad. Sci. USA 1995, 92, 7794–7798. [CrossRef]

18. Glasser, S.W.; Burhans, M.S.; Korfhagen, T.R.; Na, C.-L.; Sly, P.D.; Ross, G.F.; Ikegami, M.; Whitsett, J.A.
Altered stability of pulmonary surfactant in SP-C-deficient mice. Proc. Natl. Acad. Sci. USA 2001, 98,
6366–6371. [CrossRef]

19. Stevens, T.P.; Sinkin, R.A. Surfactant replacement therapy. Chest 2007, 131, 1577–1582. [CrossRef]
20. Seeger, W.; Gunther, A.; Walmrath, H.D.; Grimminger, F.; Lasch, H.G. Alveolar surfactant and adult

respiratory distress syndrome. Pathogenetic role and therapeutic prospects. Clin. Investig. 1993, 71, 177–190.
[CrossRef]

21. Halliday, H.L. Surfactants: Past, present and future. J. Perinatol. 2008, 28, S47–S56. [CrossRef] [PubMed]
22. Willson, D.F.; Notter, R.H. The future of exogenous surfactant therapy. Respir. Care 2011, 56, 1369–1386.

[CrossRef] [PubMed]
23. Willson, D.F.; Truwit, J.D.; Conaway, M.R.; Traul, C.S.; Egan, E.E. The Adult Calfactant in Acute Respiratory

Distress Syndrome (CARDS) Trial. Chest 2015, 148, 356–364. [CrossRef] [PubMed]
24. Grotberg, J.B.; Filoche, M.; Willson, D.F.; Raghavendran, K.; Notter, R.H. Did Reduced Alveolar Delivery

of Surfactant Contribute to Negative Results in Adults with Acute Respiratory Distress Syndrome. Am. J.
Respir. Crit. Care Med. 2017, 195, 538–540. [CrossRef] [PubMed]

25. Johansson, J.; Curstedt, T. Synthetic surfactants with SP-B and SP-C analogues to enable worldwide treatment
of neonatal respiratory distress syndrome and other lung diseases. J. Intern. Med. 2019, 285, 165–186.
[CrossRef] [PubMed]

26. Walther, F.J.; Gordon, L.M.; Waring, A.J. Advances in synthetic lung surfactant protein technology. Expert.
Rev. Respir. Med. 2019, 13, 499–501. [CrossRef] [PubMed]

27. Braide-Moncoeur, O.; Tran, N.T.; Long, J.R. Peptide-based synthetic pulmonary surfactant for the treatment
of respiratory distress disorders. Curr. Opin. Chem. Biol. 2016, 32, 22–28. [CrossRef]

28. Johansson, J.; Szyperski, T.; Curstedt, T.; Wüthrich, K. The NMR structure of the pulmonary
surfactant-associated polypeptide SP-C in an apolar solvent contains a valyl-rich alpha-helix. Biochemistry
1994, 33, 6015–6023. [CrossRef]

29. Olmeda, B.; Garcia-Alvarez, B.; Perez-Gil, J. Structure-function correlations of pulmonary surfactant protein
SP-B and the saposin-like family of proteins. Eur. Biophys. J. 2013, 42, 209–222. [CrossRef]

30. Zaltash, S.; Palmblad, M.; Curstedt, T.; Johansson, J.; Persson, B. Pulmonary surfactant protein B: A structural
model and a functional analogue. Biochim. Biophys. Acta 2000, 1466, 179–186. [CrossRef]

31. Liepinsh, E.; Andersson, M.; Ruysschaert, J.M.; Otting, G. Saposin fold revealed by the NMR structure of
NK-lysin. Nat. Struct. Biol. 1997, 4, 793–795. [CrossRef] [PubMed]

32. Ahn, V.E.; Leyko, P.; Alattia, J.R.; Chen, L.; Privé, G.G. Crystal structures of saposins A and C. Protein. Sci.
2006, 15, 1849–1857. [CrossRef] [PubMed]

33. de Alba, E.; Weiler, S.; Tjandra, N. Solution structure of human saposin C: pH-dependent interaction with
phospholipid vesicles. Biochemistry 2003, 42, 14729–14740. [CrossRef] [PubMed]

34. Sharifahmadian, M.; Sarker, M.; Palleboina, D.; Waring, A.J.; Walther, F.J.; Morrow, M.R.; Booth, V. Role of the
N-terminal seven residues of surfactant protein B (SP-B). PLoS ONE 2013, 8, e72821. [CrossRef] [PubMed]

35. Frey, S.L.; Pocivavsek, L.; Waring, A.J.; Walther, F.J.; Hernandez-Juviel, J.M.; Ruchala, P.; Lee, K.Y. Functional
importance of the NH2-terminal insertion sequence of lung surfactant protein B. Am. J. Physiol. Lung Cell.
Mol. Physiol. 2010, 298, L335–L347. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/S0925-4439(98)00073-8
http://dx.doi.org/10.1016/S0925-4439(98)00065-9
http://dx.doi.org/10.1016/S0925-4439(98)00064-7
http://dx.doi.org/10.1016/j.bbamem.2008.05.003
http://dx.doi.org/10.1152/physrev.1995.75.4.749
http://www.ncbi.nlm.nih.gov/pubmed/7480161
http://dx.doi.org/10.1073/pnas.92.17.7794
http://dx.doi.org/10.1073/pnas.101500298
http://dx.doi.org/10.1378/chest.06-2371
http://dx.doi.org/10.1007/BF00180100
http://dx.doi.org/10.1038/jp.2008.50
http://www.ncbi.nlm.nih.gov/pubmed/18446178
http://dx.doi.org/10.4187/respcare.01306
http://www.ncbi.nlm.nih.gov/pubmed/21944686
http://dx.doi.org/10.1378/chest.14-1139
http://www.ncbi.nlm.nih.gov/pubmed/25855884
http://dx.doi.org/10.1164/rccm.201607-1401LE
http://www.ncbi.nlm.nih.gov/pubmed/28199167
http://dx.doi.org/10.1111/joim.12845
http://www.ncbi.nlm.nih.gov/pubmed/30357986
http://dx.doi.org/10.1080/17476348.2019.1589372
http://www.ncbi.nlm.nih.gov/pubmed/30817233
http://dx.doi.org/10.1016/j.cbpa.2016.02.012
http://dx.doi.org/10.1021/bi00185a042
http://dx.doi.org/10.1007/s00249-012-0858-9
http://dx.doi.org/10.1016/S0005-2736(00)00199-1
http://dx.doi.org/10.1038/nsb1097-793
http://www.ncbi.nlm.nih.gov/pubmed/9334742
http://dx.doi.org/10.1110/ps.062256606
http://www.ncbi.nlm.nih.gov/pubmed/16823039
http://dx.doi.org/10.1021/bi0301338
http://www.ncbi.nlm.nih.gov/pubmed/14674747
http://dx.doi.org/10.1371/journal.pone.0072821
http://www.ncbi.nlm.nih.gov/pubmed/24023779
http://dx.doi.org/10.1152/ajplung.00190.2009
http://www.ncbi.nlm.nih.gov/pubmed/20023175


Int. J. Mol. Sci. 2019, 20, 3863 19 of 19

36. Rugonyi, S.; Biswas, S.C.; Hall, S.B. The biophysical function of pulmonary surfactant. Respir. Physiol.
Neurobiol. 2008, 163, 244–255. [CrossRef] [PubMed]

37. Autilio, C.; Pérez-Gil, J. Understanding the principle biophysics concepts of pulmonary surfactant in health
and disease. Arch. Dis. Child. Fetal Neonatal Ed. 2018. [CrossRef] [PubMed]

38. Al-Saiedy, M.; Tarokh, A.; Nelson, S.; Hossini, K.; Green, F.; Ling, C.C.; Prenner, E.J.; Amrein, M. The role of
multilayers in preventing the premature buckling of the pulmonary surfactant. Biochim. Biophys. Acta 2017,
1859, 1372–1380. [CrossRef]

39. Serrano, A.G.; Pérez-Gil, J. Protein-lipid interactions and surface activity in the pulmonary surfactant system.
Chem. Phys. Lipids 2006, 141, 105–118. [CrossRef]

40. Khatami, M.H.; Saika-Voivod, I.; Booth, V. All-atom molecular dynamics simulations of lung surfactant
protein B: Structural features of SP-B promote lipid reorganization. Biochim. Biophys. Acta 2016. [CrossRef]

41. Beck, D.C.; Ikegami, M.; Na, C.L.; Zaltash, S.; Johansson, J.; Whitsett, J.A.; Weaver, T.E. The role of homodimers
in surfactant protein B function in vivo. J. Biol. Chem. 2000, 275, 3365–3370. [CrossRef] [PubMed]

42. Olmeda, B.; Garcia-Alvarez, B.; Gomez, M.J.; Martinez-Calle, M.; Cruz, A.; Perez-Gil, J. A model for
the structure and mechanism of action of pulmonary surfactant protein B. FASEB J. 2015, 29, 4236–4247.
[CrossRef] [PubMed]

43. Baoukina, S.; Tieleman, D.P. Computer simulations of lung surfactant. Biochim. Biophys. Acta 2016, 1858,
2431–2440. [CrossRef] [PubMed]

44. Baoukina, S.; Tieleman, D.P. Lung surfactant protein SP-B promotes formation of bilayer reservoirs from
monolayer and lipid transfer between the interface and subphase. Biophys. J. 2011, 100, 1678–1687. [CrossRef]
[PubMed]

45. Baoukina, S.; Tieleman, D.P. Direct simulation of protein-mediated vesicle fusion: Lung surfactant protein B.
Biophys J. 2010, 99, 2134–2142. [CrossRef] [PubMed]

46. Walther, F.J.; Gordon, L.M.; Waring, A.J. Design of Surfactant Protein B Peptide Mimics Based on the Saposin
Fold for Synthetic Lung Surfactants. Biomed. Hub 2016, 1, 451076. [CrossRef] [PubMed]

47. Frishman, D.; Argos, P. Knowledge-based protein secondary structure assignment. Proteins 1995, 23, 566–579.
[CrossRef] [PubMed]

48. Sarker, M.; Waring, A.J.; Walther, F.J.; Keough, K.M.; Booth, V. Structure of mini-B, a functional fragment of
surfactant protein B, in detergent micelles. Biochemistry 2007, 46, 11047–11056. [CrossRef]

49. Guex, N.; Peitsch, M.C. SWISS-MODEL and the Swiss-PdbViewer: An environment for comparative protein
modeling. Electrophoresis 1997, 18, 2714–2723. [CrossRef]

50. Khatami, M.H.; Bromberek, M.; Saika-Voivod, I.; Booth, V. Molecular dynamics simulations of
histidine-containing cod antimicrobial peptide paralogs in self-assembled bilayers. Biochim. Biophys.
Acta 2014, 1838, 2778–2787. [CrossRef]

51. Jorgensen, W.L.; Maxwell, D.S.; Tirado-Rives, J. Development and testing of the OPLS all-atom force field
on conformational energetics and properties of organic liquid. J. Am. Chem. Soc. 1996, 118, 11225–11236.
[CrossRef]

52. Tieleman, D.P.; MacCallum, J.L.; Ash, W.L.; Kandt, C.; Xu, Z.; Monticelli, L. Membrane protein simulations
with a united-atom lipid and all-atom protein model: Lipid-protein interactions, side chain transfer free
energies and model proteins. J. Condens. Matter Phys. 2006, 18, 1221. [CrossRef] [PubMed]

53. Humphrey, W.; Dalke, A.; Schulten, K. VMD: Visual molecular dynamics. J. Mol. Graphics. 1996, 14, 33–38.
[CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.resp.2008.05.018
http://www.ncbi.nlm.nih.gov/pubmed/18632313
http://dx.doi.org/10.1136/archdischild-2018-315413
http://www.ncbi.nlm.nih.gov/pubmed/30552091
http://dx.doi.org/10.1016/j.bbamem.2017.05.004
http://dx.doi.org/10.1016/j.chemphyslip.2006.02.017
http://dx.doi.org/10.1016/j.bbamem.2016.09.018
http://dx.doi.org/10.1074/jbc.275.5.3365
http://www.ncbi.nlm.nih.gov/pubmed/10652327
http://dx.doi.org/10.1096/fj.15-273458
http://www.ncbi.nlm.nih.gov/pubmed/26089319
http://dx.doi.org/10.1016/j.bbamem.2016.02.030
http://www.ncbi.nlm.nih.gov/pubmed/26922885
http://dx.doi.org/10.1016/j.bpj.2011.02.019
http://www.ncbi.nlm.nih.gov/pubmed/21463581
http://dx.doi.org/10.1016/j.bpj.2010.07.049
http://www.ncbi.nlm.nih.gov/pubmed/20923647
http://dx.doi.org/10.1159/000451076
http://www.ncbi.nlm.nih.gov/pubmed/28503550
http://dx.doi.org/10.1002/prot.340230412
http://www.ncbi.nlm.nih.gov/pubmed/8749853
http://dx.doi.org/10.1021/bi7011756
http://dx.doi.org/10.1002/elps.1150181505
http://dx.doi.org/10.1016/j.bbamem.2014.07.013
http://dx.doi.org/10.1021/ja9621760
http://dx.doi.org/10.1088/0953-8984/18/28/S07
http://www.ncbi.nlm.nih.gov/pubmed/21690838
http://dx.doi.org/10.1016/0263-7855(96)00018-5
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Bent In One Bilayer (BI1) 
	Open In One Bilayer (OI1) 
	Closed Out Two Bilayers (CO2) 
	Open In Two Bilayers (OI2) 

	Discussion 
	Materials and Methods 
	Conclusions 
	References

