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Abstract
Interleukin 1 receptor type I (IL-1RI) is a transmembrane receptor that triggers the inflammatory response. Understanding its
detailed mechanism of action is crucial for treating immune disorders. IL-1RI is activated upon the formation of its “functional
assembly” that occurs by binding of the cytokine and the accessory protein (IL-1RAcP) to the receptor. Glycosylation of the
IL-1RI and IL-1RAcP play critical roles in the activation process. Here, extensive classical and accelerated molecular dynamics
simulations are carried out to examine the structural role of glycosylation in the arrangement of the functional assembly at the
atomic level. It is shown that the assembly is built in two types of non-signalling and signalling forms with the latter being
the most frequently occurring form. The non-signalling assembly is formed by binding of the compact conformation of the
glycosylated IL-1RI to the IL-1RAcP. In this type of assembly, the IL-1R is not accessible to the cytokines and thus it is unable
to send signals to the cell. The signalling assembly is formed by binding of the extended glycosylated IL-1RI to the accessory
protein. This assembly is locked in the extended form by persistent hydrogen bonds within and between the interconnected
glycans of IL-1RI and IL-1RAcP. Cytokine binding site of the IL-1RI extracellular domain is exposed in this type of assembly
and the signals could be transported to the cell. Moreover, contrary to the experimental interpretations, in both types of the
assembly, binding of the IL-1RAcP to IL-1RI is primary to the cytokine binding to the complex.

Introduction
Interleukin 1 (IL-1) family of cytokines are key molecules in triggering the innate and acquired immune
response upon injury, stress and more severe conditions such as cancer and asthma [1-3]. IL-1 cytokines share
a similar 3D fold consisting of 12 anti-parallel β-strands that are connected by loops [4, 5]. The similarity
of their fold, rationalize the structural resemblance of their corresponding receptors. Signal transduction of
the IL-1 family members to the cytosol is carried out by specific transmembrane receptors including IL-1
Receptor type I (IL-1RI) [6, 7]. Due to the significant role of the IL-1 cytokines in establishing the immune
response, several experimental [8-14] and computational [6, 15-17] studies have been carried out to explain
the detailed functioning of these proteins. The most studied role of IL-1 cytokines is in activation of the IL1RI signalling complex that is triggered by agonist IL-1α/IL-1β cytokine binding to the IL-1RI extracellular
domain [14]. IL-1RI consists of an extracellular domain which itself consists of three immunoglobulin-like
subdomains (DI-DIII), a transmembrane alpha-helix and an intracellular TIR domain (Figure 1.A) [18,
19]. The cytokine binding site is located at DI and DIII of the IL-1RI extracellular domain (Figure 1.C)
[4, 20]. X-ray crystal structures of the IL-1RI describe its activation mechanism in two steps. First is
binding of IL-1β to IL-1RI through DI and DIII of the extracellular domain that forms the ligand-receptor
complex. Second is binding of the IL-1 Accessory Protein (IL-1RAcP) to the above complex that forms

1

Posted on Authorea 27 Apr 2020 — CC BY 4.0 — https://doi.org/10.22541/au.158802236.65289521 — This a preprint and has not been peer reviewed. Data may be preliminary.

the IL-1RI functional assembly [14, 20, 21]. It was suggested that IL-1β binding to IL-1RI extracellular
domain leads to conformational changes required for binding of IL-1RAcP to the complex [13]. As the
IL-1βbinding was assumed to be the prerequisite of IL-1RAcP binding, the “IL-1RI-IL-1β” and “IL-1RI-IL1β-IL-1RAcP” have been considered as “secondary” and “ternary” complex respectively [1]. However, in the
above-mentioned activation mechanism, the role of IL-1RI glycosylation was not considered. Glycosylation is
a post-translational modification under which the carbohydrate building blocks are bound to specific amino
acids of the proteins [22-24]. Two major types of protein glycosylation occur inside the cell including N-linked
and O-linked glycosylation [22]. N-linked glycosylation is known to be the primary type of glycosylation that
modifies the proteins [25]. It often occurs at the Nitrogen atoms of Asparagines located within the specific
Asn-X-Ser/Thr sequence [26]. Glycosylation has shown to be crucial for protein folding, stability and ligand
binding [27-32]. More specifically, the significant role of glycosylation in functioning of other transmembrane
receptors with similar activation mechanism to IL1RI has been comprehensively studied in recent years [3337] . Also, there are certain shreds of evidence that glycosylation could play important roles in cytokines and
IL-1RAcP binding to IL-1RI [4, 13, 20]. However, those hints have remained unexplained. It was recently
shown in a computational study, that the attachment of oligosaccharide glycans to the extracellular domain
of IL-1RI shifts its dynamical pattern drastically from the common conformation that is obtained in X-ray
crystallography [6]. The common conformation of the IL-1RI extracellular domain that is observed in most
of X-ray crystal structures is the extended form [14]. In which the extracellular domain stands tall on the
membrane and the cytokine binding cavity is exposed (Figure 1.C). In addition, among all crystal structures
of IL-1RI, another type of rotated/compact conformation was also reported for IL-1RI extracellular domain
in complex with a therapeutic peptide [21]. This conformation is adopted by the movement of DI and DIII of
the extracellular domain towards each other that leads to occlusion of the cytokine binding site (Figure 1.A).
Molecular Dynamics (MD) simulations of the extended IL-1RI in the glycosylated and unglycosylated forms
showed that N-glycosylation often shifts the conformation towards the compact structure and maintains the
receptor in that state [6]. As the compact conformation is not accessible to the cytokines, it was suggested
that glycosylation does not favor cytokine binding to IL-1RI and acts as a regulatory mechanism [6]. However,
this mechanism was introduced by solely considering the apo glycosylated IL-1RI and neglecting the role
of IL-1RAcP as the other constructing unit of the functional assembly. The structural role of IL-1RAcP
glycosylation in its dynamics and interactions with the glycosylated IL-1RI is also another crucial element
[13] that has remained completely ambiguous at the atomic level. With the current information on the
dynamics of the glycosylated apo IL-1RI that adopts the compact conformation [6], it seems implausible
for IL-1β to bind to its compact receptor and form the secondary IL-1RI-IL-1β complex. Which could
then interact with IL-1RAcP to construct the ternary IL-1RI-IL-1β-IL-1RAcP complex that would be the
functional assembly. This raises a very challenging yet fundamental question about the activation mechanism
of the IL-1 signalling complex that could influence all aspects of the IL-1 related immune responses including
computer-aided drug design and rational drug discovery studies.
Here, molecular modeling approaches were used to address the entire structural mechanism of the IL-1RI
activation in the glycosylated form. The dynamical pattern of the fully glycosylated IL-RAcP was investigated to clarify if the accessory protein adopts a compact conformation similar to IL-1RI in the glycosylated
form. It was shown that the fully glycosylated IL-1RAcP remains consistently extended in its dynamical
pattern. Furthermore, dynamics of the glycosylated IL-1RI compact conformation in complex with the
glycosylated IL-1RAcP was investigated using both conventional and advanced sampling techniques. The
collected observations showed that although the interactions between the two proteins are weakened, the
resulting complex is abiding. Suggesting that the IL-1RI-IL-1RAcP complex formation does not require the
primary binding of IL-1β to IL-1RI and could be the secondary complex and not the ternary complex in
the IL-1RI functional assembly (Figure 1.A-B). Although this mechanism is proposed solely by performing
extended atomistic simulations of the complex, its very basic foundation is already experimentally validated.
Adoption of the IL-1RI compact conformation in complex with a therapeutic peptide was shown in an X-ray
crystal structure earlier [21]. This conformational arrangement was suggested to act as a down-regulation
mechanism for IL-1RI functioning [21]. Dynamics of the glycosylated extended IL-1RI in complex with glycosylated IL-1RAcP was also studied and it was shown that the glycosylated “extended IL-1RI-IL-1RAcP”
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is the most stable form of the complex in which the IL-1RI is locked in the extended state by the glycans
attached to its extracellular domain. In addition, IL-1βbinding site is entirely exposed in this form. Hence,
the IL-1RI-IL-1RAcP-IL-1βcould be the ternary complex and the final step to form the functional assembly
(Figure 1.C-E). The critical role of glycans in locking the extended IL-1RI and IL-1RAcP together was then
explored by removing those glycans that result in either adoption of the compact conformation in IL-1RI and
weakening of the complex, or in a close-by contact between the two proteins that leads to destabilizing fluctuations. For the rest of the text and figures, the glycosylated forms of IL-1RI and IL-1RAcP extracellular
domains will be referred to as: gIL-1RI and gIL-1RAcP respectively.
Methods
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Model building of the glycosylated IL-1RAcP and two glycosylated complexes of the compact
IL-1RI-IL-1RAcP and extended IL-1RI-IL-1RAcP
Chain B of the PDB ID 3O4O [13] was selected as the initial model of the IL-1RAcP extracellular domain.
For the fully glycosylated model, the structure was glycosylated at Asn37, Asn87, Asn176, Asn198 and
Asn279 using the GLYCAM online builder [38]. An identical common type of eukaryotic oligosaccharide
glycan was attached to all the glycosylation sites [22]. This oligosaccharide model is selected as a primary
model of glycosylation that occurs in normal human cells [22]. Details of the structure and glycosidic linkages
of the attached oligosaccharides can be found in Supplementary Figure 1. The same type of oligosaccharide
was attached to Asn83, Asn176, Asn216, Asn232, Asn246 and Asn280 of the compact and extended IL1RI extracellular domain using the GLYCAM builder [38]. Glycosylated model of the compact IL-1RI-IL1RAcP complex was built by superimposing the compact conformation of IL-1RI onto the crystal structure
of the extended complex (PDB ID 4DEP) [14]. This superimposition is reliable as the structure of the
compact glycosylated IL-1RI was generated after several cycles of minimizations, heat-ups, equilibration and
production MD that was performed on the glycosylated IL-1RI crystal structure (PDB ID 4DEP, chain E)
[6]. The resulting complex was also minimized in two cycles of 7500 steps in total (see the molecular dynamics
simulations section) to remove the plausible steric clashes within the complex. Extended glycosylated model
of IL-1RI-IL-1RAcP complex was obtained by superimposing the IL-1RAcP structure to the crystal structure
of the extended complex (PDB ID 4DEP). The resulting complex was minimized with a similar protocol
mentioned above for the compact complex. Models for the control simulations of the extended IL-1RI-IL1RAcP complex with the removed glycans were built by not attaching the oligosaccharides to Asn216-IL1RI/Asn279-IL-1RAcP and Asn216, Asn232-IL-1RI/Asn279-IL-1RAcP of the complex and similar energy
minimization protocol as mentioned above was applied to each model.
Molecular dynamics simulations
All molecular dynamics simulations were carried out with AMBER16 package [39, 40]. Parameters and
topology files required for molecular dynamics were created with xleap module of AMBER package. Protein
residues of IL-1RI and IL-1RAcP were presented with AMBER ff14SB force field [41]. Glycan units of the
oligosaccharides attached to the IL-1RI and IL-1RAcP extracellular domains were presented with GLYCAM06j force field [42]. Glycosylated IL-1RAcP and the fully and partially glycosylated complexes of compact
IL-1RI-IL-1RAcP and extended IL-1RI-IL-1RAcP were immersed in a box of TIP3P waters keeping at least
10Å distance from the solute atoms to the edge of the box and the systems were neutralized by adding
counter ions. All systems were minimized in two cycles of 1500 and 6000 steps of steepest descent/conjugate
gradient [43]. The protein was restrained in the first cycle of each system to relax the waters and ions. The
whole complex was then minimized in the second cycle with no restraint. Next, the systems were heated up
to 300K and equilibrated for 250ps. Production runs were carried out for 50ns in three/six replicates under
isothermal-isobaric (NPT) ensemble scheme with the total simulation time of 1.2μs. A detailed description
of all simulations can be found in Table S.1. Constant pressure dynamics was carried out by using a weak
coupling algorithm [44] with the reference pressure set to 1 bar and maintained with a relaxation time of 1
ps. The Temperature was maintained at 300K using Langevin dynamics [45, 46] with a collision frequency of
1ps-1K. The nonbonded interactions (electrostatic and VDW) were computed with a 9Å cut-off value and the
particle mesh Ewald method was applied to simulate the long-range electrostatic interactions [34]. accelerated
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Molecular Dynamics (aMD) has shown to improve the insufficient phase-space sampling experienced in the
classical MD significantly [47-49]. Thus, three replicates of 50ns aMD simulations were carried out on the
fully glycosylated compact IL-1RI-IL-1RAcP to explore the stability of this complex. The average total and
dihedral energies obtained from a 50ns classical MD of the fully glycosylated compact IL-1RI-IL-1RAcP
complex were used for calculations of the boost energy (E) and acceleration parameter(α)for the aMD
simulations. A dual boost in the total and torsional energy has been added to the system using the well
established protocol that is developed by the team of Andrew McCammon [47-51] and has been integrated
within the AMBER package [39]. Starting structure and the rest of the input parameters were the same as
the ones explained for classical MD. All aMD simulations were followed by another 50ns classical MD to
allow the system to regain its conventional dynamical pattern.
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Analyses of the MD trajectories
RMSD and domain-domain/interacting amino acid pairs distances were calculated with VMD package [52]
and cpptraj module of AMBER17 tools [53] respectively. All calculations were carried out over the 50ns of
the simulations on the backbone atoms (Cα, C, and N) of the protein complex. The trajectories were fitted
to the initial model of each system in order to present the conformational changes of all simulations from a
fixed reference point. Hydrogen bonds analysis was performed on the last 10ns of the simulations with the
python code HBonanza 1.01 [54] and the bonds with persistently of >75% are reported. All figures were
made with VMD [52] and PyMOL [55].
Results
Dynamics of the glycosylated IL-1RAcP
Functional assembly of the IL-1RI is constructed by two glycosylated IL-1RI and Il-1RAcP receptors and
one cytokine [14]. Dynamics of the fully and partially glycosylated IL-1RI showed that the receptor often
adopts a compact conformation upon glycosylation and remains in that state persistently [6]. Hence in this
study, dynamics of the fully glycosylated IL-1RAcP was addressed first. RMSD plots showed that the fully
glycosylated IL-1RAcP is noticeably flexible (Figure S.2.A). Visualization of the MD trajectories showed
that the glycosylated IL-1RAcP remains consistently extended during the simulations time and does not
adopt a compact conformation (Figure S.2.B-D).
The non-signalling complex of compact IL-1RI with IL-1RAcP is highly stable
The extended gIL-1RAcP forms two types of complexes with compact and extended gIL-1RI. The compact
gIL-1RI-gIL-1RAcP type of complex must be the most populated IL-1RI assembly as the apo gIL-1RI is
mainly in the compact state. Dynamics of the compact gIL-1RI-gIL-1RAcP complex was initially explored
in six replicates of conventional MD simulations (Figures 2.A and S.3). All RMSD plots present a similar
dynamical pattern for the complex. Where the accessory protein is the flexible unit of the complex and
the IL-1RI is clearly more stable (Figure 2.A and S.3). Visualization of the MD trajectories shows that the
compact gIL-1RI remains compact and connected to the gIL-1RAcP in all of the simulations (Figure 3).
Calculation of the distance between the center of masses of DIII of gIL-1RI and DIII of gIL-1RAcP showed
that the compact gIL-1RI-gIL-1RAcP complex presents the highest DIII-DIII distance with the highest
fluctuations throughout the simulations (Figure S.4). Thus, the interactions between the compact gIL-1IRI
and gIL-1RAcP are mainly through DII-DII of the two receptors (Figure 3) and they are weakened compared
to the extended gIL-1RI-gIL-1RAcP complex (Figure 4). To ensure that the compact gIL-1RI-gIL-1RAcP
is in fact stable, three replicates of aMD were carried out to enhance the conformational sampling of the
system. Each aMD simulation was followed by another classical MD simulation to allow the system to regain
its conventional dynamical pattern. RMSD plots present similar results to the classical MD simulations of
the complex (Figure 2.B-C). Where the IL-1RI is the less flexible unit of the complex and the fluctuations
are mainly raised by IL-1RAcP (Figure 2.B-C). Visualization of the simulation trajectories and distance
calculations between DIII of the gIL-1RI and DIII of the gIL-1RAcP show that by undergoing the enhanced
sampling, the complex becomes well-settled in the compact conformation (Figures S.3-S.4). The smallest
distance values with the least fluctuations among the compact complex simulations were observed in the
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classical MD simulations that were carried out following the aMD simulations (Figures S.3). Approving that
by increasing the simulation time, which is aimed to achieve with performing aMD, the compact gIL-1RIgIL-1RAcP complex becomes more stable. The compact gIL-1RI-gIL-1RAcP complex is a “non-signalling”
complex as the compaction of the IL-1RI occludes its cytokine binding site (Figure 1.A). Thus the stability
of the compact complex that is expected to be the most populated type of IL-1RI complex suggests a new
down-regulation mechanism for the IL-1RI signalling that is different from the decoy receptor (IL-1RII) and
binding of the receptor antagonist (IL-1ra) to IL-1RI that was reported before. This mechanism would be
referred to as the non-signalling pathway here (Figure 1.A-B).
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The signalling complex is locked in the extended form by interconnected glycans
It was suggested that the extended form of gIL-1RI also exist in a low population [6] and could form a
complex with the gIL-1RAcP. The model of such complex was built (Figure 1.D) and its dynamical pattern
was simulated here. RMSD plots of the extended glycosylated complex simulations show that similar to the
compact complex, the overall flexibility raises from the IL-1RAcP dynamics while the IL-1RI is more stable
(Figure 2.D). The distance between DIII-DIII of the two proteins is ˜10Å smaller than all of the compact
simulations and remains stable during the simulations time (Figure S.4). Visualization of the MD trajectories
showed that the two oligosaccharide glycans from IL-1RI (attached to Asn216) and IL-1RAcP (attached to
Asn279) “lock” the complex in the extended conformation by forming several persistent hydrogen bonds
with the two proteins and within themselves (Figure 5.A). Detailed list of the persistent protein-glycan and
glycan-glycan hydrogen bonds can be found in Tables S.2-S.3. This lock arrangement is formed in the way
that the oligosaccharide attached to each subunit of the complex forms persistent hydrogen bonds with
the opposite subunit of the complex (Figure 5.B-C). Such an arrangement would necessarily maintain the
extended gIL-1RI-gIL-1RAcP complex in the extended form and does not allow the IL-1RI to adopt the
compact conformation (Figure S.4). Furthermore, persistent hydrogen bonds between monosaccharides of
each glycan contribute to the structural arrangement by maintaining the tertiary structure of the complex.
While the gIL-1RI-gIL-1RAcP complex is locked in the extended form, cytokine binding site of the IL1RI extracellular domain will remain exposed and could interact with the ligands to form the signalling
assembly (Figure 1.E). The strength of this hypothesis that the lock structural arrangement maintains the
extended complex, can only be tested by removal of those two glycans that form this arrangement. As
such experiment is surely feasible with molecular modelling, two sets of conventional MD simulations were
performed on the models of the extended gIL-1RI-gIL-1RAcP complex with the glycans at Asn216(IL-1RI)Asn279(IL-1RAcP) and Asn216, Asn232(IL-1RI)-Asn279(IL-1RAcP) removed (Table S.1). The second model
was considered to remove the oligosaccharide attached to Asn232 of the IL-1RI that is in the proximity of the
lock arrangement in order to eliminate any plausible protein-glycan interaction in this region entirely. These
two systems with the above-mentioned glycans removed from the complex will be referred to as the partially
glycosylated complex. The dynamical pattern of the partially glycosylated complexes showed that unlike the
fully glycosylated complex (Figure 1.D), the IL-1RI is the more flexible subunit of the complex while the IL1RAcP is stable (Figures 6.A-B and S.5). The flexibility of the IL-1RI in the partially glycosylated complexes
is due to the compaction of the extended receptor or its close-by contact with the accessory protein (Figure
6.D-E). It was shown that the lack of locking interactions upon removal of the glycans lead to distability
of the extended complex that mainly arises from the conformational changes of the IL-1RI. Visualization of
the simulation trajectories and distance plots between the centers of masses of DIII of IL-1RI and DIII of
IL-1RAcP shows that compared to the fully glycosylated complex, here the two DIIIs either dissociate from
each other with ˜5Å increase in the distance values (Figure 6.C and 6.D) or they move close to each other
with ˜3Å decrease in the distance values (Figure 6.C and 6.E). Both of these changes occurred within the
first 10ns of the trajectories and remained persistent throughout the simulations time. These observations
showed that the lock arrangement does indeed maintain the extended gIL-1RI-gIL-1RAcP complex. One
should note that according to the above-mentined observations, the role of this conformational arrangement
is in maintaining the optimal distance between the two proteins and not solely in keeping them close to each
other. And it is worth mentioning that although the time scale of the simulations here is very much limited
compared to the currently available simulations in the biomolecular modelling field, the mechanism that was
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explained here is not an evolution of dynamics that is dependent on the simulation time. As the glycosidic
linkages and formation of the complex are set apriori to the sampling. Thus, the time scale limitation of
this work was overcome by performing several replicates of the extended system and by testing the proposed
mechanism by removing the involved glycans and performing several control simulations.

Posted on Authorea 27 Apr 2020 — CC BY 4.0 — https://doi.org/10.22541/au.158802236.65289521 — This a preprint and has not been peer reviewed. Data may be preliminary.

Discussion
IL-1RI is arguably the most studied transmembrane receptor in the molecular machinery of immune responses upon several conditions such as asthma, arthritis, cancer, injury and infection [1, 3, 4, 56]. The
complexities that arise from binding of several agonist and antagonist ligands to IL-1RI extracellular domain
[1, 13, 14], functioning of homologous decoy [2, 18] and signalling transmembrane receptors that either compete with IL-1RI ligand binding in the extracellular matrix or trigger the overlapping inflammatory pathways
in the intracellular matrix [57], makes this receptor’s activation mechanism extremely challenging to fathom.
Consequently, the in-silico drug design approaches that are extensively in use and have shown promising
results in targeting other disease-related transmembrane receptors [58, 59] are limited in the case of IL-1RI.
If one aims to narrow down the multi-dimensional functioning mechanism of IL-1RI to one fundamental
step, it would be the formation of its functional assembly. In fact, several X-reay crystallographic studies
attempted to address the formation of this assembly [13, 14, 20, 21]. However, as all the crystal structures
of the functional assembly are obtained in full and by resolving only the extracellular domains of the IL-1RI
and IL-1RAcP in an unglycosylated/underglycosylated form, the underlying molecular mechanism of its
formation has remained unclear. And due to the extremely large size of this assembly that is consists of 828
amino acids and 11 oligosaccharides that each one consist of at least 5 monosaccharides, atomistic molecular
modelling investigation of its formation mechanism is extremely challenging and computationally expensive.
In this study, the entire molecular mechanism for the formation of glycosylated IL-1RI functional assembly
is explained at the atomic level. Which showed that binding of the gIL-1RAcP to compact and extended
conformations of gIL-1RI forms two types of stable non-signalling and signalling functional assembly respectively. The non-signallling assembly could act as a down regulating mechanism of IL-1RI functioning in the
cell and the signalling assembly triggers the inflammatory pathways upon the IL-1β binding. Glycosylation
is the structural basis of formation of both assemblies. By maintaining the gIL-1RI in the compact conformation that forms the non-signalling complex and by locking the singalling complex in the extended form.
The locked assembly is maintained by specific arrangement of oligosaccharide glycans that are attached to
Asn216, Asn232 of IL-1RI and Asn279 of IL-1RAcP. The arrangement is formed by several persistent hydrogen bonds between the oligosaccharides attached to each protein with the other protein in the complex and
persistent hydrogen bonds within each oligosaccharide. However, there are two major drawbacks to this proposed mechanism. First is the lack of cell-membrane and transmembrane domains of IL-1RI and IL-1RAcP
in the simulations and second is the limited time scale of the performed simulations. With fully appreciating
these drawbacks, by referencing to several previous experimental and computational studies and performing
advanced molecular modelling techniques here, it was attempted to overcome these drawbacks and provide
comprehensive information to the community. MD simulations of the transmembrane receptors without embedding the transmembrane domains in the cell membrane has been carried out in several other studies of
the same or similar receptors and they were successful to reproduce the experimental results if the system is
relaxed properly [6, 34, 60, 61]. And the time scale of the MD simulations is mainly dependent on the studied
biological phenomenon. Here the glycosidic linkages and formation of each type of complex are set apriori to
the sampling and the conformational transference between the two states was not required. The purpose of
the MD simulations here is to observe the structural role of the attached glycans and their effect on the global
dynamics of systems. This was achieved by performing several replicates of conventional MD simulations on
each complex and by implementing accelerated MD to enhance the dynamics observed in the conventional
MD (Table S.1). The mechanism of the lock arrangement in the extended complex was tested by removing
the glycans proposed to regulated this arrangement and performing several control simulations (Table S.1
and Figure 6). Thus the mechanism proposed here is highly reliable based on the current experimental and
computational available information of the system and could set the related drug-design attempts on a new
path. Inhibition of the IL-1RI downstream signalling pathways at the genomic level could be experimentally
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achieved by mutation of the specific glycosylation sites; Asn216, Asn232 of IL-1RI and Asn279 of IL-1RAcP
that their attached glycans form the lock arrangement. While promotion of the IL-1RI signalling could be
feasible by introducing new glycosylation sites in the proximity of the lock arrangement that could reinforce
the interactions. On the other hand, the computational drug-design approaches could focus on IL-1RI-IL1RAcP interactions rather than targeting the cytokine binding site. Monoclonal antibody or small peptide
designs that block the IL-1RAcP binding to IL-1RI could severely suppress its signalling as it was shown
before [62, 63]. The above-mentioned suggestions for the biochemistry assays would be most effective if the
mechanism presented here regarding the structural effects of glycans and the atomistic interactions they form
is first experimentally validated. Expression and purification of IL-1RI and IL-1RAcP extracellular domains
in the mammalian cells and analysis of the N-linked glycans by the mass spectroscopy method especially for
the Asn279 of IL-1RAcP and Asn216 of IL-1RI that can participate in mutual glycan-protein interactions
could be a reliable approach for this purpose.
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Figure legends
Figure 1: Schematic presentation of the IL-1RI functional assemblies.
IL-1RI functional assemblies mediate two non-signalling and signalling pathways through the IL-1RI compact
and extended conformational states. Both compact and extended states co-exist in equilibrium while the
former is the most populated conformation that is maintained by glycosylation. The non-signalling pathway
works by interaction of the compact gIL-1RI with the gIL-1RAcP (A) to form the gIL-1RI-gIL-1RAcP
secondary complex (B) . Extracellular domains of gIL-1RI and gIL-1RAcP are shown with magenta and
marine cartoon/transparent surface respectively. Oligosaccharide glycans are shown with atom name sticks.
Transmembrane domains and intracellular TIR domains are shown with yellow and dark yellow cartoons
for both receptors. The membrane lipid bilayer is shown with grey cartoons. In the signalling pathway,
the extended gIL-1RI that is expected to be the less populated conformation of the receptor, interacts with
the gIL-1RAcP (C) and forms the gIL-1RI-gIL-1RAcP secondary complex(D) . Agonist IL-1βbinds to the
secondary complex through its exposed binding site on the extended IL-1RI and forms the gIL-1RI-gIL1RAcP-IL-1β ternary complex (E) . C-E coloring is the same as the ones mentioned in A-B.
Figure 2. Average backbone RMSD plots of compact gIL-1RI-gIL-1RAcP (A-C) and extended gIL1RI-gIL-1RAcP complex(D) . Values were averaged over six replicates of the classical MD simulations.
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RMSD of the overall complex, IL-1RI and IL-1RAcP are presented with black, magenta and marine plots
respectively.
Figure 3. Visualization of the glycosylated compact IL-1RI-IL-1RAcP complex from the classical MD simulations. Final structures of the simulations are presented in Figures A-F . Each structure
was superimposed onto the first structure of its corresponding simulation. Extracellular domains of gIL-1RI
and gIL-1RAcP are shown with magenta and marine surface respectively. Oligosaccharide glycans are shown
with atom name sticks.
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Figure 4. Distance between backbone atoms of the IL-1RI and IL-1RAcP interacting pairs are
shown with blue and magenta plots respectively. Values are calculated from all replicate simulations of each
system. The interacting pairs were reported in crystallographic structures of the IL-1RI-IL-1RAcP complex.
Figure 5. Extended IL-1RI-IL-1RAcP complex is locked in this state by several persistent hydrogen
bonds formed between the extracellular domains of IL-1RI and IL-1RAcP with the other protein’s glycans
and the persistent hydrogen bonds within they glycans. Extracellular domains of IL-1RI and IL-1RAcP are
shown with magenta and marine cartoon/transparent surface respectively. While both IL-1RI and IL-1RAcP
are fully glycosylated, for the sake of simplicity, only the one oligosaccharide attached to IL-1RI and the one
attached to IL-1RAcP that form the lock arrangement together are presented with atom name sticks here.
The yellow and green colouring of the carbon atoms were used to present the oligosaccharides attached to
IL-1RI and IL-1RAcP respectively. (A) The two oligosaccharides that lock the complex in the extended
form are the ones attached to Asn216 of IL-1RI and Asn279 of IL-1RAcP. Upon binding of the extended
IL-1RI and IL-1RAcP together, the glycans attached to each subunit of this dual-protein-construct forms
persistent hydrogen bonds with the opposite subunit that acts as a lock to maintain the extended complex.
The persistent hydrogen bonds within each oligosaccharide that support the tertiary structure of the locked
extended complex are not shown here form simplicity. A detailed list of those hydrogen bonds can be found
in Table S.3. (B) Visualization of some persistent hydrogen bonds formed between Asn216/Pro292(IL-1RI)Man5(IL-1RAcP attached glycan at Asn279) and (C) between Asn279/Thr273(IL-1RAcP)-Man5(IL-1RI
attached glycan at Asn216) are presented with black dashed lines. The full list of these protein-glycan
hydrogen bonds can be found in Table S.2.
Figure 6. Destabilizing effect of the “locking” glycans removal from the extended complex.
Average backbone RMSD plots of the partially glycosylated extended IL-1RI-IL-1RAcP complex. Glycans
were removed at Asn216 of IL-1RI and Asn279 of IL-1RAcP (A) and at Asn216 and Asn232 of IL-1RI and
Asn279 of IL-1RAcP (B) . Values were averaged over three replicates of the classical MD simulations for
each system. RMSD of the overall complex, IL-1RI and IL-1RAcP are presented with black, magenta and
marine plots respectively.(C) Distance between center of masses of DIII of IL-1RI and DIII of IL-1RAcP
was calculated for the partially glycosylated systems and it was compared with the values from the fully
glycosylated extended complex. Values from the simulations of the partially glycosylated systems with the
glycans removed at (Asn216 of IL-1RI and Asn279 of IL-1RAcP) and (at Asn216 and Asn232 of IL-1RI and
Asn279 of IL-1RAcP) and the fully glycosylated complex are shown with violet, cyan and magenta plots
respectively. (D-E) Visualization of the destabilizing effect of the removal of the glycans that are involved
in maintaining the IL-1RI-IL-1RAcP complex in the extended form. Elimination of these glycans will either
result in compaction of the IL-1RI (D) or a close-by contact between DIII-DIII of the two receptors that
disturbs the optimal distance.
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