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Introduction

Proteins are multi-scale biomolecular machines with coupled structural organizations across time and
length scales. Each level of these structural organizations links to some functional behaviour and
the related scales can span across several orders of magnitude [1]. Understanding protein dynamics
across scales is especially important in a problem such as peanut allergy, an immunoglobulin
E (IgE)-mediated hypersensitivity [10]. The mechanism of an allergy reaction elicitation is so poorly
understood that there is yet no methodology that can a priori robustly predict the allergenicity of a
protein.
Allergen protein studies has been focused on epitopes and critical residues. Epitopes are linear
fragments of digested proteins that can bind to IgE in experiments. The major peanut allergen Ara h
1 is identified with at least 23 stable epitopes [13, 11, 12]. Among these epitopes, No. 8 and 14 are
immunodominant, as they can bind to most of the IgE samples. Site-directed mutagenesis showed
that point mutations at certain residues have strong impact on their binding affinity [14]. Therefore,
these residues are called critical residues. Negative proteins are structurally similar to allergens,
but they do not exhibit allergenic potential. Distinguishing between allergens and negative controls
remains difficult computationally. Oxalate decarboxylase (OxdC) shares 40% sequence similarity
and 68.6% structural similarity with Ara h 1. Another negative control, MnCA (Mn2+-cupin A), is
21% sequentially and over 68.4% structurally similar to Ara h 1. Neither has been shown to trigger
allergenicity so far, even though they are structurally clustered together within their superfamily [15].
Understanding peanut allergens at the molecular level and differentiating the dynamics among similar
proteins is therefore important for shedding light to the problem of peanut allergenicity.
A series of computational methods have been developed to extract information from allergen proteins,
and infer their allergenic potential. However, differentiating similar proteins based on their allergytriggering capability is still difficult [16, 17, 18, 19]. If not large-scale molecular simulation studies
that is specifically designed and optimized, atomic-level simulation methods are still prevented
from reaching functionality related scales [2, 3, 4, 5, 6]. In order to reach the scales where global
dynamics of proteins are accessible, coarse-graining methods have been proposed with certain levels
of success [7, 8, 9], at a cost of loss of generality and of smearing the detailed physico-chemical
atomic interactions.
We address the question of peanut allergenicity from a dynamics perspective, by studying the
dynamics on graphs that are encoded with protein structural information at the atomistic level. In
the meantime, we develop a computational mutation method to identify hot spots, residues that
impact the global dynamics of an allergen. So far as we know, this is the first time that a multi-scale
graph-partitioning method is applied for allergy understanding.
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Methodology

We apply Markov Stability [21] to analyse the allergen graph, an undirected, weighted atomic graph
generated from the allergen protein conformation using energy functions. The conformation can
be obtained from the RCSB Protein Data Bank [20], amongst many public structural repositories.
By optimizing Markov Stability value at each Markov time, we find the optimized partition where
a random walk is most likely to remain. Significant partitions are obtained in increasingly coarser
communities. In the case of a protein graph, this process allows us to scan across resolutions and find
clusters corresponding to meaningful biochemical groups at different granularities. These groupings
correspond to groups of atoms moving coherently across certain scales. The duration of the partition,
together with its robustness to perturbation, allows us to map out dynamical properties of the protein.
Let us define an undirected and weighted graph G(V,
PnE), denoted by the adjacency matrix A of
rank n. The vertex degrees of the graph are di = ij Aij , and the degree matrix is defined as
D = diag(d). On such a graph, we consider a continuous-time Markovian process that is governed
by the combinatorial Laplacian, L = D − A, as most appropriate for protein dynamics:
dP
1
=−
pL
dt
hdi

(1)

where hdi = (1T D1)/N is the average degree and P = pD−1 . Now the stationary distribution
correspondingly is the uniform distribution over all nodes: π = 1T /N .
Markov Stability is then defined as
r(t, P ) = tr(HT [Πc e−Lt/hdi − πcT πc ]H)

(2)

where c is the number of communities in the partition; H is a N × c indicator matrix of P with
entries Hij equal to 1 if node i belongs to community j and 0 otherwise; πc denotes the stationary
distribution defined above, and Πc are the diagonal elements of πc . The time t is the Markov time or
a dimensionless resolution parameter.
We use the Louvain algorithm, a greedy agglomerative method [22], to solve the partitioning problem.
The Louvain algorithm is deterministic, but the final solution depends on the order in which the
different nodes are scanned initially. This initial ordering, or the Louvain initial condition, can be
chosen at random every time the calculation is executed. We use the variability induced by our random
choice of the Louvain initial conditions, i.e. the Variation of Information (VI) [23], to estimate the
robustness of a partition. Other perturbations affecting edge weights or the quality function, for
example, have been considered in the past and shown to yield similar results [21]. We also developed
a linearised version of Markov Stability, which can produce similar partition results, with 20X times
or more speed-up, depending on the protein structure.
Another question of interest is the identification of hot spots that significantly impact the protein global dynamics when altered locally. To mimic in silico the process of this mutation procedure on the protein graph, we remove all edges representing weak interactions with respect to
the side chain of an amino acid node group. Then, the mutated graph is partitioned using Markov
Stability. We identify the mutations by filtering the outliers of robustness ensemble of multiple
mutations along with the VI vector of the original protein graph, using Gaussian process regression (GPR) [24]. The calculation can be realized using public libraries such as the gpml MATLAB
toolbox (http://www.gaussianprocess.org/gpml/code/).
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Experiments

The zooming at different resolutions starts by finding chemical groups at high resolution, then onto
amino acids and secondary structures, followed by segments and functional domains, and finally
merging all parts of the structure (Figure 1). From Markov time of 105 onwards, Ara h 1 exhibits
well-defined communities mostly by long plateaux. At longer time scales, where typically proteins
are functional, we observe the long-lived and robust communities in the two-barrel separation. This
is in line with how a protein with such an architecture should behave and agrees with our work on
other proteins. Interestingly, the intermediate time scales indicate less robustness. For example, the
VI of the four-way partition is unusually variable. Additionally, the N-terminus segment between F14
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Figure 1: Structural anatomy of the allergen Ara h 1 at all scales. (A) The atomistic structure of the
core of the monomer of Ara h 1 (PDB ID: 3S7E), (B) Markov Stability analysis of the core of the
Ara h 1 monomer. As the Markov time increases, we recover first the meaningful biochemical levels
of organization (chemical groups, residues and secondary structures), followed by large segments
partly corresponding to reported epitopes and finally partitions of the two large barrels. The detailed
community organization of the protein during the intermediate to slow time scales is presented in
(C). Eventually the protein partitions in the two-barrel domains. The varying VI is unusual with
merged flanking regions. (D) Correspondence between communities across intermediate timescales
and epitopes. The most persistent partition is linked with epitope 8, the immunodominant segment.

and R17 is partitioned into three consecutive communities. Indeed, it is difficult to find a reasonable
partitioning in this region. This lack of partitioning shows that the allergen protein structure is
susceptible to local disturbances and may also imply its adaptability to multiple conformations for
IgE binding or further aggregation.
Certain communities across those intermediate time scales correlate with some of the proposed
epitopes. At each time step, each community was sequentially compared with each of the experimental
epitopes by overlapping their atoms. As all Ara h 1 epitopes are linear, communities with breakages
were not considered. When one community overlapped with a certain epitope with over 80% of their
atoms, a correspondence was established. As epitope 14 is over twice the size of others, its failing
threshold was set to 30%. No community can be mapped with epitopes at larger scales, because
smaller communities will merge into large functional domains, indicating global dynamics. Epitopes
8 and 14 last much longer than the others, whereas epitopes 2, 11 and 13 did not manifest themselves
as single communities. Epitope 8 is an immunodominant epitope, so the persistence of a community
is to some extent related to its allergenicity. Note that epitopes appear and reappear due to either
merging of communities, for example, epitopes 1 and 3 or breaking of communities of an epitope, for
example, epitope 9. As a comparison, there are no linear epitopes identified in OxdC or MnCA.
We compare the Markov Stability analysis results of Ara h 1 and its two controls. As discussed
in the Introduction section, the three proteins are structurally similar and share the two-barrelled
configuration. The two-domain motions are the same when either protein opens and closes around the
virtual dyad axis and in fact appear as the final two community partition at the end of the calculation.
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However, the evolution of communities is distinct between the allergen and the other structures,
reflecting the differing functions they need to perform.
Ara h 1 and OxdC have significantly different number of partitionings even at shorter time scales,
indicating different local movements. As time progresses, OxdC formed its C-terminus barrel
community first, followed by the other barrel. Then, the C-terminus barrel was split into two, with a
varying inner boundary for some time period. When the C-terminus barrel was complete again, it
started to merge outside residues, before eventually the two barrels emerged as the two partitions.
A similar process was observed in the MncA case. In contrast, the allergen followed a continuous
merging of communities until the final two barrels formed.
In summary, two distinct community evolution processes appear: the merging–splitting–merging
process is shared by OxdC and MncA, whereas the peanut allergen constantly merges more residues
into bigger communities. These different processes reflect their distinct functions: the allergen, in a
consistently co-operative trend, binds IgE at different timescales, while OxdC maintains itself and
reorganizes its functional domains to catalyze and cleave carbon–carbon bonds. Most of the critical
residues of Ara h 1 are distributed on the outside, so the binding process, generally happening on the
flanking helices and loops, will not affect the barrel on the inside. In contrast, for OxdC, in addition
to its manganese-binding sites positioned in the middle region of each barrel, Just et al. [25] argued
that E162 is a new candidate for the crucial proton donor through substantial conformational change.
Consequently, protein segments need to readjust, reflected by the splitting and reforming barrels,
which may help explain the different community merging process.
We finally show the VI between every mutant of the peanut allergen Ara h1 with the wild type
according to the procedure described in the aforementioned Methodology section. Two residues were
picked up as having a significant effect by our procedure, namely E222 and H211. E222 is located
by epitope 5, whereas H211 is within epitope 14, beside the partitioning boundary residue A212 at
medium scales, and not far from E222. As these two residues are directly related to epitopes, it is
both their binding affinity and their conformational dynamics that seem to be altered by the mutation.
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Conclusion

We studied the major peanut allergen Ara h 1 as well as its structurally similar negative controls
through an atomistic-based graph partitioning methodology, based on Markov Stability, as a viable
approach for unravelling protein dynamics across multiple scales. By partitioning the graphs generated
from the 3D protein conformation, we are able to find meaningful communities at different resolutions
related to scales and functional activities. We identified an intermediate time scale where non-robust
communities are related to epitopes, known regions important for allergenic response. We observed
distinct coupling routes between levels of dynamics from atomic movements up to functional domains,
which may influence the differing functions of IgE-binding activities. Finally, two distal residues had
strong impact on the global dynamics when they were mutated by computational alanisation. The
extent of the mutational effects and the pathways that may link epitopes are subject of future work.
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