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1 Abstract
Inflammation is a critical component in the body’s response to injury. A dysregulated
inflammatory response, in which either the injury is not repaired or the inflammatory response
does not appropriately self-regulate and end, is associated with a wide range of inflammatory
diseases such as sepsis. Clinical management of sepsis is a significant problem, but progress in
this area has been slow. This may be due to the inherent nonlinearities and complexities in the
interacting multiscale pathways that are activated in response to systemic inflammation,
motivating the application of systems biology techniques to better understand the inflammatory
response. Here, we review our past work on a multiscale modeling approach applied to human
endotoxemia, a model of systemic inflammation, consisting of a system of compartmentalized
differential equations operating at different time scales and through a discrete model linking
inflammatory mediators with changing patterns in the beating of the heart, which has been
correlated with outcome and severity of inflammatory disease despite unclear mechanistic
underpinnings. Working towards unraveling the relationship between inflammation and heart
rate variability (HRV) may enable greater understanding of clinical observations as well as novel
therapeutic targets.
Keywords: Systems biology, heart rate variability, circadian, microarray, autonomic
dysfunction

2 Introduction
Inflammation is the complex, multiscale physiological response of an organism to
biological stressors that is required for immune surveillance and regeneration after injury. Under
normal circumstances, the endpoint of inflammation is a favorable outcome as homeostasis is
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restored. However, when anti-inflammatory processes fail to sufficiently counteract proinflammatory signals, inflammation becomes prolonged and can lead to uncontrolled systemic
inflammation which, in turn, can eventuate in various disease conditions or aggravate an already
existing disease process. Clinically, this presents a huge challenge in inflammatory diseases such
as sepsis [1], as therapies for the management and control of inflammation in septic patients are
limited.
It has long been well established that the control of inflammation plays a key role in a
variety of inflammation-related disorders. Novel therapies aimed at treating many inflammatory
diseases, such as rheumatoid arthritis and inflammatory bowel disease, with anti-cytokine
therapies have made great strides in recent years, but similar strategies have not produced
positive results in sepsis [2, 3]. One of the primary challenges hampering the discovery of new
therapies is the redundant, interacting pathways involved in the inflammatory response which
give rise to complex, unintuitive dynamics which resist straightforward reductionist study [4].
Thus, it is becoming increasingly evident that further progress requires a systems-level
understanding of inflammation [5-8]. This has motivated the investigation of computational
models of inflammation [9]. Inherent in these models are quantitative, explicit representations of
hypotheses, at a wide range of scales. Simple, reduced models of inflammation allow for
investigation of broad patterns and detailed mathematical analysis of system dynamics [10-12].
More complex models, often incorporating features like spatial heterogeneity and stochasticity
[13], allow for the exploration of more nuanced components on a more detailed system [14].
This type of work has significant translational potential in areas such as rationalizing drug
development and clinical trials to optimizing patient care [15, 16], which are particularly critical
tasks in inflammatory diseases such as sepsis, in which current treatment options are limited and
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mortality rates are high [17]. Critical in translational applications of models of inflammation are
experimental and computational work studying these responses in humans.
A great deal about the initial human response to infection has been learned from the
elective administration of endotoxin (lipopolysaccharide, LPS) [18-20], a major component of
the outer membrane of Gram-negative bacteria that activates the innate immune system, leading
to inflammation. Although acute, systemic inflammation is but one component of sepsis
syndrome, a variety of useful surrogate experimental paradigms have been established that avoid
the complex pathophysiology and co-morbidities of human sepsis [21]. Human endotoxemia
precipitates signs and symptoms characteristic of clinical sepsis [21, 22], acute respiratory
distress syndrome (ARDS) [23], and trauma [24]. The administration of a low dose of endotoxin
to human subjects elicits significant dynamic transcriptional changes as well as hemodynamic
and neuroendocrine responses that mimic acute injury and early sepsis [25]. At the cellular scale,
innate immune cell activation leads to the production and release of both pro-inflammatory and
anti-inflammatory cytokines, which are proximal mediators of the systemic inflammatory
response and of the compensatory anti-inflammatory response syndrome, respectively. At the
higher level, the central nervous system (CNS) regulates the immune response through activation
of the sympathetic and parasympathetic branches of the autonomic nervous system as well as the
hypothalamic-pituitary-adrenal (HPA) axis [26]. Further, heart rate variability (HRV), a systemlevel physiologic signal, is also diminished by low-dose endotoxin to human subjects.
In recent years, analysis of HRV has become attractive as a readily-available physiologic
metric that may give insight into the progression and recovery from diseases involving systemic
infection and inflammation. This phenomenon raises intriguing possibilities for understanding
the loss of inter-organ communication and coupling observed in critical illness [27, 28].

4

Decreases in HRV have also been studied and characterized as generalized responses to human
endotoxemia [29], raising intriguing possibilities for the disruption of signal output variability of
many organ systems as but one manifestation of systemic loss of complexity, as observed in
critical illness [25, 30]. In addition to this, autonomic imbalance, manifested as diminished
cardiac vagal function and prevalence of sympathetic control of heart rate, is also elicited during
the acute inflammatory condition mediated by endotoxin administration in healthy volunteers
[25]. It has been hypothesized that a reduction in HRV and cardiac vagal tone reflect increased
isolation of the heart from other organs. The hypothesis, originally introduced by Godin and
Buchman [31], suggests that healthy organs behave like biological oscillators coupled to one
another. Thus, reduced HRV reflects systemic-level loss of high level signal variability which is
associated with a less “healthy” state in hospitalized critically ill patients. This reduction in
complexity may have diagnostic value. Technology based on analysis of HRV signals is on the
verge of moving from the investigatory stages into the realm of clinical practice, as recently
evidenced by a successful clinical trial that reduced mortality from neonatal sepsis through
increased HRV monitoring [32]. Recent studies have also shown clinical applications of HRV
analysis as a predictive tool in trauma patients [33-36] as well as sepsis in adults [37] through an
increasingly-expanding library of HRV metrics [38].
Despite successes in correlating HRV with disease state, the underlying physiological
processes linking the recognition of danger signals by immune cells with systemic changes are
not well defined. The application of mathematical models to physiological dynamics is one
promising modality through which these goals could be accomplished [39-41]. In an effort to
establish quantifiable relationships among the components of the inflammatory response, we
proposed a multiscale model linking human endotoxemia and HRV, as a prototype model of
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acute inflammation and autonomic dysfunction in humans. In this paper, we review this
computational model and highlight its potential utility as derived from incorporating multiple
temporal and spatial scales, culminating in the overall network structure depicted in Figure 1.
First, transcriptional responses to human endotoxemia were identified from DNA microarray
experiments [18]. These responses were linked together through physicochemical modeling,
producing a quantitative model of the progression and resolution of systemic inflammation [42].
To account for endogenous and exogenous hormonal regulation of inflammation,
pharmacokinetic/pharmacodynamic models of epinephrine and cortisol were incorporated to
account for their immunomodulatory effects [43]. Then, dynamics of these molecular and
cellular patterns are linked to HRV through a continuous-discrete model. The output of the
combined model is a series of discrete heart beats, which are post-processed to determine HR
and HRV.

3 Data-driven physicochemical modeling of inflammation
Deciphering the connectivity and dynamics of emerging network architectures is a
critical task in the analysis of biological systems. The advent of methods that facilitate this task
is largely based on the rapid advances in monitoring changes at the cellular and molecular scales,
and especially by developments in measuring gene expression at the genome-wide scale [18] as
well as multiplexing techniques for analogous measurements of multiple proteins
simultaneously. Characterizing the behavior of a dynamic system requires defining the system’s
state space as it evolves over time. At the genome scale, orchestrated patterns in the expression
of genes define the transcriptional state of the system. Further, advances in “bedside”
technologies monitor the stage of a disease by measuring vital signs that define an individual
patient’s clinical outcome. As this technology has matured, what started as an attempt to classify
6

temporal patterns has evolved into sophisticated analyses capable of providing semi-mechanistic
disease progression models [44]. In this section, the process of linking the transcriptional
dynamics identified in high-throughput analysis techniques with biological function is discussed
within the context of data-drive physicochemical models of disease progression.

3.1 Identifying critical transcriptional responses to human
endotoxemia
As described above, there has recently been a growing interest in modeling the
inflammatory response as a set of key components that are considered to play a critical biological
role in the dynamics of the host response when exposed to various stressors such as infection,
trauma, hemorrhage shock, or other inflammatory stimuli [45, 46]. Thus, there is emphasis on
reducing the complexity of the computational models of inflammation by identifying a limited
number of time-dependent interactions amongst key elements that are highly sensitive to specific
modes of initiation and modulation of the response. This type of approach has been applied in
modeling system-level disease processes, like sepsis [47]. A number of prior studies [10-12, 45,
48] have placed significant emphasis on simulating inflammation based on the kinetics of wellaccepted constituents of the acute inflammatory response at the final effector level (typically
functional proteins or free radicals and their reaction products). One of the key features of these
models is the a priori postulation of certain components that are consistent with biological
knowledge to play a major role in triggering the inflammatory response; thus, the computational
integration of these well-vetted components can provide us with significant insight of how such
components behave over time, empowering their translational application as predictive controls
in clinical settings.
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The analysis discussed here follows a different but complementary approach, using gene
expression data from human endotoxemia experiments as originally reported by Calvano et al.
[18]. Blood samples were drawn from healthy human volunteers before as well as 2, 4, 6, 9, and
24 hours after LPS administration. From these samples, leukocytes were recovered through
centrifugation and subsequently total leukocyte RNA was isolated. Gene expression was
assessed through hybridization onto Affymetrix Hu133A and Hu133B oligonucleotide arrays,
yielding a total of 44,924 measured probe sets for each individual at each time point.
Such high-throughput experimental data allow for a more unbiased approach to
identifying key components of the inflammatory response. However, a major challenge is the
systematic identification of such representative biological features, based on experimental data
that can adequately represent the complex dynamics of a host undergoing an inflammatory
response. This process requires the decomposition of the non-linear dynamics of the response
into an elementary set that can serve as a surrogate for predicting the collective behavior of the
system. One approach used in the systems biology field has been to define principal drivers of a
response using techniques such as principal component analysis [49]. These methods, based on a
starting population of high-dimensional data at the protein level, are being employed to define
principal drivers in the response to trauma/hemorrhage [50], endotoxemia [14], traumatic brain
injury [51], and related inflammatory challenges in both animals and humans. Principal
components are orthonormal linear combinations of the data vector, with the property that they
carry the largest variances in several orthogonal directions. This is a method that reduces the
dimensionality of a problem by concentrating on just a few (usually up to five or six) statistically
most significant orthonormal linear combinations. Next, the “principal drivers” of inflammation
are identified by summing the weights of each analyte present in each of the principal
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components. These principal drivers can then be interlinked via mechanistic computational
models [7, 8, 50, 52].
An alternative answer to this problem can be identified through the analysis of gene
expression data aimed at monitoring the dynamics of the host response to an inflammatory agent,
exploring the idea that cellular responses correspond to dynamically converging highdimensional transcriptional trajectories. Decomposing the intrinsic dynamics of the entire system
into a reduced, modular set of responses enables us to both project and understand the complex
dynamics of the system by studying the properties of its essential dynamic parts. A central tenet
of Translational Systems Biology is that computational models should be calibrated against the
type of data that are available in the clinical setting [15, 53, 54]. Bedside sampling and
transcriptional profiling analysis of human blood leukocytes has become methodologically viable
[18], motivating the hypothesis that the genes that are most responsive to endotoxin are governed
by defined mechanisms and have concerted changes in their expression profile.
A systematic computational framework was recently proposed that decomposes highdimensional microarray data into an elementary set of temporal responses [55]. The underlying
hypothesis of this work is that there is a defined network structure underlying the emerging
dynamic inflammatory response. A corollary to this hypothesis is that these core inflammatory
responses might serve as surrogates for the dynamic evolution of the host response due to
endotoxin stimulation. In order to hone in on this core response, a micro-clustering approach is
first applied. The method is based on a symbolic transformation of time series data, which
assigns a unique integer identifier (hash value) to each expression motif. The symbolic
transformation of the expression motifs and the subsequent assignment of hash values to each
expression profile produces a distribution of motif values for all the available probes.
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Having assigned the temporal expression profiles to distinct motifs, the next task is to
select expression motifs that appear to be highly non-random, thus generating a sub-set of
transcriptional motifs which are considered to be the most characteristic of the target response
(e.g. exposure of the host to endotoxin). Based on these significantly enriched expression motifs
from the initial large set of micro-clusters, one next needs to identify a discriminating set of
critical temporal shapes that best characterize the intrinsic dynamic response of the system. Due
to the global nature of the transcriptional measurements and the fact that one does not select a
limited set of responsive genes a priori, the entirety of the transcriptional response is expected to
exhibit a Gaussian-type of response with no clear defining responses. The transcriptional state
(TS) of the system is defined as the overall distribution of expression values at a specific time
point, and the deviation of the system is then quantified at each time point versus a baseline
distribution (control time point) by applying the Kolmogorov-Smirnov test to compare a subset
of genes with the entire population of genes. Given the aforementioned metric, we are interested
in identifying the minimum number of expression motifs that characterize the maximum
deviation of the system. This selection problem is a combinatorial optimization problem for
which a stochastic simulated annealing optimization algorithm is applied.
When this analysis was applied to data on human volunteers subjected to endotoxemia,
three critical expression motifs were identified as enriched in critical and relevant biological
pathways: (i) Early up-regulation response (Pro-inflammatory component), such as genes in the
Toll-like receptor signaling pathway and members of the NF-κB/RelA family; (ii) Late upregulation response (Anti-inflammatory component), including genes in the JAK-STAT cascade
as well as IL10RB, which is assumed to be indicative of the IL-10 signaling cascade; and (iii)
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Down-regulation response (Energetic component), including genes that are mainly involved in
cellular bio-energetic processes.
This approach of high-throughput transcriptional screening of human blood leukocytes in
endotoxemia to gain insight into systemic inflammation is valuable in that it provides an in vivo
look into leukocyte-level responses in humans, rather than in an in vitro or animal model [18].
An animal model, for instance, would allow for the evaluation of systemic inflammation in a
variety of tissues, which is an important consideration given that blood leukocytes reflect only
one level of the inflammatory response. The in vitro nature of these experiments means that the
gene expression data reflects, in part, the complex regulatory structure in the human
inflammatory response which cannot be recapitulated through analysis of human cell lines.
An important caveat in evaluating gene expression data is potential differences the
dynamics of gene transcripts and proteins. While a more complete understanding would be
obtained through additional proteomic analysis, lacking such available experimental data, the
validity of analyzing gene expression data in human endotoxemia is supported by experimental
evidence showing correlations between mRNA and protein expression for key inflammatory
mediators in human endotoxemia [56] as well as the overrepresentation of inflammation-linked
genes and pathways identified in our analysis. Furthermore, because the data was modeled at the
level of clusters rather than accounting for the specific expression values of individual genes,
these mathematical models are valid with regard to specific predictions and insights. Therefore,
the analysis of gene expression data represents an effective technique to assess the dynamics of
the human endotoxemia response.
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3.2 Physicochemical modeling of transcriptional processes
Physicochemical modeling seeks to describe essential biological processes in terms of
equations that can be physiologically interpretable. Such models provide means to merge prior
knowledge with experimental data and underlying principles about processes whose components
(i.e. “pathway signals”) and connectivity are relatively well established [57]. Considering the
leukocytes as a well defined system, the purpose of traditional experiments is to qualitatively
characterize the cellular dynamics. The purpose of a systems biology approach, on the other
hand, is to reverse engineer quantifiable representations of the intracellular dynamics by
identifying (i) appropriate constitutive elements; (ii) the topology of the interactions among these
elements; and (iii) the quantitative relations among these elements. In the previous section, we
addressed the first issue, whereas now we will discuss how to construct the topology of the
underlying network that describes the dynamics at the leukocyte level.
The state of the art in mechanistic simulations of inflammation was recently discussed by
Vodovotz and coworkers [9]. Although black-box modeling has found widespread applications
in systems biology, the transcriptional analysis described above allows for the development of a
more mechanism-based model As such, a cellular physicochemical host response model is
developed to serve as transmittable repositories of knowledge, linking extracellular signals with
intricate signaling cascades essential for the onset and propagation of the host response. One of
the key assumptions underpinning this modeling effort is that intracellular signaling cascades
activate inflammation-specific transcriptional responses [58], which in turn lead to the
expression and modification of proteins that carry out the biological functions of inflammation.
In the endotoxin injury model, the inflammatory response is activated when endotoxin is
recognized by pathogen recognition receptors, initiating a complex signaling cascade that
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ultimately triggers essential signaling modules for the activation of pro–inflammatory
transcription factors. Although a large number of transcription factors are known to be involved
in inflammation, the NF-κB module is central, and has been the focus of much computational
modeling activity. An inadequate control of the transcriptional activity of NF-κB is associated
with the culmination of a hyper-inflammatory response, making this transcription factor a
desired therapeutic target in sepsis [59].
Each essential transcriptional motif is considered to be the manifestation of a process
involving synthesis and degradation terms. Specifically, the upstream activated signaling
complex (i.e. NF-κB module) serves as the “active signal” that indirectly gives rise to the “firstline” transcriptional response represented by pro-inflammation. Such stimulation is particularly
expressed as a linear function with respect to NF-κB activity (“pathway signal”) that affects the
production rate of the pro-inflammatory response triggered upon the recognition of LPS by its
receptor, which in turn is mathematically approximated as a standard ligand-receptor interaction
[57]. Further, the manifestation of the other emergent transcriptional events (i.e. antiinflammation, energetic response) is hypothesized to be the downstream effect with respect to
the initiation of the early pro-inflammatory response. For instance, pro-inflammatory influences
stimulate the energetic response whilst a dysregulation in the cellular bio-energetic processes
serves as a positive feedback danger signal to the pro-inflammatory response. The antiinflammatory response, on the other hand, serves as the essential immunomodulatory signal that
contributes to resolution of inflammation by inhibiting the production rate of the relevant
components that involve the pro-inflammation and energetic responses. The prototypical
responses to inflammatory stimuli are resolution, in which host dynamics favor a return to the
baseline state, or sustained (and perhaps irreversible) responses characterized by an ongoing,
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self-maintaining presence of inflammation driven by endogenous damage-associated molecular
pattern molecules.
In total, this physicochemical model of human endotoxemia captures experimental results
on the progression of the inflammatory response at the transcriptional scale. Thus, computational
models permit relevant steady states to exist, which in the case of inflammation can be equated
with “recovery/self-limited” or “uncontrolled/sustained inflammation” responses that might
reflect the clinical phenotype of critically ill patients. However, keeping in mind the ultimate
goal of translational applications, both the effects of immunomodulatory treatments and the
assessment of more clinically-accessible markers are critically important.

4 Modeling human endotoxemia
The model described in the previous section is comprised of molecular-level
physicochemical equations fit to gene expression data from microarray experiments. To further
account for the phenomena observed in human endotoxemia, this single scale model must be
extended to represent multiscale data and processes.

4.1 PK/PD models of immunomodulatory hormones
Anti-inflammatory drugs such as corticosteroids play a critical role in modulating the
progression of inflammation and significant prior research efforts have attempted to elucidate the
mechanisms driving corticosteroid activity. Such studies simulate the pharmacogenomic effect of
glucocorticoids at the transcriptional scale taking their mechanistic (signaling) action into
account by modeling (i) the binding of the corticosteroid to its cytosolic receptor; (ii) the
subsequent formation of the corticosteroid-receptor complex; (iii) the translocation of the
cytosolic complex to the nucleus that alters the transcriptional machinery, activating or
repressing numerous genes; and finally (iv) the auto-regulation of the gene transcript of the
14

glucocorticoid receptor. As such, the development of a physicochemical model of human
inflammation is developed that couples pro-inflammatory pathways with a pharmacokinetic
model of corticosteroids, to be used as a template for assessing anti-inflammatory intervention
strategies [43]. Typical responses involve a self-limited inflammatory response that resolves
within 24 hours post-endotoxin administration; the progression of an unconstrained
inflammatory response due to an increase in host’s susceptibility to endotoxin stimulus, as well
as due to a dysregulation in NF-κB signaling dynamics; and finally, the possibility of acute
hypercortisolemia “reprogramming” the dynamics of the system in favor of a balanced immune
response [60]. However, current challenges in developing such models include limitations in
prior knowledge and the specification of model structure. Oftentimes, prior knowledge is sparse
and the manifestation of a perturbation is difficult to describe explicitly using elementary kinetic
reactions. In the following section we will discuss possible mathematical representations that can
address this type of challenge.
Indirect response (IDR) models have been widely used in
pharmacokinetic/pharmacodynamic models simulating the physiological response of a system
exposed to an external signal or perturbation [61-63]. Our inability to explicitly model complex
signaling mechanisms using physicochemical principles makes indirect response modeling
appealing. The underlying assumption of IDR models is that external signals indirectly affect the
synthesis and/or degradation terms of the response. As a result, the existence of such signals can
either stimulate or inhibit the production and degradation rates of the response of interest. In the
absence of any external signal, the system lies at homeostasis and the baseline of the probed
response is defined by the balance of these two parameters. However, the presence of external
signals that perturb the dynamics of the system away from its equilibrium can be quantitatively
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represented by appropriate functions (stimulatory or inhibitory) that affect the production and/or
degradation terms of the manifested response.
Along these lines, we have also explored the relationship between circadian rhythmicity
and human endotoxemia [64]. Circadian rhythms are biochemical, behavioral, or physiological
processes that are entrained to a 24-hour periodic cycle, as have widely been observed in humans
and other animals from the scale of biochemical reactions, such as hormone production, to
behavioral patterns, such as regular sleeping and feeding times. Understanding the impact of
these rhythms is an important clinical challenge, given that it has been observed that sepsis
patients have a heightened risk of mortality between 2 a.m. and 6 a.m. [65].
Circadian rhythms may be important in human endotoxemia because several key
components of the inflammatory response have significant circadian patterns [66]. Cytokines
undergo circadian variations in plasma concentrations, typically peaking in the night [67-71].
Plasma cortisol concentration also exhibits a circadian pattern, peaking in the early morning. Due
to the immunomodulatory effects of glucocorticoids and the strong circadian pattern of plasma
cortisol concentration, cortisol has been implicated in the circadian entrainment of cytokine
production by leukocytes [69]. However, cortisol stimulates the production of anti-inflammatory
cytokines while inhibiting the production of pro-inflammatory cytokines [72, 73]. So, as most
cytokines peak near the same time in the night, a simple relationship with cortisol cannot explain
the circadian rhythms in cytokine production [69].
Another potential circadian regulator, melatonin, has also been implicated in the
mediation of crosstalk between the immune system and the suprachiasmatic nucleus (SCN) [66].
Plasma melatonin concentration peaks transiently in the night while resting at very low values
the rest of the day, and melatonin has been shown to stimulate the production of cytokines [74-
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76]. Based on this, we developed circadian models of melatonin and cortisol, based on a “two
rates” pharmacodynamic model [77]. Then, these circadian hormones drive the circadian
variation in all of the other model variables. This produces circadian rhythms throughout the
model, leading to a predicted time-of-day-dependent responses to inflammatory stimuli as shown
in Figure 2.
To this point, we have largely described modeling at the molecular scale, such as
cytokine and hormone responses. While changes in these inflammatory mediators play critical
roles in the progression of the inflammatory response, they do not reveal the full inflammatory
state of the host and they are difficult to assess clinically. For these reasons, we have explored
modeling approaches aimed at linking these molecular processes with changes in HRV, a
clinically accessible variable which has been shown to correlate with disease state in
inflammatory disorders [78].

4.2 Heart rate and heart rate variability
From a phenomenological perspective, it has been long appreciated that stresses such as
sepsis lead to reduced physiological complexity manifesting in part as reduced HRV. However,
a comprehensive conceptual framework linking the inflammatory processes described above
with changes in HRV is lacking. One reason for the lack of a mechanistic underpinning that
connects inflammation and physiological complexity is the existence of multiple scales and
hierarchies of biological organization [13, 53, 79]. The mirroring of this complexity impedes the
successful transfer of information from the pre-clinical to the clinical stage, as seen primarily in
attempts to develop effective therapies for diseases resulting from disorders of internal regulatory
processes [13]. Progress in treating these processes requires effective translational methodologies
that concatenate mechanisms across multiple scales of biological hierarchy. Focusing on the
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study of inflammation, the acute systemic inflammatory condition mediated by endotoxin
administration in healthy volunteers elicits a complex network of multiscale interactions between
the immune system and the central nervous system (CNS) that can result in reduced HRV [29].
Dissecting the relevance of neuroimmunomodulation in controlling inflammatory processes
requires an understanding of the interplay between CNS and the immune response.
Previously, we approached these problems through ordinary differential equation models
linking endotoxemia with changes in both HR [80] and HRV [81]. These models began to
explore physiological changes occurring in inflammation which are transduced through the
autonomic nervous system to the heart, producing changes in beating rate and pattern. However,
this modeling approach treats HR and HRV as continuous processes that evolve through distinct
models, when in reality they are both statistical quantities derived from a discrete time-varying
signal, a series of heart beats. Thus, a major challenge in more mechanistic modeling of HRV
changes in endotoxemia is reconciling relatively smooth, continuous quantities (hormone and
cytokine concentrations) with a discrete, noisy process (the beating of the heart). We approached
this problem in two phases [82]: First, by developing a continuous model of autonomic influence
on the heart; and second, combining this with a discrete model to generate output in the form of a
series of heart beats. This output can then be assessed to calculate HR and HRV.

4.2.1 Autonomic modulation of the sinoatrial node
The sinoatrial (SA) node of the heart is known as the heart’s pacemaker because its
action potentials initiate the periodic contraction of cardiac tissue giving rise to heart beats. The
SA node is innervated by the sympathetic and parasympathetic branches of the autonomic
nervous system, thus allowing fluctuating amounts of autonomic neurotransmitters to modulate
the firing pattern of SA node cells away from their free running rhythm. Variability in the
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activity of the SA node, and thus variability in HR, is largely governed by changes in autonomic
output.
Keeping in mind our ultimate goal of linking systemic-level changes in HRV with
molecular and cellular processes involved in inflammation, a first step towards studying this is to
model autonomic regulation at the SA node. The rhythmic signals transducer by the autonomic
nervous system to the SA node reflect underlying biological control systems, and the
characteristics of these rhythms as manifested in HRV give some insight into the physiological
state of the host. Three periodic signals are most apparent in HRV:
HF (high frequency) rhythms occur in the frequency range of 0.15-0.4 Hz [83] and has
a relatively clear physiological underpinning, driven mainly by breathing pattern and
communicated to the heart via the vagus nerve [84]. This is further supported by experiments
showing that atropine, an inhibitor of vagal signaling, almost entirely eliminates HF oscillations
[85]. LF (low frequency) rhythms ranging from 0.04-0.15 Hz [83]. LF oscillations, historically
used as an indicator of sympathetic activity, is now generally viewed to reflect fluctuations in
both branches of the autonomic nervous system [84]. Circadian rhythms, with a period of 24
hours matching the light-dark cycle and thus at a much longer timescale than LF and HF
oscillations, impose a distinct pattern in HRV [86] due to circadian changes in both sympathetic
and parasympathetic activity.
By accounting for these oscillatory factors, as well as their disruption in human
endotoxemia, we developed a model of autonomic modulation of the SA node in the form of a
continuous algebraic equation [82]. Yet to truly assess the variability in this signal, similar to
how variability in HR is assessed from discrete RR interval series experimental data, it must be
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processed to produce an output similar to how the heart responds to autonomic modulation by
discrete yet rhythmic beating patterns.

4.2.2 Discrete-continuous modeling
SA node neurons function by sensing local neurotransmitter output from the autonomic
nervous system and firing when a threshold is crossed, thus initiating electrical impulses that
propagate through the cardiac tissue and provoke contraction. As the model described in the
previous section gives an approximation of the postsynaptic neurotransmitter, an integrate-andfire neuron model can translate the continuous, oscillatory model to a discrete series of events
representing heart beats. The input signal is repeatedly integrated until a threshold is reached,
and each time the threshold is hit, an event (heart beat) occurs. This type of procedure has been
used in the context of integral pulse frequency modulation (IPFM) models [87], which have
previously been used to investigate the effect of autonomic modulation of the SA node [88, 89].
This translation from a continuous oscillatory system to a variable discrete output is critical in
modeling HRV. Clinically, HRV can be measured by a variety of time domain, frequency
domain, and nonlinear metrics, all aimed at gaining some biological or clinical insight from the
pattern of heart beats. Through our discrete modeling, we can similarly apply post-processing
techniques to calculate various HRV metrics. This is important as, both in the modeled results
and in clinical data, different HRV metrics change in different ways in different scenarios.
Furthermore, through our integrated model of human endotoxemia, this allows us to assess the
effects of systemic inflammatory mediators on the dynamics of heart beat patterns by applying
HRV metrics to the heart beat time series. An example of this is shown in Figure 3, in which the
discrete nature of heart beats allows for the analysis of a series of heart beat intervals through
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Poincaré plots. Such plots can give insight into both short-term and long-term changes in HRV
dynamics [90].

5 Conclusions
The modeling work described herein summarizes our efforts towards reconciling known
physiological processes occurring in inflammation with a systemic-level clinical measurable,
HRV. The clinical relevance of our model is increased due to the fact that it is built on several
different modalities of data from human endotoxemia experiments, ranging from gene expression
of peripheral blood leukocytes to systemic hormone concentrations to EKG-derived data. This
diversity of data is matched by a variety of data analysis and modeling techniques to identify key
patterns in the data, link them through physicochemical modeling, account for pharmacodynamic
hormonal effects, and ultimately produce a discrete, noisy output of heart beats.
Multiscale mechanistic models which link cellular and molecular processes to changes in
HRV are particularly intriguing, as HRV has been shown to correlate with disease state in a
variety of situations yet the precise physiological underpinnings of modulated HRV are not clear.
Fundamentally, rhythmic variations in HR are driven by negative feedback control systems, and
changes in the character of physiological oscillators reflect the state of these regulatory systems.
Thus, if we are able to successfully model changes in HRV through this approach, the result will
be increased mechanistic insight on how changes in homeostatic regulatory function are related
to the progression of inflammation. Effectively, this work is part of a transition from correlating
a signal with an outcome to asking why, from a physiological perspective, a signal is changing
[91]. Because of this, the model described here has great potential in translational applications
[15, 16], from informing clinical trials to rationalizing drug discovery to optimizing patient care.

21

6 Acknowledgements
JDS, PDM, SEC and SFL are supported, in part, from NIH GM34695. PDM and IPA
acknowledge support from NIH GM082974. This work was supported in part by the National
Institutes of Health grants R01GM67240, P50GM53789, R33HL089082, UO1 DK072146-05,
R01HL080926, R01AI080799, R01HL76157, 3R01GM034695-25S1, and R01GM082974;
National Institute on Disability and Rehabilitation Research grant H133E070024; as well as
grants from the Commonwealth of Pennsylvania, the Pittsburgh Lifesciences Greenhouse, and
the Pittsburgh Tissue Engineering Initiative.

7 References
[1] G.S. Martin, D.M. Mannino, S. Eaton, M. Moss, The epidemiology of sepsis in the United
States from 1979 through 2000, N Engl J Med, 348 (2003) 1546-1554.
[2] K.J. Deans, M. Haley, C. Natanson, P.Q. Eichacker, P.C. Minneci, Novel therapies for sepsis:
a review, J Trauma, 58 (2005) 867-874.
[3] J.C. Marshall, Such stuff as dreams are made on: mediator-directed therapy in sepsis, Nat
Rev Drug Discov, 2 (2003) 391-405.
[4] B.D. Freeman, C. Natanson, Anti-inflammatory therapies in sepsis and septic shock, Expert
Opin Investig Drugs, 9 (2000) 1651-1663.
[5] A.J. Seely, N.V. Christou, Multiple organ dysfunction syndrome: exploring the paradigm of
complex nonlinear systems, Crit Care Med, 28 (2000) 2193-2200.
[6] Y. Vodovotz, G. Clermont, C. Chow, G. An, Mathematical models of the acute inflammatory
response, Curr Opin Crit Care, 10 (2004) 383-390.
[7] G. An, G. Nieman, Y. Vodovotz, Toward Computational Identification of Multiscale
"Tipping Points" in Acute Inflammation and Multiple Organ Failure, Ann Biomed Eng, (2012).
[8] G. An, G. Nieman, Y. Vodovotz, Computational and systems biology in trauma and sepsis:
current state and future perspectives, Int J Burn Trauma, 2 (2012) 1-10.
[9] Y. Vodovotz, G. Constantine, J. Rubin, M. Csete, E.O. Voit, G. An, Mechanistic simulations
of inflammation: current state and future prospects, Math Biosci, 217 (2009) 1-10.
[10] R. Kumar, G. Clermont, Y. Vodovotz, C.C. Chow, The dynamics of acute inflammation, J
Theor Biol, 230 (2004) 145-155.
[11] J. Day, J. Rubin, Y. Vodovotz, C.C. Chow, A. Reynolds, G. Clermont, A reduced
mathematical model of the acute inflammatory response II. Capturing scenarios of repeated
endotoxin administration, J Theor Biol, 242 (2006) 237-256.
[12] A. Reynolds, J. Rubin, G. Clermont, J. Day, Y. Vodovotz, G. Bard Ermentrout, A reduced
mathematical model of the acute inflammatory response: I. Derivation of model and analysis of
anti-inflammation, J Theor Biol, 242 (2006) 220-236.

22

[13] G. An, Introduction of an agent-based multi-scale modular architecture for dynamic
knowledge representation of acute inflammation, Theor Biol Med Model, 5 (2008) 11.
[14] G. Nieman, D. Brown, J. Sarkar, B. Kubiak, C. Ziraldo, J. Dutta-Moscato, C. Vieau, D.
Barclay, L. Gatto, K. Maier, G. Constantine, T.R. Billiar, R. Zamora, Q. Mi, S. Chang, Y.
Vodovotz, A two-compartment mathematical model of endotoxin-induced inflammatory and
physiologic alterations in swine, Crit Care Med, 40 (2012) 1052-1063.
[15] Y. Vodovotz, M. Csete, J. Bartels, S. Chang, G. An, Translational systems biology of
inflammation, PLoS Comput Biol, 4 (2008) e1000014.
[16] P.T. Foteinou, S.E. Calvano, S.F. Lowry, I.P. Androulakis, Translational potential of
systems-based models of inflammation, Clin Transl Sci, 2 (2009) 85-89.
[17] R. Namas, R. Zamora, R. Namas, G. An, J. Doyle, T.E. Dick, F.J. Jacono, I.P. Androulakis,
G.F. Nieman, S. Chang, T.R. Billiar, J.A. Kellum, D.C. Angus, Y. Vodovotz, Sepsis: Something
old, something new, and a systems view, J Crit Care, 27 (2011) 314 e311-311.
[18] S.E. Calvano, W. Xiao, D.R. Richards, R.M. Felciano, H.V. Baker, R.J. Cho, R.O. Chen,
B.H. Brownstein, J.P. Cobb, S.K. Tschoeke, C. Miller-Graziano, L.L. Moldawer, M.N.
Mindrinos, R.W. Davis, R.G. Tompkins, S.F. Lowry, A network-based analysis of systemic
inflammation in humans, Nature, 437 (2005) 1032-1037.
[19] S. Copeland, H.S. Warren, S.F. Lowry, S.E. Calvano, D. Remick, Acute inflammatory
response to endotoxin in mice and humans, Clin Diagn Lab Immunol, 12 (2005) 60-67.
[20] X. Wittebole, S. Hahm, S.M. Coyle, A. Kumar, S.E. Calvano, S.F. Lowry, Nicotine
exposure alters in vivo human responses to endotoxin, Clin Exp Immunol, 147 (2007) 28-34.
[21] S.F. Lowry, Human endotoxemia: a model for mechanistic insight and therapeutic targeting,
Shock, 24 Suppl 1 (2005) 94-100.
[22] A.S. Andreasen, K.S. Krabbe, R. Krogh-Madsen, S. Taudorf, B.K. Pedersen, K. Moller,
Human endotoxemia as a model of systemic inflammation, Curr Med Chem, 15 (2008) 16971705.
[23] K. Buttenschoen, M. Kornmann, D. Berger, G. Leder, H.G. Beger, C. Vasilescu,
Endotoxemia and endotoxin tolerance in patients with ARDS, Langenbecks Arch Surg, 393
(2008) 473-478.
[24] B.-A. Shanker, S.M. Coyle, M.T. Reddell, C.W. Choi, J. Calvano, M.A. Macor, S.E.
Calvano, S.F. Lowry, Modeling the human injury response, Journal of the American College of
Surgeons, 211 S53-S54.
[25] S.F. Lowry, The stressed host response to infection: the disruptive signals and rhythms of
systemic inflammation, Surg Clin North Am, 89 (2009) 311-326.
[26] E.M. Sternberg, Neural regulation of innate immunity: a coordinated nonspecific host
response to pathogens, Nat Rev Immunol, 6 (2006) 318-328.
[27] S.M. Alvarez, M. Katsamanis Karavidas, S.M. Coyle, S.E. Lu, M. Macor, L.O. Oikawa,
P.M. Lehrer, S.E. Calvano, S.F. Lowry, Low-dose steroid alters in vivo endotoxin-induced
systemic inflammation but does not influence autonomic dysfunction, J Endotoxin Res, 13
(2007) 358-368.
[28] B.U. Jan, S.M. Coyle, L.O. Oikawa, S.E. Lu, S.E. Calvano, P.M. Lehrer, S.F. Lowry,
Influence of acute epinephrine infusion on endotoxin-induced parameters of heart rate
variability: a randomized controlled trial, Ann Surg, 249 (2009) 750-756.
[29] P.J. Godin, L.A. Fleisher, A. Eidsath, R.W. Vandivier, H.L. Preas, S.M. Banks, T.G.
Buchman, A.F. Suffredini, Experimental human endotoxemia increases cardiac regularity:
results from a prospective, randomized, crossover trial, Crit Care Med, 24 (1996) 1117-1124.
23

[30] S.F. Lowry, S.E. Calvano, Challenges for modeling and interpreting the complex biology of
severe injury and inflammation, J Leukoc Biol, 83 (2008) 553-557.
[31] P.J. Godin, T.G. Buchman, Uncoupling of biological oscillators: a complementary
hypothesis concerning the pathogenesis of multiple organ dysfunction syndrome, Crit Care Med,
24 (1996) 1107-1116.
[32] J.R. Moorman, W.A. Carlo, J. Kattwinkel, R.L. Schelonka, P.J. Porcelli, C.T. Navarrete, E.
Bancalari, J.L. Aschner, M. Whit Walker, J.A. Perez, C. Palmer, G.J. Stukenborg, D.E. Lake, T.
Michael O'Shea, Mortality Reduction by Heart Rate Characteristic Monitoring in Very Low
Birth Weight Neonates: A Randomized Trial, J Pediatr, (2011).
[33] A.I. Batchinsky, J.E. Skinner, C. Necsoiu, B.S. Jordan, D. Weiss, L.C. Cancio, New
measures of heart-rate complexity: effect of chest trauma and hemorrhage, J Trauma, 68 (2010)
1178-1185.
[34] L.C. Cancio, A.I. Batchinsky, J. Salinas, T. Kuusela, V.A. Convertino, C.E. Wade, J.B.
Holcomb, Heart-rate complexity for prediction of prehospital lifesaving interventions in trauma
patients, J Trauma, 65 (2008) 813-819.
[35] J.A. Morris, Jr., P.R. Norris, L.R. Waitman, A. Ozdas, O.D. Guillamondegui, J.M. Jenkins,
Adrenal insufficiency, heart rate variability, and complex biologic systems: a study of 1,871
critically ill trauma patients, J Am Coll Surg, 204 (2007) 885-892; discussion 892-883.
[36] W.P. Riordan, Jr., P.R. Norris, J.M. Jenkins, J.A. Morris, Jr., Early loss of heart rate
complexity predicts mortality regardless of mechanism, anatomic location, or severity of injury
in 2178 trauma patients, J Surg Res, 156 (2009) 283-289.
[37] S. Ahmad, T. Ramsay, L. Huebsch, S. Flanagan, S. McDiarmid, I. Batkin, L. McIntyre, S.R.
Sundaresan, D.E. Maziak, F.M. Shamji, P. Hebert, D. Fergusson, A. Tinmouth, A.J. Seely,
Continuous multi-parameter heart rate variability analysis heralds onset of sepsis in adults, PLoS
One, 4 (2009) e6642.
[38] A. Bravi, A. Longtin, A.J. Seely, Review and classification of variability analysis
techniques with clinical applications, Biomed Eng Online, 10 (2011) 90.
[39] T.G. Buchman, The digital patient: predicting physiologic dynamics with mathematical
models, Crit Care Med, 37 (2009) 1167-1168.
[40] R. Namas, R. Zamora, R. Namas, G. An, J. Doyle, T.E. Dick, F.J. Jacono, I.P. Androulakis,
G.F. Nieman, S. Chang, T.R. Billiar, J.A. Kellum, D.C. Angus, Y. Vodovotz, Sepsis: Something
old, something new, and a systems view, J Crit Care, (2011).
[41] T.E. Dick, Y.I. Molkov, G. Nieman, Y.H. Hsieh, F.J. Jacono, J. Doyle, J.D. Scheff, S.E.
Calvano, I.P. Androulakis, G. An, Y. Vodovotz, Linking Inflammation, Cardiorespiratory
Variability, and Neural Control in Acute Inflammation via Computational Modeling, Front
Physiol, 3 (2012) 222.
[42] P.T. Foteinou, S.E. Calvano, S.F. Lowry, I.P. Androulakis, Modeling endotoxin-induced
systemic inflammation using an indirect response approach, Math Biosci, 217 (2009) 27-42.
[43] P.T. Foteinou, S.E. Calvano, S.F. Lowry, I.P. Androulakis, In silico simulation of
corticosteroids effect on an NFkB- dependent physicochemical model of systemic inflammation,
PLoS One, 4 (2009) e4706.
[44] T.M. Post, J.I. Freijer, J. DeJongh, M. Danhof, Disease system analysis: basic disease
progression models in degenerative disease, Pharm Res, 22 (2005) 1038-1049.
[45] C.C. Chow, G. Clermont, R. Kumar, C. Lagoa, Z. Tawadrous, D. Gallo, B. Betten, J.
Bartels, G. Constantine, M.P. Fink, T.R. Billiar, Y. Vodovotz, The acute inflammatory response
in diverse shock states, Shock, 24 (2005) 74-84.
24

[46] C.E. Lagoa, J. Bartels, A. Baratt, G. Tseng, G. Clermont, M.P. Fink, T.R. Billiar, Y.
Vodovotz, The role of initial trauma in the host's response to injury and hemorrhage: insights
from a correlation of mathematical simulations and hepatic transcriptomic analysis, Shock, 26
(2006) 592-600.
[47] Y. Vodovotz, G. Clermont, C.A. Hunt, R. Lefering, J. Bartels, R. Seydel, J. Hotchkiss, S.
Ta'asan, E. Neugebauer, G. An, Evidence-based modeling of critical illness: an initial consensus
from the Society for Complexity in Acute Illness, J Crit Care, 22 (2007) 77-84.
[48] Y. Vodovotz, C.C. Chow, J. Bartels, C. Lagoa, J.M. Prince, R.M. Levy, R. Kumar, J. Day,
J. Rubin, G. Constantine, T.R. Billiar, M.P. Fink, G. Clermont, In silico models of acute
inflammation in animals, Shock, 26 (2006) 235-244.
[49] K.A. Janes, M.B. Yaffe, Data-driven modelling of signal-transduction networks, Nat Rev
Mol Cell Biol, 7 (2006) 820-828.
[50] Q. Mi, G. Constantine, C. Ziraldo, A. Solovyev, A. Torres, R. Namas, T. Bentley, T.R.
Billiar, R. Zamora, J.C. Puyana, Y. Vodovotz, A dynamic view of trauma/hemorrhage-induced
inflammation in mice: principal drivers and networks, PLoS One, 6 (2011) e19424.
[51] Y.A. Vodovotz, G., Systems Biology and Inflammation, in: Q. Yan (Ed.) Systems Biology
in Drug Discovery and Development: Methods and Protocols, Springer Science & Business
Media, Totowa, NJ, 2009, pp. 181-201.
[52] Y. Vodovotz, G. Constantine, J. Faeder, Q. Mi, J. Rubin, J. Bartels, J. Sarkar, R.H. Squires,
Jr., D.O. Okonkwo, J. Gerlach, R. Zamora, S. Luckhart, B. Ermentrout, G. An, Translational
systems approaches to the biology of inflammation and healing, Immunopharmacol
Immunotoxicol, 32 (2010) 181-195.
[53] G. An, J. Faeder, Y. Vodovotz, Translational systems biology: introduction of an
engineering approach to the pathophysiology of the burn patient, J Burn Care Res, 29 (2008)
277-285.
[54] Y. Vodovotz, Translational systems biology of inflammation and healing, Wound Repair
Regen, 18 (2010) 3-7.
[55] E.H. Yang, R.R. Almon, D.C. Dubois, W.J. Jusko, I.P. Androulakis, Identification of global
transcriptional dynamics, PLoS One, 4 (2009) e5992.
[56] U. Prabhakar, T.M. Conway, P. Murdock, J.L. Mooney, S. Clark, P. Hedge, B.C. Bond,
E.C. Jazwinska, M.R. Barnes, F. Tobin, V. Damian-Iordachi, L. Greller, M. Hurle, A.P. Stubbs,
Z. Li, E.I. Valoret, C. Erickson-Miller, L. Cass, B. Levitt, H.M. Davis, D.K. Jorkasky, W.V.
Williams, Correlation of protein and gene expression profiles of inflammatory proteins after
endotoxin challenge in human subjects, DNA Cell Biol, 24 (2005) 410-431.
[57] B.B. Aldridge, J.M. Burke, D.A. Lauffenburger, P.K. Sorger, Physicochemical modelling of
cell signalling pathways, Nat Cell Biol, 8 (2006) 1195-1203.
[58] A. Aderem, K.D. Smith, A systems approach to dissecting immunity and inflammation,
Semin Immunol, 16 (2004) 55-67.
[59] B. Zingarelli, M. Sheehan, H.R. Wong, Nuclear factor-kappaB as a therapeutic target in
critical care medicine, Crit Care Med, 31 (2003) S105-111.
[60] A.E. Barber, S.M. Coyle, M.A. Marano, E. Fischer, S.E. Calvano, Y. Fong, L.L. Moldawer,
S.F. Lowry, Glucocorticoid therapy alters hormonal and cytokine responses to endotoxin in man,
J Immunol, 150 (1993) 1999-2006.
[61] W. Krzyzanski, W.J. Jusko, Integrated functions for four basic models of indirect
pharmacodynamic response, J Pharm Sci, 87 (1998) 67-72.

25

[62] D.E. Mager, E. Wyska, W.J. Jusko, Diversity of mechanism-based pharmacodynamic
models, Drug Metab Dispos, 31 (2003) 510-518.
[63] A. Sharma, W.J. Jusko, Characteristics of indirect pharmacodynamic models and
applications to clinical drug responses, Br J Clin Pharmacol, 45 (1998) 229-239.
[64] J.D. Scheff, S.E. Calvano, S.F. Lowry, I.P. Androulakis, Modeling the influence of
circadian rhythms on the acute inflammatory response, J Theor Biol, 264 (2010) 1068-1076.
[65] W.J.M. Hrushesky, T. Langevin, Y.J. Kim, P.A. Wood, Circadian Dynamics of TumorNecrosis-Factor-Alpha (Cachectin) Lethality, Journal of Experimental Medicine, 180 (1994)
1059-1065.
[66] A.N. Coogan, C.A. Wyse, Neuroimmunology of the circadian clock, Brain Research, 1232
(2008) 104-112.
[67] C. Hermann, S. von Aulock, O. Dehus, M. Keller, H. Okigami, F. Gantner, A. Wendel, T.
Hartung, Endogenous cortisol determines the circadian rhythm of lipopolysaccharide- but not
lipoteichoic acid-inducible cytokine release, European Journal of Immunology, 36 (2006) 371379.
[68] N. Petrovsky, L.C. Harrison, Diurnal rhythmicity of human cytokine production - A
dynamic disequilibrium in T helper cell type 1/T helper cell type 2 balance?, Journal of
Immunology, 158 (1997) 5163-5168.
[69] N. Petrovsky, L.C. Harrison, The chronobiology of human cytokine production,
International Reviews of Immunology, 16 (1998) 635-649.
[70] N. Petrovsky, P. McNair, L.C. Harrison, Diurnal rhythms of pro-inflammatory cytokines:
Regulation by plasma cortisol and therapeutic implications, Cytokine, 10 (1998) 307-312.
[71] P. Zabel, H.J. Horst, C. Kreiker, M. Schlaak, Circadian rhythm of interleukin-1 production
of monocytes and the influence of endogenous and exogenous glucocorticoids in man, Klinische
Wochenschrift, 68 (1990) 1217-1221.
[72] P.J. Barnes, Anti-inflammatory actions of glucocorticoids: molecular mechanisms, Clinical
Science, 94 (1998) 557-572.
[73] A.E. Barber, S.M. Coyle, M.A. Marano, E. Fischer, S.E. Calvano, Y.M. Fong, L.L.
Moldawer, S.F. Lowry, Glucocorticoid Therapy Alters Hormonal and Cytokine Responses to
Endotoxin in Man, Journal of Immunology, 150 (1993) 1999-2006.
[74] J.M. Guerrero, R.J. Reiter, Melatonin-immune system relationships, Current Topics in
Medicinal Chemistry, 2 (2002) 167-179.
[75] K. Skwarlo-Sonta, P. Majewski, M. Markowska, R. Oblap, B. Olszanska, Bidirectional
communication between the pineal gland and the immune system, Canadian Journal of
Physiology and Pharmacology, 81 (2003) 342-349.
[76] V. del Gobbo, V. Libri, N. Villani, R. Calio, G. Nistico, Pinealectomy inhibits interleukin-2
production and natural killer activity in mice, Int J Immunopharmacol, 11 (1989) 567-573.
[77] A. Chakraborty, W. Krzyzanski, W.J. Jusko, Mathematical modeling of circadian cortisol
concentrations using indirect response models: Comparison of several methods, Journal of
Pharmacokinetics and Biopharmaceutics, 27 (1999) 23-43.
[78] H.B. Schmidt, K. Werdan, U. Muller-Werdan, Autonomic dysfunction in the ICU patient,
Curr Opin Crit Care, 7 (2001) 314-322.
[79] G. An, C.A. Hunt, G. Clermont, E. Neugebauer, Y. Vodovotz, Challenges and rewards on
the road to translational systems biology in acute illness: four case reports from interdisciplinary
teams, J Crit Care, 22 (2007) 169-175.

26

[80] P.T. Foteinou, S.E. Calvano, S.F. Lowry, I.P. Androulakis, A physiological model for
autonomic heart rate regulation in human endotoxemia, Shock, 35 (2011) 229-239.
[81] P.T. Foteinou, S.E. Calvano, S.F. Lowry, I.P. Androulakis, Multiscale model for the
assessment of autonomic dysfunction in human endotoxemia, Physiol Genomics, 42 (2010) 5-19.
[82] J.D. Scheff, P.D. Mavroudis, S.E. Calvano, S.F. Lowry, I.P. Androulakis, Modeling
autonomic regulation of cardiac function and heart rate variability in human endotoxemia,
Physiol Genomics, 43 (2011) 951-964.
[83] Task, Heart rate variability: standards of measurement, physiological interpretation and
clinical use. Task Force of the European Society of Cardiology and the North American Society
of Pacing and Electrophysiology, Circulation, 93 (1996) 1043-1065.
[84] G.G. Berntson, J.T. Bigger, Jr., D.L. Eckberg, P. Grossman, P.G. Kaufmann, M. Malik,
H.N. Nagaraja, S.W. Porges, J.P. Saul, P.H. Stone, M.W. van der Molen, Heart rate variability:
origins, methods, and interpretive caveats, Psychophysiology, 34 (1997) 623-648.
[85] J.M. Karemaker, Autonomic integration: the physiological basis of cardiovascular
variability, J Physiol, 517 ( Pt 2) (1999) 316.
[86] M.M. Massin, K. Maeyns, N. Withofs, F. Ravet, P. Gerard, Circadian rhythm of heart rate
and heart rate variability, Arch Dis Child, 83 (2000) 179-182.
[87] E.J. Bayly, Spectral analysis of pulse frequency modulation in the nervous systems, IEEE
Trans Biomed Eng, 15 (1968) 257-265.
[88] M. Brennan, M. Palaniswami, P. Kamen, Poincare plot interpretation using a physiological
model of HRV based on a network of oscillators, Am J Physiol Heart Circ Physiol, 283 (2002)
H1873-1886.
[89] H.W. Chiu, T. Kao, A mathematical model for autonomic control of heart rate variation,
IEEE Eng Med Biol Mag, 20 (2001) 69-76.
[90] M. Gholami, P. Mazaheri, A. Mohamadi, T. Dehpour, F. Safari, S. Hajizadeh, K.P. Moore,
A.R. Mani, Endotoxemia is associated with partial uncoupling of cardiac pacemaker from
cholinergic neural control in rats, Shock, 37 (2012) 219-227.
[91] A.D. Lander, A calculus of purpose, PLoS Biol, 2 (2004) e164.

27

8 Figures

Figure 1: Network structure of a model of human endotoxemia. At the cellular scale, LPS
binds to TLR4 (R), activating the NF-κB signaling cascade that activates the transcriptional
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response to endotoxemia that includes pro-inflammatory signaling (P), anti-inflammatory
signaling (A), and a decrease in cellular bioenergetic processes (E). Neuroendocrine-immune
crosstalk results in the production of immunomodulatory hormones cortisol (F) and epinephrine
(EPI), which aid in the restoration of homeostasis. Circadian rhythms permeate the model based
on signaling originating from the circadian hormones cortisol (F) and melatonin (M). Finally,
these signals propagate to the heart, where both HR and HRV are governed by circadian rhythms
and exhibit acute responses to endotoxemia.

Figure 2: Circadian changes in the strength of the inflammatory response. The strength of
the inflammatory response to identical levels of LPS varies throughout the day, as illustrated
here by the maximal response of pro-inflammatory signaling, which has its largest response in
the night when homeostatic pro-inflammatory signaling is highest [64].
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Figure 3: The effect of LPS on the beating of the heart. These four panels contain Poincaré
plots showing the RR intervals of heart beats in response to a dose of LPS given at 10pm [82].
After injection, the points on the plot shift down and to the left and become more tightly
distributed, reflecting shorter RR intervals and thus decreased HR as well as the loss of HRV.
The ellipses have axes are equal to the standard deviation of points on each axis so that the sizes
of the ellipses are related to the variability in each panel. The pre-LPS fitted ellipse from the first
pre-LPS panel is repeated in later panels to illustrate the difference in both the mean and the
distribution of points during the acute endotoxemia response.
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