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In recent years, the within-host viral dynamics of dengue infections have

been increasingly characterized, and the relationship between aspects of

these dynamics and the manifestation of severe disease has been increas-

ingly probed. Despite this progress, there are few mathematical models of

within-host dengue dynamics, and the ones that exist focus primarily on

the general role of immune cells in the clearance of infected cells, while

neglecting other components of the immune response in limiting viraemia.

Here, by considering a suite of mathematical within-host dengue models

of increasing complexity, we aim to isolate the critical components of the

innate and the adaptive immune response that suffice in the reproduction

of several well-characterized features of primary and secondary dengue

infections. By building up from a simple target cell limited model, we

show that only the innate immune response is needed to recover the charac-

teristic features of a primary symptomatic dengue infection, while a higher

rate of viral infectivity (indicative of antibody-dependent enhancement) and

infected cell clearance by T cells are further needed to recover the character-

istic features of a secondary dengue infection. We show that these minimal

models can reproduce the increased risk of disease associated with second-

ary heterologous infections that arises as a result of a cytokine storm, and,

further, that they are consistent with virological indicators that predict the

onset of severe disease, such as the magnitude of peak viraemia, time to

peak viral load, and viral clearance rate. Finally, we show that the effective-

ness of these virological indicators to predict the onset of severe disease

depends on the contribution of T cells in fuelling the cytokine storm.
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1. Introduction
Dengue is estimated to infect 390 million individuals annually [1], making it the

most prevalent arthropod-borne viral disease in the world. The virus is classified

into four related, but distinct, serotypes, DENV-1 through DENV-4, each of which

is transmitted between humans primarily by the mosquito Aedes aegypti. While

most cases are asymptomatic, disease symptoms, occurring in approximately

one quarter of dengue infections [1], range in severity from ‘breakbone’ dengue

fever (DF) to life-threatening dengue haemorrhagic fever (DHF), which is charac-

terized by vascular plasma leakage and may lead to circulatory shock known as

dengue shock syndrome (DSS) [2].

These more severe clinical manifestations of dengue have prompted numer-

ous studies aimed at improving our understanding of dengue pathogenesis,

and with it, the role that the immune response plays in controlling viral infec-

tion. Experimental studies in mice have shown that the innate immune response

is important for clearing a primary dengue infection, whereas the adaptive
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immune response contributes to the development of severe dis-

ease [3,4]. Other studies have shown that human dengue

antibodies can enhance viral growth in vitro and thereby

increase the risk of developing severe disease in a secondary

infection with a heterologous serotype [5,6]. Further studies

have shown that memory T-cells established during a primary

infection may act to increase the risk of developing severe dis-

ease in a heterologous secondary infection through increased

pro-inflammatory cytokine production [7,8]. Complementing

these experimental studies, epidemiological studies have suc-

cessfully isolated host and viral risk factors associated with

severe disease [9–12]. Taken together, these studies have indi-

cated that excessive activation of the immune response during

a dengue infection may lead to a cascade of cytokine pro-

duction, known as a cytokine storm, that results in direct

damage to vascular endothelial cells and increased capillary

permeability [7,13,14]. This cytokine storm phenomenon is

not unique to dengue, having also been used to describe

pathologies resulting from other viral infections including

influenza, cytomegalovirus and severe acute respiratory

syndrome coronavirus [13].

Apart from experimental studies of viral pathogens, math-

ematical models describing infection dynamics within hosts

have provided additional insights into viral kinetics and disease

outcomes. These models have in large part focused on chronic

infectious diseases, such as human immunodeficiency virus

(HIV) [15,16] and hepatitis C virus [15,17]. For diseases causing

acute infection, influenza has been the most extensively studied

pathogen to date, probably due to the availability of human and

non-human animal challenge study data. These influenza

models have highlighted the importance of both the innate

and the adaptive immune response in regulating viral dynamics

[18–21], and particularly, the role of the innate immune

response in contributing to disease symptoms [20,22].

For dengue, we are aware of four existing within-host

models. Three of these models consider the dynamic inter-

action between free virus, uninfected target cells, infected

target cells and immune cells [23–25], differing from one

another only in the functional forms used to model viral infec-

tivity, viral clearance and immune cell dynamics. In all three of

these models, the immune cells play a protective role by clear-

ing infected cells and are therefore likely to represent T cells.

None of these models considers the known effects that T cells

and more generally, the adaptive immune response may

have in contributing to dengue disease. Of note, one of these

models [25] was statistically fit to individual-level patient

data, with findings indicating that differences in viral

dynamics between primary and secondary infections can be

recovered by a higher viral infectivity rate during secondary

infections. This result is consistent with evidence for the

enhancement of viral infectivity as a result of increased levels

of non-neutralizing antibodies during a secondary infection

relative to a primary infection. The fourth model considers

the dynamic interaction between free virus, uninfected cells,

infected cells, B cells and antibodies [26]. In this model, the

effect of antibodies is either protective or enhancing, depend-

ing on the antigenic similarity between the virus of the

primary infection and the virus of the secondary infection.

However, this model does not provide an explicit mechanism

by which disease arises. Instead, it assumes that disease sever-

ity is positively correlated with the level of antibodies in a

heterologous secondary infection. None of these existing

dengue models consider the role that the innate immune
response plays in controlling the viral infection or how infec-

tion dynamics explicitly impact disease severity.

Here, we aim to develop minimal within-host mathe-

matical models of dengue infection that are able to recover

known features of primary and secondary dengue infections,

and that can be used as a basis for understanding characterized

patterns of disease severity. Our approach is thus to analyse

models of increasing complexity, evaluating each model by

the dynamic features it can yield. We begin with a simple

target cell limited model, and in a step-wise fashion, consider

the dynamical effects that the innate and the adaptive

immune responses contribute to dengue infection dynamics.

By first parametrizing the considered models for a primary

symptomatic infection using a combination of literature esti-

mates and clinical observations that serve as constraints on

model parameters, we show that only the innate immune

response is needed to recover the characteristic features of a

primary infection. To arrive at a minimal model for a second-

ary dengue infection, we build up from the minimal primary

infection model to recover the characteristic features of a

secondary infection that differ from those of a primary infec-

tion. We find that higher viral infectivity rates along with

infected cell clearance by T cells are necessary to reproduce

these characteristic features of a secondary dengue infection,

underscoring the contribution of the adaptive immune

response in these infections. We further show that the minimal

dengue models selected in our analysis yield viral dynamics

consistent with recently published individual viral load data

for dengue [25].

While it has been established that higher viral loads

are associated with severe disease, there is discordance in

the dengue literature on whether the cellular immune response

is protective or facilitates the onset of severe disease

[7,14,27,28]. With the risk of developing severe disease depend-

ing on circulating cytokine levels, we develop two disease

severity parametrizations that differ in the contribution of

T-cell-secreted cytokines to disease severity. To discriminate

between these different formulations, we then examine the

relationship between known virological indicators of disease

severity that have been isolated in the clinical literature and

the risk of developing severe disease.

The models we present here are the first, to the best of

our knowledge, to quantitatively describe how the interaction

of the immune system with dengue virus can lead to

increased cytokine production and thereby an increased

risk of manifesting severe disease. The analysis of the virolo-

gical indicators of disease severity provides insight into

how infected cells and T cells may contribute to disease

severity. Furthermore, our analysis highlights how the effec-

tiveness of virological indicators in predicting dengue disease

severity critically depends on the contribution of T cells to

disease severity.
2. Selection of minimal dengue models
2.1. Characteristic features of a primary dengue

infection
Viral kinetic data from dengue patients are often absent prior to

fever onset (e.g. [9–11,29]). A comprehensive study of cyto-

kines from human infections are similarly missing [30,31], or

are taken at few or even only a single time point post-infection

http://rsif.royalsocietypublishing.org/
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[32,33]. Furthermore, there is considerable variation among

studies in cytokine levels, potentially due to their relatively

short half-lives [34]. Instead of evaluating different mathe-

matical models directly by their fit to these incomplete

(if at all available) data, we here first develop a minimal

model for a primary dengue infection that is able to reproduce

well-established characteristic features of the viral infection.

For a primary dengue infection resulting in DF, these

features are (i) target cells (monocytes [14]) deplete to approxi-

mately 60% of their original level during dengue infection

(from approx. 3.5 � 105 cells ml21 to 2 � 105 cells ml21) [12];

(ii) peak viraemia occurs approximately 9 days post viral

inoculation based on estimates of the incubation period [35]

and the timing of peak viraemia after the onset of symptoms

[9]; (iii) maximum daily clearance rate is approximately

2.2 log10 copies per millilitre per day [9], and (iv) peak viraemia

is approximately 9.7 log10 copies per millilitre. The latter two

features are measured from DENV-1 patients [9], so may not

perfectly reflect the characteristic features of dengue serotypes

2–4.
6

2.2. Target cell limited model
We begin by examining a target cell limited model, conceiva-

bly the simplest within-host model formulation. This model,

previously used in a model of acute influenza infection [36],

is given by

dS
dt
¼ �bVS,

dI
dt
¼ bVS� dI

and
dV
dt
¼ pI � cV:

9>>>>>>>=
>>>>>>>;

(2:1)

Susceptible cells (S) are depleted by becoming infected

with free virus (V ) at rate bVS. Free virus is produced by

infected cells (I ) at rate pI and cleared at rate cV. Infected

cells die at rate dI. We can further reduce the system of

equations to two dimensions by assuming, consistent with

empirical findings [37], that the dynamics of the virus are

fast relative to the dynamics of infected cells. With this

quasi-steady-state assumption, equations (2.1) become

dS
dt
¼ �brIS

and
dI
dt
¼ brIS� dI,

9>>=
>>;

(2:2)

with V(t) ¼ rI(t) and r ¼ p/c. Given that we expect a maximal

2.2 log10 copies per millilitre daily decline in viral clearance

(the third characteristic feature listed above), we can calculate

the minimum d needed to achieve this viral decline by assum-

ing that S � 0 for a short time interval after the viral peak. This

assumption was also used to approximate the viral decline

rate after viral peak in [21]. Under this assumption, dI/
dt ¼ 2dI and I(t2) ¼ I(t1)e�d(t2�t1), where t2 ¼ t1 þ 1. Using

the approximation V ¼ rI, V(t2)/V(t1) ¼ e2d. To achieve a

2.2 log10 viral decline, the minimum d needed is 5.1 per day.

To determine whether this estimate is biologically reason-

able, we first note that the dengue virus life cycle results in

exocytosis of mature infectious particles from the infected

cell, and therefore does not result in bursting of infected

cells [38]. Dengue virus has also been shown to be able to

manipulate the antiviral response, resulting in delay or
prevention of host cell death [39]. We therefore assume that

the lifespan of infected cells is similar to that of uninfected

monocytes, which have in vivo lifespan estimates ranging

from one to two months [40]. Our minimum estimate of d

yields a lifespan estimate of 0.2 days, more than two orders

of magnitude shorter than these values. This suggests that

there must be other processes besides background infected

cell mortality which are responsible for viral decline during

a dengue infection.

While this simple analysis indicates that a target cell limited

model is unlikely to be able to reproduce the characteristic

features of a primary dengue infection under biologically

reasonable parameter values, we also performed a more sys-

tematic analysis to determine the model’s ability to jointly

reproduce the first three characterized features of a primary

dengue infection (listed in §2.1). We do not include the fourth

characteristic feature (peak viral load) because it is trivial

to reproduce under the assumption of fast viral dynamics.

Setting the initial number of susceptible cells (S(0)) to 3.5 �
105 cells ml21 based on absolute counts of monocytes from

Green et al. [12], the model contains only three free parameters:

the initial number of infected cells I(0), the infected cell clear-

ance rate d, and the parameter combination br. Fixing the

value of I(0), we first examined whether there were values

of br and d that could jointly recover the three characterized

features of a primary dengue infection (figure 1a–c).

This figure shows that for a biologically reasonable esti-

mate of d ¼ 1/45 per day (corresponding to an approximate

lifespan of 1.5 months), there is no value of br for which

the model is able to recover the three characterized features

of a primary dengue infection. Under unrealistically high

values of d (�21.7 per day), however, the target cell model

is able to recover all of the characterized features of a primary

dengue infection (figure 1a–c). These results indicate that a

simple model, extended to incorporate some process that

aids in infected cell clearance, could in principle suffice in

reproducing the key features of a primary dengue infection

under biologically realistic parameter values. These overall

results are robust to changes in the initial number of infected

cells I(0), which impact the time to peak viraemia, but only

minimally impact the other two viral dynamic features.

2.3. Models incorporating aspects of the innate
immune response

Given the insufficiencies of the target cell limited model,

we turn towards examining more complex within-host

models, specifically those that include the innate immune

response. Type I interferon (IFN) has been shown to be impor-

tant in inhibiting viral replication and modulating downstream

effects of the immune response, as well as activating natural

killer (NK) cells [41], which play an important role in lysing

virus-infected cells [42]. Specifically in the context of dengue,

type I IFN levels have been shown to be elevated early in infec-

tion [10,43,44]. Similarly, early activation of NK cells has been

demonstrated in dengue patients [12,45]. These studies suggest

that these components of the innate immune response may

play an important role in inhibiting dengue virus replication

[46]. To model the effect of the innate immune response on

dengue viral kinetics, we therefore start by considering the

effects of IFN and NK cells as in a recently published influenza

model [21]. This model makes the simplifying assumption that

circulating NK cells are proportional to the level of circulating

http://rsif.royalsocietypublishing.org/
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Figure 1. Primary infection model analysis. Rows show distinct within-host models examined; columns show the three characteristic features that the models seek
to reproduce. The models are: (a – c) target cell limited model (equations (2.2)); (d – f ) innate immune response model with fast NK-cell dynamics (equations (2.4))
and (g – i) innate immune response model with explicit NK-cell dynamics (equations (2.5)). The characteristic features are: (a,d,g) the final fraction of uninfected
cells; (b,e,h) time to peak viraemia (in days) and (c,f,i) daily maximum viral clearance rate (in log10 copies ml21 d21). Each subplot shows the values of one
characteristic feature as a function of two varied model parameters. Values in yellow meet the desired feature values of a primary dengue infection. Arrows
point to the parameter values for which two or three characteristic features are simultaneously met. In subplots (a – c), I(0) ¼ 1.4 � 10247 cells ml21. In subplots
(d – i), I(0) ¼ 8.62 � 10218 cells ml21. The target cell limited model meets all characteristic dengue features when br ¼ 7.9 � 1025 (cell ml21)21 d21 and
d ¼ 21.7 per day, although this high d value is biologically implausible.

rsif.royalsocietypublishing.org
J.R.Soc.Interface

12:20140886

4

 on January 2, 2015http://rsif.royalsocietypublishing.org/Downloaded from 
IFN. With this assumption, the innate immune response model

is given by

dS
dt
¼ �brIS,

dI
dt
¼ brIS� dI � kIF

and
dF
dt
¼ qI � dF,

9>>>>>>>=
>>>>>>>;

(2:3)

where IFN (F) is produced by infected cells and decays at rate d,

and NK cells lyse infected cells at a rate proportional to k.

Because IFN is known to have a short half-life [47], we

further reduce the dimensionality of this model by assuming

fast dynamics of F. With this quasi-steady-state assumption,

equations (2.3) become

dS
dt
¼ �brIS

and
dI
dt
¼ brIS� dI � k

q
d

I2,

9>>=
>>;

(2:4)

where V ¼ rI and F ¼ (q/d )I. Our quasi-steady-state assump-

tions for free virus and IFN levels result in an expected linear
relationship between V and F, consistent with the relationship

observed in hospitalized DF patients experiencing a primary

DENV-1 infection [44].

Assuming that d ¼ 1/45 per day, equations (2.4) have two

free parameter combinations: br and k(q/d ), as well as initial

condition I(0). For a given value of I(0), we analyse the effect

of these parameter combinations on the first three character-

ized model features described in §2.1 (figure 1d– f ). As in the

case of the target cell limited model, peak viraemia levels are

trivial to reproduce, so we do not consider this fourth feature.

This model can simultaneously recover the final fraction of

uninfected cells (figure 1d) and the time to peak viraemia

(figure 1e). However, it cannot simultaneously reproduce the

known daily viral clearance rate (figure 1f) along with these

other two features. In fact, the model cannot recover the daily

viral clearance rate of 2.2 log10 copies ml21 d21 for any combi-

nation of br and k(q/d) due to the nonlinearity introduced by

the I2 term. The nonlinear viral decline (on the log10 scale) that

results from the I2 term is also inconsistent with several viral kin-

etic studies, which show that viral clearance is largely linear on a

log scale [9,10,29,48]. These findings indicate that equations (2.4)

cannot jointly reproduce the features of a primary dengue

http://rsif.royalsocietypublishing.org/
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infection. As for the target cell limited model, changes in the

initial number of infected cells I(0) will not change these results

as changes in I(0) only substantially impact the time to peak

viraemia and not the other characterized model features.

We also considered a more complex model of IFN in

which IFN is secreted according to the nonlinear, saturating

term qI/(K þ I ) and decays at rate dF (see the electronic sup-

plementary material). While this model is able to recover the

characteristic features of a primary dengue infection, it

includes unneeded complexity due to five free parameters

and is only able to reproduce the viral clearance rate if IFN

decays late in infection. This post-defervescent decline of

IFN is inconsistent with IFN kinetic studies [10,44].

Because equations (2.4) were unable to jointly recover the

characteristic features of a primary dengue infection and

the more complicated model considered in the electronic sup-

plementary material could only reproduce the characteristic

features under biologically implausible IFN dynamics, we

next considered whether modelling NK cells explicitly would

provide a sufficient minimal model. Relaxing the fast NK-cell

dynamics assumption is a natural next step in increasing

model complexity because both in vivo and modelling studies

of human NK-cell dynamics during viral infection suggest

that NK cells have a slow decay rate, and thus IFN dynamics

are not representative of NK dynamics [22,49]. Furthermore,

a study of dengue-infected patients showed that NK-cell acti-

vation markers were elevated 1 day after defervescence [12],

a time point at which IFN-a levels are known to already have

returned to low levels [10], suggesting that NK cells decay at

a slower rate than IFN. As in [22], we therefore assume NK

cells are activated at a rate proportional to IFN, qNF, and

decay at rate dNN. With this assumption, the model is given by

dS
dt
¼ �brIS,

dI
dt
¼ brIS� kIN

and
dN
dt
¼ qN

q
d

I � dNN,

9>>>>>>>=
>>>>>>>;

(2:5)
where V ¼ rI, F ¼ (q/d)I, and we have assumed that d � 0.

Based on [42,49], we assume NK cells have a half-life of

10 days, corresponding to a value of dN of 0.07 per day. This

model has three free parameter combinations (br, k, and

qN(q/d)) and one free initial condition I(0). Figure 1g– i shows

how changes in br and k impact the model features assuming

given values of qN(q/d) and I(0). This figure indicates that a

model that explicitly includes the dynamics of NK cells is

able to recover the characteristic features of a primary

dengue infection. Changes in qN(q/d) have similar effects on

characteristic viral features as k, and changes in I(0) again

only affect the time to peak viraemia. Figure 2a–d shows the

dynamics of uninfected cells, infected cells, free virus and

NK cells for this model, parametrized to simultaneously repro-

duce the three features examined in figure 1, as well as the

fourth feature of peak viraemia. Table 1 provides the specific

parameter values used.

We note that the model recently published by Clapham

et al. [25] also can reproduce the characteristic features of a pri-

mary infection. This model assumes that the immune response

proliferates in response to interaction with infected cells, is pre-

sent at low levels at the start of the infection and acts to kill

infected cells. Although the authors do not explicitly interpret

their model as one that models the cellular immune response,

their immune response formulation closely mirrors previous

model descriptions of T cells [51]. Contrary to this assumption,

an experimental study in mice has shown that T cells are not

critical for clearance of dengue virus during primary infection

[3], though the relevance of mouse models in understand-

ing human dengue infection has been questioned given the

low replicative ability of dengue in mice. A study of T-cell

responses in human primary dengue infections, however,

appears to support the conclusions reached in the mouse

study [52]: T cells are not activated in large quantities early in

infection. Hence, T cells are unlikely to play a large role in clear-

ing dengue virus in a primary infection. Since studies support

the role of the innate immune response (over the adaptive

immune response) in clearing primary dengue infections

http://rsif.royalsocietypublishing.org/


Table 1. Model parameters used for a primary and secondary dengue infection. Values of I(0) correspond to less than one infected cell to incorporate the time
it takes for the first free virion to propagate an infection.

parameter symbol unit
primary
infection

secondary
infection reference

initial number of target cells S(0) cells ml21 3.5 � 105 3.5 � 105 [12]

initial number of infected cells I(0) cells ml21 8.62 � 10218 8.62 � 10218

initial number of NK cells N(0) cells ml21 0 0

initial number of T cells T(0) cells ml21 — 1000 scales with dT

initial number of endothelial activators E(0) pg ml21 0 0

infectivity rate b (copy ml21)21 d21 1.54 � 10210 1.85 � 10210

free virus production factor r copies cell21 1.1 � 105 1.1 � 105

kill rate of NK cells k day21 5.74 � 1024 5.74 � 1024

kill rate of T cells dT day21 — 3 � 1025

recruitment rate of NK cells qN(q/d) day21 0.52 0.52

death rate of NK cells dN day – 1 0.07 0.07 [42,49]

recruitment rate of T cells qT (cell ml21)21 d21 — 1.2 � 1024

death rate of T cells dT day21 — 0.1 [50]

recruitment rate of endothelial activators qE ( pg ml21) cell21 d21 0.01 0.01

death rate of endothelial activators dE day21 5 5
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[3,46], we consider the NK model (equations (2.5)) as the

minimal primary infection model.

2.4. Characteristic features of a secondary dengue
infection

Because the dynamics of secondary dengue infections differ

markedly from those of primary dengue infections, we here

further seek to develop a minimal model capable of reprodu-

cing the characteristic features of such secondary infections.

Relative to primary dengue infections, secondary dengue infec-

tions (encompassing all symptomatic clinical manifestations)

are characterized by: (i) a shorter time to peak viraemia [9],

(ii) a higher maximum viral clearance rate (approx. 2.8 log10

copies per millilitre per day for DF and 3 log10 copies per milli-

litre per day for DHF) [9], and (iii) a higher peak viraemia. We

do not include as a feature the final fraction of uninfected cells

because the dynamics of uninfected cells in a secondary infec-

tion are not well characterized. We also do not attempt to

quantify specific values for peak viraemia or the time to peak

viraemia, because viraemia levels from patients with second-

ary dengue infection are generally already in decline by the

time patients are admitted [9].

2.5. Modification of the minimal primary infection
model for a secondary dengue infection

We first sought to determine whether the minimal model

capable of reproducing the features of a primary dengue infec-

tion could reproduce the above features of a secondary dengue

infection. To recover a secondary infection’s shorter time to

viral peak and higher level of peak viraemia, a 20% increase

in the viral infectivity rate b was sufficient, resulting in a

peak viraemia level of 9.8 log10 viral copies at 7.4 days post

viral inoculation. This level and timing of peak viraemia is con-

sistent with virological data from secondary DF and DHF
patients [9]. This reparametrization can also be easily inter-

preted biologically in the context of a phenomenon known as

antibody-dependent enhancement (ADE), which proposes

that antibodies from a first infection cross-react with virus

from a secondary infection, but lead to incomplete neutraliz-

ation. The resulting partially neutralized immune complexes

are thought to enhance viral entry into Fc-receptor bearing

target cells, and, as a result of this increased viral infectivity,

lead to higher viraemia [53,54]. While an increased viral infec-

tivity rate could reproduce shorter times to peak viraemia and

higher levels of peak viraemia, this change could not reproduce

a higher maximum viral clearance rate of at least 2.8 log10

copies per millilitre per day.
2.6. Model incorporating the cellular immune response
Motivated by current understanding of the role that the adap-

tive immune system plays in a secondary dengue infection,

we sought to determine whether extending the minimal

model by implementing the effect of a cellular immune

response would be sufficient in reproducing the higher

viral clearance rate seen during secondary infections. With

this extension, the model becomes

dS
dt
¼ �brIS,

dI
dt
¼ brIS� kIN � dTIT,

dN
dt
¼ qN

q
d

I � dNN

and
dT
dt
¼ qTIT � dTT,

9>>>>>>>>>>>>=
>>>>>>>>>>>>;

(2:6)

with, as before, V ¼ rI, F ¼ (q/d)I. This model assumes that T

cells, recruited at rate qTIT and decaying at rate dTT, lyse

infected cells at rate dTIT. Substituting T0 ¼ dTT into model

equations (2.6) demonstrates that T(0) and dT cannot be
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estimated independently. We therefore set T(0) and examined

the effect of changes in dT on model dynamics. We set T(0) to

1000 cells ml21 since T cells undergo more than a 1000-fold

expansion after a primary viral infection [55]. By assuming a

lifespan of T cells of 10 days as in [50] and the same model

parameters as for the primary infection model, with the excep-

tion of a 20% increase in b, the model retains only two free

parameters: the T-cell recruitment rate qT and the rate at

which T cells lyse infected cells dT.

Figure 3 shows how these two parameter combinations

affect the features of a secondary dengue infection. Both par-

ameters have negligible effects on the peak viraemia value

(figure 3a) and the time to peak viraemia (figure 3b), because

T cells are not circulating at high levels before peak viraemia.

However, higher values of both qT and dT result in a higher

viral clearance rate (figure 3c). Changes in T(0) mirror those of

dT: they influence the viral clearance rate but have little effect

on the peak viraemia value and the time to peak viraemia.

These results indicate that all three features of a secondary

infection can be recovered through a reparametrization of

the viral infectivity rate b of the primary infection dengue

model (reflecting the effect of the humoral immune response),

along with the explicit incorporation of the cellular immune

response. Figure 2 shows the dynamics of this model relative

to the model dynamics for a primary dengue infection, with

parameter values for these simulations provided in table 1.

Intriguingly, these results are consistent with the recent

statistical findings of Clapham et al. [25], which indicate

that secondary dengue infections have higher estimated

viral infectivity rates and higher viral clearance rates than

do primary dengue infections.
3. Consistency of simulated model dynamics
with observed virological data

Individual-level dengue viral load data have recently been

made available [25], allowing us to compare our model simu-

lations against DENV-1 dengue patient data. These data

come from a clinical trial of adult dengue patients at the Hos-

pital for Tropical Diseases in Ho Chi Minh City, Vietnam [9].

Viraemia was measured in the blood twice a day following

hospital arrival, which was within 72 h of reported symptom
onset. Virus was quantified by RT-PCR. Assuming an incu-

bation period between viral inoculation and onset of

symptoms of 6 days [35], figure 4 shows the viral load kinetics

simulated using our minimal primary and secondary infection

models under the parametrizations provided in table 1, along

with data from both DF and DHF primary and secondary

dengue infections. Though there is considerable variability in

the observed data, the model simulations effectively capture

their general dynamics. Furthermore, the data shown are

consistent with the features described in §2.1 and 2.4.

The dengue viral load data contain both non-infectious

and infectious viral particles [9]. However, we can consider

only infectious virus in the model without impacting any of

the other model variables by introducing a conversion

factor that captures the ratio of all virus particles to infectious

virus particles. By dividing the model parameter r by the

conversion factor and multiplying the parameter b by this

factor, the dynamics of the system remain unchanged, with

the exception of the free virus dynamics. These dynamics

are changed in that V is proportionally reduced by the mag-

nitude of the factor at each time point, thereby modelling

infectious virus particles instead of all virus particles.
4. Consistency of models with an increased risk of
disease in heterologous secondary infections

Because DHF/DSS is characterized by increased vascular

leakage [14], many studies have examined the relationship

between pro-inflammatory cytokines that enhance capillary

permeability and the risk of developing severe disease. Vascu-

lar leakage, the hallmark of DHF, occurs around the time of

defervescence and lasts for approximately 48 h [57]. During

this period, levels of TNF-a, IL-6 and IL-8 are consistently

seen to be elevated in DHF patients compared to DF patients

or healthy controls [57–60]. TNF-a in particular has been

shown to be correlated with disease severity in numerous

studies [14,31,57,61–64]. Furthermore, human polymorphisms

that predispose for high TNF-a production have been shown to

be associated with increased susceptibility to DHF [65]. IL-6

and IL-8 work synergistically with TNF-a to mediate activation

of endothelial cells [14]. Although the complete role these

cytokines play in dengue pathogenesis is not clear, their peak
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levels have been shown to be strongly correlated with disease

severity [30,31,33].

The mechanisms that result in this high cytokine pro-

duction are complex and most probably multifactorial

[14,66]. Many studies have shown that viraemia levels are con-

sistently correlated with disease severity [9,29,48]. As high

viraemia is both a cause and a consequence of a high number

of infected cells, and infected cells secrete cytokines, it has

been suggested that high viraemia (reflecting high numbers

of infected cells) is necessary for the development of plasma

leakage [29,67]. However, high viraemia may not be sufficient

for the development of plasma leakage [67].

T-cell-secreted cytokines have also been implicated in

the development of severe disease [7,66,67]. Specifically, a

theory known as original antigenic sin (OAS) proposes that

memory T-cell populations with low avidity for the infecting

virus of a heterologous secondary infection cause a strong

pro-inflammatory response, as would any memory T-cell

population activated by a secondary infection. Yet, because

of their low avidity, the ability of these T cells to lyse infected

cells, and thereby to protect against viral infection, may be

poor [7,68]. In support of OAS, a study of dengue virus-specific

T-cell responses in Thai children showed that the majority of

dengue virus-specific T cells were of low affinity for the infect-

ing serotype but had high affinity to one of the other three

serotypes [68]. This study also showed that patients with DSS

had stronger T-cell responses than individuals with less

severe disease. In contrast to these pathologic effects of T

cells, recent studies have suggested that T cells may instead

play a protective role against severe disease [27,28,66]. Specifi-

cally, Weiskopf et al. showed that individuals with a strong

T-cell response were associated with an HLA allele that appears

to confer protection from severe disease [28]. They further

showed that in transgenic mice, heterologous secondary infec-

tions responses directed to serotype-specific epitopes were

impaired, but responses to conserved epitopes were not,

suggesting that heterologous secondary infections are associated

with a limited T-cell response [69]. Dung et al. [27] further docu-

mented a temporal mismatch between CD8þ T-cell activation

and vascular leakage, suggesting that T-cell-secreted cytokines

do not contribute to the development of severe disease.
Taken together, these studies show that while both

infected cells and T cells are known to secrete cytokines associ-

ated with severe disease, the contribution of T-cell produced

cytokines to severe disease is unclear [13,14,66]. To determine

whether the minimal models developed above for a primary

and a secondary dengue infection are able to recover the

well-established pattern of increased risk of severe disease in

a heterologous secondary infection, we consider a disease

severity formulation under two different parametrizations.

The first parametrization assumes that T-cell-secreted cyto-

kines do not impact the development of severe disease,

whereas the second assumes that T cells may act to exacer-

bate disease severity (although they cannot alone precipitate

severe disease).

To keep the model as simple as possible, we group endo-

thelial cell activating cytokines (TNF-a, IL-6, IL-8) into a

single variable, E. We assume that these cytokines are primar-

ily secreted by infected cells at rate qEI, and decay at rate dEE.

To include the possible pathologic role of T cells, we assume

that T-cell-secreted cytokines can amplify a pro-inflammatory

response orchestrated by signaling between infected cells, as

suggested by Dung et al. [27]. Because peak levels of endo-

thelial cell activating cytokines have been shown to strongly

correlate with disease severity [30,31,33], we assume that

the risk of developing severe disease is proportional to the

peak level of E (disease severity/max(E)). Mathematically,

the dynamics of disease-associated cytokines are therefore

given by

dE
dt
¼ qE(1þ aT)I � dEE: (4:1)

With a ¼ 0, T-cell-secreted cytokines do not contribute to dis-

ease severity, whereas with a . 0, these cytokines exacerbate

disease severity.

Figure 2f shows that both disease severity parametriza-

tions for a secondary heterologous infection result in higher

peak values of endothelial activators compared with a pri-

mary dengue infection, and therefore both parametrizations

result in a higher risk of developing severe disease compared

with a primary infection.
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5. Consistency of models with virological
indicators of disease severity

Clinical studies have indicated that viral kinetic features of an

infection may be useful in predicting the risk of an individual

developing severe disease [9,11,29,48]. These virological indi-

cators include the level of peak viraemia, the time to peak

viraemia, and the viral clearance rate. To determine whether

the minimal models developed in the previous sections are

able to reproduce the established relationships between these

virological indicators of disease severity and the risk of devel-

oping severe disease, we used a Latin Hypercube Sampling

(LHS) approach [70,71]. LHS is a random sampling method

where uncertainty in each model parameter is considered in

its contribution to a specified outcome, in our case, the risk of

developing severe disease, which we take to be proportional

to the peak level of endothelial activators E.

We first performed LHS simulations by varying parameters

of both the primary infection and the secondary infection

models (figure 5). For a primary infection, we considered vari-

ation in the initial condition S(0), and the model parameters b,

r, k, qN(q/d ) and dN on the peak level of endothelial activators.

For a secondary infection, we considered variation in these

same parameters and initial conditions as well as in the initial

condition T(0) and the T-cell parameters dT, qT and dT (figure 5).

We used a sample size of 500 LHS simulations and sampled

each parameter from a uniform distribution that extended

+10% from the point estimates provided in table 1.

5.1. Peak viraemia as a virological indicator
The first virological indicator of disease severity we consider is

peak viraemia. A higher magnitude of viral load early in infec-

tion has been repeatedly associated with a higher risk of

developing severe disease [9,10,29,48,56]. When a viral peak

is observed, higher values of peak viraemia are associated

with a higher risk of developing severe disease [9]. Figure 5a
shows that our models reproduce the observed positive
association between peak viral load and peak endothelial

cell activator levels. Furthermore, figure 5a shows that during

a secondary infection, both peak viral load and peak E
levels (indicative of the risk of developing severe disease) are

generally higher than in a primary infection. When we

assume T-cell-secreted cytokines contribute to disease seve-

rity (a . 0), secondary infections with similar peak viraemia

values to a primary infection nevertheless carry a higher

peak level of endothelial activators.

Despite showing a clear positive relationship between peak

viral load and the peak level of endothelial activators, figure 5a
also indicates that this relationship is not perfect, that is, there

is scatter. We can qualitatively understand this scatter bet-

ween the level of peak viraemia and the peak level of

endothelial activators by examining the directional effects of

each varied parameter. In primary dengue infections, and in

secondary dengue infections when disease severity is assumed

to be due to only infected cell-secreted cytokines, the level of

peak viraemia is almost a perfect predictor of disease severity

(figure 5a). This is because increases in early acting parameters

(S(0),b, r) all act to increase the number of infected cells, result-

ing in both higher peak viraemia and a higher maximum

number of endothelial activators. Increases in late-acting

parameters (k, qN(q/d), dN, T(0), dT, qT and dT) all act to

decrease the number of infected cells, resulting in both lower

peak viraemia and a lower maximum number of endothelial

activators.

In secondary dengue infections in which we assume that

T-cell-secreted cytokines contribute to disease severity, we

see more scatter in the relationship between peak viraemia

and peak levels of E. This is because variation in parameters

that affect T-cell dynamics now have disparate directional

effects. Specifically, parameter changes that increase T-cell

levels lower peak viraemia, but increase peak levels of E.

While our analysis suggests that peak viraemia is a rela-

tively good indicator of disease severity, it also highlights

that if T cells contribute significantly to the cytokine storm,

the predictiveness of this indicator is limited.
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5.2. Time to peak viraemia as a virological indicator
The second indicator of disease severity we consider is the time

to peak viraemia. Several studies have shown that high viraemia

levels early in infection are associated with a higher risk of devel-

oping severe disease [9,10,56]. For primary infections, a shorter

time to peak viraemia is associated with higher disease severity,

while peak viraemia is rarely observed during a secondary

infection, suggesting that virus peaks earlier in secondary infec-

tion relative to a primary infection [9]. Figure 5b shows that

our models recover this described negative relationship between

time to peak viraemia and the peak level of endothelial

activators. In secondary infections, when we assume T cells con-

tribute to disease severity, a given time to peak viraemia results

in a substantially higher peak level of endothelial activators

compared to when T cells only play a protective role.

The relationship between the time to peak viraemia and

the peak level of endothelial activators displays considerably

more scatter than that observed between peak viraemia and

the peak level of endothelial activators (figure 5b versus 5a).

This is because the late-acting parameters (k, qN(q/d ), dN,

T(0), dT, qT and dT) do not significantly impact the time to

peak viraemia, while their values can considerably impact

peak endothelial activator levels. Increased scatter is present

when T-cell-secreted cytokines contribute to the level of

endothelial activators, because the number of T cells impacts

the peak level of endothelial activators, while essentially

having no effect on the time to peak viraemia.

Our analysis suggests that the time to peak viraemia may

be of limited use as a virological indicator of disease severity

if there is considerable variation in the immune response of

individuals. If T cells contribute to disease severity, the time

to peak viraemia becomes an even less effective indicator of

disease severity. On the other hand, if individual variability

is largely dominated by early acting parameters, we would

expect the time to peak viraemia to be an effective indicator.

5.3. Viral clearance rate as a virological indicator
Studies have shown conflicting associations between the rate

of viral clearance and the risk of developing severe disease.

Wang and colleagues, for example, found that a lower viral

clearance rate was associated with the development of DHF

in a study of 26 individuals experiencing secondary dengue

infection [48]. By contrast, Vaughn et al. [11] found that a

higher viral clearance rate was associated with the develop-

ment of DHF in a study of 51 individuals experiencing either

a primary or a secondary infection. This latter study further

showed that the viral clearance rate was significantly higher

in secondary dengue infections than in primary dengue infec-

tions. Similarly, a third study of 248 individuals experiencing

either a primary or a secondary infection [9] found a higher

rate of viral clearance in secondary dengue infections than in

primary dengue infections, along with a slightly lower rate of

viral clearance in patients with DHF during the secondary

infection, compared to those with DF.

Figure 5c shows that our models predict a positive

relationship between the rate of viral clearance (quantified

as the maximal daily viral clearance rate) and the peak

level of endothelial activators for both primary and second-

ary infections. When we assume T-cell-secreted cytokines

contribute to disease severity, a given viral clearance rate

results in a substantially higher peak level of endothelial acti-

vators compared to when T cells only play a protective role.
Again, there is considerable scatter in the relationship

between viral clearance rate and the peak level of endothelial

activators. This is because changes in the parameters that

affect NK- and T-cell dynamics have opposite effects on the

viral clearance rate than on the level of endothelial activators.

Parameter changes that increase the number of NK cells or

T cells simultaneously increase the viral clearance rate

while decreasing the number of infected cells, and therewith

peak endothelial activator levels.

While our findings indicate that the viral clearance rate

may not be a good indicator for predicting the onset of

severe disease, they are helpful in understanding the conflict-

ing results of the studies described above. The results from

Wang et al. [48], showing that a lower viral clearance rate

was associated with increased disease severity suggest that

T cells in these patients played largely protective roles, such

that a low clearance rate reflects a suboptimal T-cell response.

The opposite result observed in the other two studies may

be explained by inter-individual variation in early acting par-

ameters, or, if T cells contribute to disease severity, by a

strong T-cell response.

5.4. Robustness of virological indicator results to
alternative disease severity formulations

In the electronic supplementary material, we consider whether

the results shown in figure 5 are robust to alternative disease

severity formulations. One alternative formulation reflects the

assumption that T cells can secrete cytokines that contribute

to disease severity, and that these secreted cytokines do not

simply amplify, but contribute additively to peak E levels.

This assumption leads to the alternative disease severity for-

mulation of dE/dt ¼ qEI þ aT – dEE instead of equation (4.1),

where a is a parameter quantifying the production rate of endo-

thelial activators by T cells. This formulation reproduces the

relationships between the virological indicators and peak

levels of E observed with the original disease severity formu-

lation provided in equations (4.1) (electronic supplementary

material, figure S2). With this alternative formulation, how-

ever, an individual with high T-cell counts but low viraemia

can experience a high risk of developing severe disease, a

pattern that is not supported by the literature [29,67].

Returning to equation (4.1) to describe endothelial activator

dynamics, we can alternatively consider the risk of severe dis-

ease to be proportional to the total amount of endothelial

activators secreted during the infection (
Ð1

0 E(t)dt). This

alternative formulation also reproduces the described rela-

tionships between the virological indicators and the risk of

developing severe disease (electronic supplementary material,

figure S3). However, this disease measure incorporates cyto-

kine dynamics after vascular leakage has occurred, making

it, to some degree, biologically unreasonable. The incorpor-

ation of post-defervescence cytokine dynamics also generates

more scatter in the relationships between the virological

indicators and the risk of developing severe disease.
6. Discussion
Here we have developed a suite of within-host mathematical

within-host dengue models to describe the dynamics of the

virus and to better understand the development of severe

dengue disease. By first beginning with a target cell model,
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and adding increasing complexity, we have arrived at mini-

mal models able to reproduce characterized viral features

for both primary and secondary infections. We have shown

that only the innate immune response is needed to recover

the features of a primary dengue infection, and that for a sec-

ondary dengue infection, a higher rate of viral infectivity

(representing ADE) is needed to recover the higher peak virae-

mia value and the shorter time to peak viraemia, while T cells

are needed to recover the higher viral clearance rate. We para-

metrized our minimal models using a combination of literature

estimates and described features.

Our models are the first dengue models to link within-

host dynamics to a quantitative measure of disease severity.

Specifically, we assumed that severe dengue disease, charac-

terized by vascular leakage, results from a cytokine storm,

consistent with current thinking [7,13,59]. We developed

two disease severity formulations differing in the contri-

bution of T-cell-secreted cytokines to disease severity. While

these disease severity formulations greatly simplify the com-

plex mechanisms leading to severe dengue disease, they are a

first step in providing a quantitative framework for under-

standing the processes jointly regulating viral dynamics and

driving the onset of severe disease.

We have shown through simulation that the models repro-

duce associative relationships between known virological

indicators and the peak level of endothelial activators, our

measure of the risk of developing severe disease, and that

these relationships are robust to our disease severity parametri-

zations. However, we have also shown that the effectiveness

of these indicators depends heavily on the (as yet disputed)

contribution of T cells in precipitating severe disease.

Although our models can reproduce viral patterns and the

association between known virological indicators and the risk

of developing severe disease, our current parametrizations

of the models are not obtained through statistical fits to

data. Instead, our parametrization is based on well-established

viral features. While statistical fits to data, as performed by

Clapham et al. [25], are extremely valuable, the lack of availa-

ble viral and immunological data early in dengue infection

is currently a limiting factor in robustly estimating model par-

ameters. This underscores the importance of large longitudinal

cohort studies in facilitating the collection of these types of

data. The Pediatric Dengue Cohort Study in Nicaragua [72],

for example, routinely tests children for dengue, and detects

inapparent as well as symptomatic infections. This type of

study should be able to obtain detailed viral measurements

early in infection, specifically before viraemia peaks. Along

with viral kinetic data, more detailed kinetic data of NK- and

T-cell activation markers in relation to the timing of vascular

leakage, the hallmark of DHF, are needed to help elucidate

the extent of the protective role of NK cells and the contribution

of T cells to disease severity. Additionally, more detailed kin-

etic studies of cytokines in relation to the timing of vascular

leakage will be useful in determining which cytokines are the

best markers of disease severity.

In our parametrization of the models, we focused exclu-

sively on the differences between a primary and a secondary

dengue infection. However, it is well known that the risk of

developing severe disease in a secondary dengue infection

can depend on the identities of the particular virus serotype

of the primary infection as well as of the virus serotype of

the secondary infection [53,73]. The secondary infection

model is sufficiently flexible to be able to examine this
order-of-infection effect simply through re-parametrization.

A thorough analysis, however, will critically again depend

on data availability. We are currently unaware of any studies

that examine viral load dynamics in individuals experiencing

a secondary dengue infection in which the serotype identity

of the primary infection has been documented.

We also did not explicitly address temporary cross-protec-

tion or cross-immunity between serotypes with our model,

although both observational and epidemiological studies

have indicated that individuals are protected either from

infection or disease for up to 2 years following a primary

infection [74–76]. Our models, however, could easily accom-

modate this effect through a re-parametrization. Presumably,

individuals are protected in a heterologous secondary infec-

tion for a period following a primary infection, because

protective antibody levels remain sufficiently high to be

capable of effectively neutralizing virus. In our model, this

would lead to an increase in the viral clearance rate, lowering

r and the within-host basic reproduction number. Because

decreases in the basic reproductive number result in either

the inability for a virus to infect an individual or reduced vir-

aemia, this simple re-parametrization of the model indicates

that we should expect to see a lower risk of developing

severe disease in recently infected individuals.

While alternative parametrizations can be used to consider

certain questions we have not examined here, our models make

several simplifying assumptions that need to be relaxed to

address other outstanding questions. First, the secondary infec-

tion model assumes that the humoral immune response occurs

immediately and stays at a constant level (represented by an

increased b). Because our current model does not explicitly

include the dynamics of the humoral immune response,

we may be oversimplifying the contribution of antibodies to

disease severity. Furthermore, a dynamic adaptive immune

response needs to be modelled to understand, for example,

the downstream effects of the antibody response in modulat-

ing cytokine production (intrinsic ADE) [77]. Second, for

simplicity, we do not distinguish between different types of

cytokines and therefore do not include the roles of certain cyto-

kines in upregulating or downregulating the production of

other cytokines, which may be important in understanding

the complex mechanisms leading to the occurrence of vascular

leakage [14,59].

Although the assumptions that our within-host mathemat-

ical models currently make limit their applicability to certain

questions, we believe that they stand as a good jumping off

point for more complex models. They are the first attempt to

understand how the dynamics of dengue virus and the immuno-

logical response of its host affect the risk of developing severe

disease. They provide insight into the contribution of infected

cells and T cells to disease severity and highlight the importance

of within-host dynamics early in the infection in predicting dis-

ease severity. They also highlight that the predictiveness of

virological indicators are dependent on our understanding of

the mechanisms leading to severe disease. Modifications of the

model, in terms of both parametrization and structure, will

require more extensive datasets and, critically, continued colla-

borative interactions between quantitative biologists and

dengue virologists and immunologists.

Acknowledgements. We thank D. Rasmussen and members of the Koelle
lab for useful discussions and helpful feedback. We also thank three
anonymous reviewers for their comments on the manuscript.

http://rsif.royalsocietypublishing.org/


rsif

12

 on January 2, 2015http://rsif.royalsocietypublishing.org/Downloaded from 
Funding statement. This work was funded by National Science Foun-
dation grant no. NSF-EF-08-27416 and by a Complex Systems grant
to K.K. from the James S. McDonnell Foundation. K.K. was further
supported by the RAPIDD programme of the Science and Technol-
ogy Directorate, Department of Homeland Security and the Fogarty
International Center, National Institutes of Health.
.royalsocietyp
References
ublishing.org
J.R.Soc.Interface

12:20140886
1. Bhatt S et al. 2013 The global distribution and
burden of dengue. Nature 496, 504 – 507. (doi:10.
1038/nature12060)

2. Whitehorn J, Simmons CP. 2011 The pathogenesis
of dengue. Vaccine 29, 7221 – 7228. (doi:10.1016/j.
vaccine.2011.07.022)

3. Shresta S, Kyle JL, Snider HM, Basavapatna M,
Beatty PR, Harris E. 2004 Interferon-dependent
immunity is essential for resistance to primary
dengue virus infection in mice, whereas T- and
B-cell-dependent immunity are less critical.
J. Virol. 78, 2701 – 2710. (doi:10.1128/JVI.78.6.
2701-2710.2004)

4. Prestwood TR, Morar MM, Zellweger RM, Miller R,
May MM, Yauch LE, Lada SM, Shresta S. 2012 Gamma
interferon (IFN-gamma) receptor restricts systemic
dengue virus replication and prevents paralysis in IFN-
alpha/beta receptor-deficient mice. J. Virol. 86,
12 561 – 12 570. (doi:10.1128/JVI.06743-11)

5. Kliks SC, Nisalak A, Brandt WE, Wahl L, Burke DS.
1989 Antibody-dependent enhancement of dengue
virus growth in human monocytes as a risk factor
for dengue hemorrhagic fever. Am. J. Trop. Med.
Hyg. 40, 444 – 451.

6. Morens DM, Halstead SB. 1990 Measurement of
antibody-dependent infection enhancement of four
dengue virus serotypes by monoclonal and
polyclonal antibodies. J. Gen. Virol. 71, 2909 – 2914.
(doi:10.1099/0022-1317-71-12-2909)

7. Rothman AL. 2011 Immunity to dengue virus: a tale
of original antigenic sin and tropical cytokine
storms. Nat. Rev. Immunol. 11, 532 – 543. (doi:10.
1038/nri3014)

8. Rothman AL. 2004 Dengue: defining protective
versus pathologic immunity. J. Clin. Invest. 113,
946 – 951. (doi:10.1172/JCI21512)

9. Tricou V, Minh NN, Farrar J, Tran HT, Simmons CP.
2011 Kinetics of viremia and NS1 antigenemia are
shaped by immune status and virus serotype in
adults with dengue. PLoS Negl. Trop. Dis. 5, e1309.
(doi:10.1371/journal.pntd.0001309)

10. Libraty DH et al. 2002 Differing influences of virus
burden and immune activation on disease severity
in secondary dengue-3 virus infections. J. Infect. Dis.
185, 1213 – 1221. (doi:10.1086/340365)

11. Vaughn DW et al. 2000 Dengue viremia titer,
antibody response pattern, and virus serotype
correlate with disease severity. J. Infect. Dis. 181,
2 – 9. (doi:10.1086/315215)

12. Green S, Pichyangkul S, Vaughn DW, Kalayanarooj S,
Nimmannitya S, Nisalak A, Kurane I, Rothman AL,
Ennis FA. 1999 Early CD69 expression on peripheral
blood lymphocytes from children with dengue
hemorrhagic fever. J. Infect. Dis. 180, 1429 – 1435.
(doi:10.1086/315072)
13. Tisoncik JR, Korth MJ, Simmons CP, Farrar J, Martin
TR, Katze MG. 2012 Into the eye of the cytokine
storm. Microbiol. Mol. Biol. Rev. 76, 16 – 32. (doi:10.
1128/MMBR.05015-11)

14. Martina BEE, Koraka P, Osterhaus ADME. 2009 Dengue
virus pathogenesis: an integrated view. Clin. Microbiol.
Rev. 22, 564 – 581. (doi:10.1128/CMR.00035-09)

15. Perelson AS. 2002 Modelling viral and immune
system dynamics. Nat. Rev. Immunol. 2, 28 – 36.
(doi:10.1038/nri700)

16. Perelson A, Nelson PW. 1999 Mathematical analysis
of HIV-1 dynamics in vivo. SIAM Rev. 41, 3 – 44.
(doi:10.1137/S0036144598335107)

17. Neumann AU, Lam NP, Dahari H, Gretch D, TE W,
Layden TJ, Perelson AS. 1998 Hepatitis C viral
dynamics in vivo and the antiviral efficacy of
interferon-alpha therapy. Science 282, 103 – 107.
(doi:10.1126/science.282.5386.103)

18. Dobrovolny HM, Reddy MB, Kamal MA, Rayner CR,
Beauchemin CAA. 2013 Assessing mathematical
models of influenza infections using features of the
immune response. PLoS ONE 8, e57088. (doi:10.
1371/journal.pone.0057088)

19. Handel A, Longini Jr IM, Antia R. 2010 Towards a
quantitative understanding of the within-host
dynamics of influenza a infections. J. R. Soc.
Interface 7, 35 – 47. (doi:10.1098/rsif.2009.0067)

20. Saenz RA et al. 2010 Dynamics of influenza virus
infection and pathology. J. Virol. 84, 3974 – 3983.
(doi:10.1128/JVI.02078-09)

21. Pawelek KA, Huynh GT, Quinlivan M, Cullinane A,
Rong L, Perelson AS. 2012 Modeling within-host
dynamics of influenza virus infection including
immune responses. PLoS Comput. Biol. 8, e1002588.
(doi:10.1371/journal.pcbi.1002588)

22. Canini L, Carrat F. 2011 Population modeling of
influenza A/H1N1 virus kinetics and symptom
dynamics. J. Virol. 85, 2764 – 2770. (doi:10.1128/
JVI.01318-10)

23. Nuraini N, Tasman H, Soewono E, Sidarto KA. 2009
A with-in host dengue infection model with
immune response. Math. Comp. Model. 41,
1148 – 1155. (doi:10.1016/j.mcm.2008.06.016)

24. Ansari NA, Hesaaraki M. 2012 A within host dengue
infection model with immune response and
Beddington – DeAngelis incidence rate. Appl. Math.
3, 177 – 184. (doi:10.4236/am.2012.32028)

25. Clapham HE, Tricou V, Van Vinh Chau N, Simmons
CP, Ferguson NM. 2014 Within-host viral dynamics
of dengue serotype 1 infection. J. R. Soc. Interface
11, 20140094. (doi:10.1098/rsif.2014.0094)

26. Gujarati TP, Ambika G. 2014 Virus antibody
dynamics in primary and secondary dengue
infections. J. Math. Biol. 69, 1773 – 1800. (doi:10.
1007/s00285-013-0749-4)
27. Dung NTP et al. 2010 Timing of CD8þ T cell
responses in relation to commencement of capillary
leakage in children with dengue. J. Immunol. 184,
7281 – 7287. (doi:10.4049/jimmunol.0903262)

28. Weiskopf D et al. 2013 Comprehensive analysis of
dengue virus-specific responses supports an HLA-
linked protective role for CD8þ T cells. Proc. Natl
Acad. Sci. USA 110, E2046 – E2053. (doi:10.1073/
pnas.1305227110)

29. Duyen HTL et al. 2011 Kinetics of plasma viremia
and soluble nonstructural protein 1 concentrations
in dengue: differential effects according to serotype
and immune status. J. Infect. Dis. 203, 1292 – 1300.
(doi:10.1093/infdis/jir014)

30. Butthep P, Chunhakan S, Yoksan S,
Tangnararatchakit K, Chuansumrit A. 2012 Alteration
of cytokines and chemokines during febrile episodes
associated with endothelial cell damage and
plasma leakage in dengue hemorrhagic fever.
Pediatr. Infect. Dis. J. 31, e232 – e238. (doi:10.1097/
INF.0b013e31826fd456)

31. Hober D et al. 1993 Serum levels of tumor necrosis
factor-alpha (TNF-a), interleukin-6 (IL-6), and
interleukin-1 b (IL-1 b) in dengue-infected
patients. Am. J. Trop. Med. Hyg. 48, 324 – 331.

32. Restrepo BN, Isaza DM, Salazar CL, Ramı́rez R,
Ospina M, Alvarez LG. 2008 Serum levels of
interleukin-6, tumor necrosis factor-alpha and
interferon-gamma in infants with and without
dengue. Rev. Soc. Bras. Med. Trop. 41, 6 – 10.
(doi:10.1590/S0037-86822008000100002)

33. Rathakrishnan A, Wang SM, Hu Y, Khan AM,
Ponnampalavanar S, Lum LCS, Manikam R, Sekaran
SD. 2012 Cytokine expression profile of dengue
patients at different phases of illness. PLoS ONE 7,
e52215. (doi:10.1371/journal.pone.0052215)

34. Kumar Y, Liang C, Bo Z, Rajapakse JC, Ooi EE,
Tannenbaum SR. 2012 Serum proteome and
cytokine analysis in a longitudinal cohort of adults
with primary dengue infection reveals predictive
markers of DHF. PLoS Negl. Trop. Dis. 6, e1887.
(doi:10.1371/journal.pntd.0001887)

35. Chan M, Johansson MA. 2012 The incubation
periods of dengue viruses. PLoS ONE 7, e50972.
(doi:10.1371/journal.pone.0050972)

36. Baccam P, Beauchemin C, Macken CA, Hayden FG,
Perelson AS. 2006 Kinetics of influenza A virus
infection in humans. J. Virol. 80, 7590 – 7599.
(doi:10.1128/JVI.01623-05)

37. Sithisarn P, Suksanpaisan L, Thepparit C, Smith DR.
2003 Behavior of the dengue virus in solution.
J. Med. Virol. 71, 532 – 539. (doi:10.1002/
jmv.10520)

38. Fernandez-Garcia M-D, Mazzon M, Jacobs M, Amara
A. 2009 Pathogenesis of flavivirus infections: using

http://dx.doi.org/10.1038/nature12060
http://dx.doi.org/10.1038/nature12060
http://dx.doi.org/10.1016/j.vaccine.2011.07.022
http://dx.doi.org/10.1016/j.vaccine.2011.07.022
http://dx.doi.org/10.1128/JVI.78.6.2701-2710.2004
http://dx.doi.org/10.1128/JVI.78.6.2701-2710.2004
http://dx.doi.org/10.1128/JVI.06743-11
http://dx.doi.org/10.1099/0022-1317-71-12-2909
http://dx.doi.org/10.1038/nri3014
http://dx.doi.org/10.1038/nri3014
http://dx.doi.org/10.1172/JCI21512
http://dx.doi.org/10.1371/journal.pntd.0001309
http://dx.doi.org/10.1086/340365
http://dx.doi.org/10.1086/315215
http://dx.doi.org/10.1086/315072
http://dx.doi.org/10.1128/MMBR.05015-11
http://dx.doi.org/10.1128/MMBR.05015-11
http://dx.doi.org/10.1128/CMR.00035-09
http://dx.doi.org/10.1038/nri700
http://dx.doi.org/10.1137/S0036144598335107
http://dx.doi.org/10.1126/science.282.5386.103
http://dx.doi.org/10.1371/journal.pone.0057088
http://dx.doi.org/10.1371/journal.pone.0057088
http://dx.doi.org/10.1098/rsif.2009.0067
http://dx.doi.org/10.1128/JVI.02078-09
http://dx.doi.org/10.1371/journal.pcbi.1002588
http://dx.doi.org/10.1128/JVI.01318-10
http://dx.doi.org/10.1128/JVI.01318-10
http://dx.doi.org/10.1016/j.mcm.2008.06.016
http://dx.doi.org/10.4236/am.2012.32028
http://dx.doi.org/10.1098/rsif.2014.0094
http://dx.doi.org/10.1007/s00285-013-0749-4
http://dx.doi.org/10.1007/s00285-013-0749-4
http://dx.doi.org/10.4049/jimmunol.0903262
http://dx.doi.org/10.1073/pnas.1305227110
http://dx.doi.org/10.1073/pnas.1305227110
http://dx.doi.org/10.1093/infdis/jir014
http://dx.doi.org/10.1097/INF.0b013e31826fd456
http://dx.doi.org/10.1097/INF.0b013e31826fd456
http://dx.doi.org/10.1590/S0037-86822008000100002
http://dx.doi.org/10.1371/journal.pone.0052215
http://dx.doi.org/10.1371/journal.pntd.0001887
http://dx.doi.org/10.1371/journal.pone.0050972
http://dx.doi.org/10.1128/JVI.01623-05
http://dx.doi.org/10.1002/jmv.10520
http://dx.doi.org/10.1002/jmv.10520
http://rsif.royalsocietypublishing.org/


rsif.royalsocietypublishing.org
J.R.Soc.Interface

12:20140886

13

 on January 2, 2015http://rsif.royalsocietypublishing.org/Downloaded from 
and abusing the host cell. Cell Host Microbe 5,
318 – 328. (doi:10.1016/j.chom.2009.04.001)

39. Green AM, Beatty PR, Hadjilaou A, Harris E. 2014
Innate immunity to dengue virus infection and
subversion of antiviral responses. J. Mol. Biol. 426,
1148 – 1160. (doi:10.1016/j.jmb.2013.11.023)

40. Chen Y-C, Wang S-Y. 2002 Activation of terminally
differentiated human monocytes/macrophages by
dengue virus: productive infection, hierarchical
production of innate cytokines and chemokines, and
the synergistic effect of lipopolysaccharide. J. Virol.
76, 9877 – 9887. (doi:10.1128/JVI.76.19.9877-
9887.2002)

41. Petitdemange C, Wauquier N, Rey J, Hervier B,
Leroy E, Vieillard V. 2014 Control of acute dengue
virus infection by natural killer cells. Front.
Immunol. 5, 209. (doi:10.3389/fimmu.2014.00209)

42. Yokoyama WM, Kim S, French AR. 2004 The
dynamic life of natural killer cells. Annu. Rev.
Immunol. 22, 405 – 429. (doi:10.1146/annurev.
immunol.22.012703.104711)

43. Kurane I, Innis BL, Nimmannitya S, Nisalak A,
Meager A, Janus J, Ennis FA. 1991 Activation of T
lymphocytes in dengue virus infections. High levels
of soluble interleukin 2 receptor, soluble CD4,
soluble CD8, interleukin 2, and interferon-gamma in
sera of children with dengue. J. Clin. Invest. 88,
1473 – 1480. (doi:10.1172/JCI115457)

44. Tang Y et al. 2010 Both viremia and cytokine levels
associate with the lack of severe disease in
secondary dengue 1 infection among adult Chinese
patients. PLoS ONE 5, e15631. (doi:10.1371/journal.
pone.0015631)

45. Azeredo EL, De Oliveira-Pinto LM, Zagne SM,
Cerqueira DIS, Nogueira RMR, Kubelka CF. 2006 NK
cells, displaying early activation, cytotoxicity and
adhesion molecules, are associated with mild
dengue disease. Clin. Exp. Immunol. 143, 345 – 356.
(doi:10.1111/j.1365-2249.2006.02996.x)

46. Navarro-Sánchez E, Desprès P, Cedillo-Barrón L.
2005 Innate immune responses to dengue virus.
Arch. Med. Res. 36, 425 – 435. (doi:10.1016/j.
arcmed.2005.04.007)

47. Shechter Y, Preciado-Patt L, Schreiber G, Fridkin M.
2001 Prolonging the half-life of human interferon-
alpha 2 in circulation: design, preparation, and
analysis of (2-sulfo-9-fluorenylmethoxycarbonyl)7-
interferon-alpha 2. Proc. Natl Acad. Sci. USA 98,
1212 – 1217. (doi:10.1073/pnas.98.3.1212)

48. Wang W-K et al. 2006 Slower rates of clearance of
viral load and virus-containing immune complexes
in patients with dengue hemorrhagic fever. Clin.
Infect. Dis. 43, 1023 – 1030. (doi:10.1086/507635)

49. Zhang Y et al. 2007 In vivo kinetics of human
natural killer cells: the effects of ageing and acute
and chronic viral infection. Immunology 121,
258 – 265. (doi:10.1111/j.1365-2567.2007.02573.x)

50. Reperant LA, Kuiken T, Grenfell BT, Osterhaus ADME,
Dobson AP. 2012 Linking influenza virus tissue
tropism to population-level reproductive fitness.
PLoS ONE 7, e43115. (doi:10.1371/journal.pone.
0043115)
51. Nowak M, May R. 2000 Virus dynamics:
mathematical principles of immunology and virology.
Oxford, UK: Oxford University Press.

52. Friberg H et al. 2011 Cross-reactivity and expansion
of dengue-specific T cells during acute primary and
secondary infections in humans. Sci. Rep. 1, 51.
(doi:10.1038/srep00051)

53. Guzman MG, Alvarez M, Halstead SB. 2013
Secondary infection as a risk factor for dengue
hemorrhagic fever/dengue shock syndrome: an
historical perspective and role of antibody-
dependent enhancement of infection. Arch. Virol.
158, 1445 – 1459. (doi:10.1007/s00705-013-1645-3)

54. Murphy BR, Whitehead SS. 2011 Immune response
to dengue virus and prospects for a vaccine. Annu.
Rev. Immunol. 29, 587 – 619. (doi:10.1146/annurev-
immunol-031210-101315)

55. Belz GT, Zhang L, Lay MDH, Kupresanin F, Davenport
MP. 2007 Killer T cells regulate antigen presentation
for early expansion of memory, but not naive, CD8þ

T cell. Proc. Natl Acad. Sci. USA 104, 6341 – 6346.
(doi:10.1073/pnas.0609990104)

56. Nguyet MN et al. 2013 Host and viral features of
human dengue cases shape the population of
infected and infectious Aedes aegypti mosquitoes.
Proc. Natl Acad. Sci. USA 110, 9072 – 9077. (doi:10.
1073/pnas.1303395110)

57. Srikiatkhachorn A, Green S. 2010 Markers of dengue
disease severity. Curr. Top. Microbiol. Immunol. 338,
67 – 82. (doi:10.1007/978-3-642-02215-9-6)

58. Basu A, Chaturvedi UC. 2008 Vascular endothelium:
the battlefield of dengue viruses. FEMS Immunol.
Med. Microbiol. 53, 287 – 299. (doi:10.1111/j.1574-
695X.2008.00420.x)

59. Chaturvedi UC, Agarwal R, Elbishbishi EA, Mustafa
AS. 2000 Cytokine cascade in dengue hemorrhagic
fever: implications for pathogenesis. FEMS Immunol.
Med. Microbiol. 28, 183 – 188. (doi:10.1111/j.1574-
695X.2000.tb01474.x)

60. Raghupathy R et al. 1998 Elevated levels of IL-8
in dengue hemorrhagic fever. J. Med. Virol. 56,
280 – 285. (doi:10.1002/(SICI)1096-
9071(199811)56:3&lt;280::AID-JMV18&gt;3.0.CO;2-I)

61. Chakravarti A, Kumaria R. 2006 Circulating levels of
tumour necrosis factor-alpha & interferon-gamma in
patients with dengue & dengue haemorrhagic
fever during an outbreak. Indian J. Med. Res. 123,
25 – 30.

62. Braga EL, Moura P, Pinto LM, Ignácio SR, Oliveira MJ,
Cordeiro MT, Kubelka CF. 2001 Detection of circulant
tumor necrosis factor-alpha, soluble tumor necrosis
factor p75 and interferon-gamma in Brazilian patients
with dengue fever and dengue hemorrhagic fever.
Mem. Inst. Oswaldo Cruz 96, 229 – 232. (doi:10.1590/
S0074-02762001000200015)

63. Hober D, Delannoy AS, Benyoucef S, De Groote D,
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