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Abstract

Many viral infections can be prevented by immunizing with live, attenuated vaccines. Early

methods of attenuation were hit-and-miss, now much improved by genetic engineering.

However, even current methods operate on the principle of genetic harm, reducing the vir-

us’s ability to grow. Reduced viral growth has the undesired side-effect of reducing the host

immune response below that of infection with wild-type. Might some methods of attenuation

instead lead to an increased immune response? We use mathematical models of the

dynamics of virus with innate and adaptive immunity to explore the tradeoff between attenu-

ation of virus pathology and immunity. We find that modification of some virus immune-eva-

sion pathways can indeed reduce pathology yet enhance immunity. Thus, attenuated

vaccines can, in principle, be directed to be safe yet create better immunity than is elicited

by the wild-type virus.

Author summary

Live attenuated virus vaccines are among the most effective interventions to combat viral

infections. Historically, the mechanism of attenuation has involved genetically reducing

the viral growth rate, often achieved by adapting the virus to grow in a novel condition.

More recent attenuation methods use genetic engineering but also are thought to impair

viral growth rate. These classical attenuations typically result in a tradeoff whereby attenu-

ation depresses the within-host viral load and pathology (which is beneficial to vaccine

design), but reduces immunity (which is not beneficial). We use models to explore ways

of directing the attenuation of a virus to avoid this tradeoff. We show that directed attenu-
ation by interfering with (some) viral immune-evasion pathways can yield a mild infec-

tion but elicit higher levels of immunity than of the wild-type virus.

Introduction

Many highly successful viral vaccines use live attenuated viruses, which are typically variants

of the wild-type virus that have a genetically reduced capacity to grow [1–3]. Attenuated vac-

cines are considered to offer superior protection over other types of vaccines [4]. Early
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methods of attenuation were haphazard, relying on adaptation to viral growth in unnatural,

artificial conditions to indirectly evolve a virus with reduced capacity to grow in the natural

host. The fact that attenuation by this largely blind method was repeatable at all suggests

that there is a broad window of viral growth reduction compatible with practical vaccine

attenuation.

Viral attenuation entered a new era with genetic engineering, when it became possible to

achieve quantitative reductions in viral growth rate and to block evolutionary reversion of

attenuation [5–10]. Much of the guesswork in reducing viral growth rate is eliminated with

genetic engineering approaches, and the engineering can likewise slow or block the vaccine’s

ability to reverse the changes and become virulent. Now, genetic engineering may be ushering

in a third era, one in which attenuation is designed to enhance the immune response. Such

‘directed attenuation’ will require genetically altering (engineering) the virus in a manner that

reduces pathology while enhancing the level of protective immunity. In this paper we use the

term directed attenuation to refer to engineering vaccine genomes to influence the level of

immunity.

The need for new methods of viral attenuation is not necessarily obvious. Many attenuated

vaccines in use—created by old methods—have brought about dramatic reductions in the

prevalence of infections with few side effects, so is there anything to be gained from changing

their design? However, live attenuated vaccines typically do not elicit as much immunity as

natural infection [11–16]. This can potentially result in reinfection with circulating virus (e.g.

for mumps where the loss of immunity necessitates periodic boosting [12, 17]). Furthermore

at a more fundamental level, vaccines remain elusive for many viruses [18–22] and require

exploration of alternative approaches to vaccine design.

It is not a trivial matter to engineer a live vaccine and knowingly vary the immune response.

It has become practical to engineer a virus to knowingly reduce the pathology (i.e., to attenu-

ate, [4]). However current attenuation compromises the growth of the virus, leading to a

reduced viral load that typically elicits a smaller immune response [23]. Ideally, it would be

better to attenuate the virus without compromising long term immunity, perhaps even elevat-

ing it. Doing so requires understanding the complex interactions and feedbacks between virus

growth and generation of adaptive immunity.

The first step in directing attenuation involves characterizing the different viral proteins

and how they interact with the cells and molecules involved in the generation of immune

responses—the subject of recent advances in molecular and cellular virology and immunology

(reviewed in [24, 25]). Yet a qualitative understanding of these pathways is not enough: non-

linear feedbacks between virus growth and immunity make it hard to comprehend the effect

of modifying viral genes and proteins on the level of immunity generated. Is it feasible to

enhance immunity without increasing pathology? Targeting pathways that interfere with host

immunity may simply result in more rapid virus clearance (less pathology) and consequently

less clonal expansion and immunity at the end of the infection.

The approach to directed attenuation presented here is to develop a mathematical model

that incorporates key elements of our current understanding of the replicating virus and the

immune response it elicits. We then use the model to explore whether directed attenuation

might simultaneously reduce pathology and enhance immunity, and if so, to identify candidate

pathways for virus engineering.

Basic model

We use a deliberately simple model for the dynamics of infection with a virus—whether wild-

type or vaccine. Let V equal the virus density and Z and X equal the magnitude of the innate
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and adaptive responses respectively; all are functions of time.

virusð Þ
dV
dt

¼ rV � kZZV � kXXV

innate immunityð Þ
dZ
dt
¼ sZð1 � ZÞ

V
�V þ V

� dZZ

adaptive immunityð Þ
dX
dt

¼ sXX
Z

�Z þ Z
ðpathologyÞ P ¼ maxðVÞ

ð1Þ

The virus grows exponentially at rate r in the absence of innate and adaptive immunity.

Virus is killed by innate and adaptive immunity at rates proportional to current immunity

levels and the parameters kZ and kX respectively. Innate immunity, Z, is activated by infec-

tion and saturates at 1, so Z equals the fraction of the maximum possible value of innate

immunity. Adaptive immunity, X, grows in proportion to innate immunity (Z). This repre-

sentation is a modification of that usually used, where the stimulation of adaptive immunity

depends only on the amount of virus V. It is justified on biological grounds that the genera-

tion of an adaptive immune response requires stimulation by activated innate immunity (e.g.

a danger signal); the observation that virus antigen is typically presented to antigen-specific

immune cells in the lymph nodes for an extended period, potentially after live virus is

cleared, also supports disconnecting adaptive immunity expansion from live virus [26–29].

We let the extent of pathology, P, equal the maximum level of virus. The basic form is similar

to that used previously [30–35]. Table 1 shows the parameter ranges used, consistent with

the known characteristics of immune responses to acute infections [36]. In all simulations,

we rescale the initial virus and adaptive immunity to 1. The rates of viral growth and immu-

nity (r and s) are consistent with that observed from infection dynamics in mouse model sys-

tems [37]. The initial virus density is typically small, so virus proliferation is required for

stimulation of innate immunity (ϕV� 1); innate immunity decays with a time scale of days

(dZ* 1). The rate constant for control of virus by innate immunity (kZ) is chosen to allow it

to control virus replication in a few days; that of adaptive immunity is chosen to be small

because considerable clonal expansion is needed for adaptive immunity to reach a suffi-

ciently high density to clear the infection (kX� 1).

Table 1. Parameters of the model.

Parameter Description Value and range

r virus growth rate 3d−1 (2 − 4)

Innate immunity

sZ rate of activation of innate immunity .1d−1 (.06 −.14)

ϕV sensitivity of innate immunity 102v(101 − 103)

dZ waning of innate immunity 1d−1 (.4 − 1.6)

kZ killing of virus by innate immunity 30(zd)−1 (10 − 100)

Adaptive immunity

sX rate of growth of adaptive immunity .1d−1 (.5 − 1.5)

ϕZ sensitivity of adaptive immunity .02z(.002 −.2)

kX killing of virus by adaptive immunity 10−2(xd)−1 (10−3 − 10−1)

Parameters of the model and the values and ranges used in simulations with units for measurement (d = days,

v = virus, x = adaptive immunity, z = innate immunity).

https://doi.org/10.1371/journal.pcbi.1008602.t001
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The model is intended to capture basic properties of the immune response, helping discover

unintuitive interactions and feedback effects that arise as a consequence of viral growth that

interferes with the host’s immune response. This model does not pretend to capture all the

known complexity of mammalian immune systems. For example, it does not include different

populations of innate and immune cells or cytokines generated during immune responses

or antigen-independent proliferation of adaptive immunity after initial activation [38–40].

The inclusion of these details at this stage would lead to a complex model with no hope of

parameterization.

Results

Dynamics of acute infection

Dynamics of an acute infection are straightforward (Fig 1, showing changes in viral titer,

innate and adaptive immunity over the course of infection for one set of parameter values).

The virus initially grows exponentially. Soon thereafter the innate immune system is triggered

and begins to limit viral growth. The adaptive immune response is delayed relative to innate

immunity, it is responsible for clearance of the infection and is subsequently maintained over

the time scale considered. Innate immunity is temporary and decays to zero soon after the

virus is cleared.

Fig 1. Typical dynamics of an acute infection. Virus (V) is shown in red, innate immunity (Z) in black and adaptive

immunity (X) in blue. The scale for virus and adaptive immunity is fold change over the initial value (V(0) and X(0)

are set to 1). The scale for innate immunity is percent of its maximum possible value (100), and in this simulation Z
attains only about 10% of its maximum. Parameters are chosen for a biologically relevant regime as described earlier

[36] and are shown in Table 1.

https://doi.org/10.1371/journal.pcbi.1008602.g001
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Classic attenuation by reducing virus growth

The original approach for attenuating a virus was to grow it in unnatural conditions (e.g.,

novel host or cell culture). Adaptation to the unnatural conditions often—but unpredictably—

reduced growth rate in the primary host (humans), with consequent loss of pathogenesis.

Newer methods of engineered attenuation also lower viral growth rate but do so far more pre-

dictably [4, 10]. With a viral growth rate less than wild-type, the attenuated virus attains a

smaller peak density before clearance and thus elicits less adaptive immunity. To wit, a single

infection with wild-type measles, mumps or rubella viruses typically induces lifelong immunity

[41, 42], while vaccine-induced immunity frequently requires boosting, as indicated by the

CDC immunization schedule [17].

This basic trade-off provides a baseline that should be reproduced by any reasonable model

of viral-immune dynamics: reduced viral growth rate should result in reduced viral density

before clearance (reduced pathogenesis). There should be a consequent reduced stimulation of

adaptive immunity and a lower final level of adaptive immunity. Our model indeed generates

the expected patterns (Fig 2). This pattern highlights the fundamental question of our study: is

it possible to engineer an attenuation that is better than achieved by merely reducing viral

growth rate—can we arrange pathogenesis to go down but immunity go up? Our approach to

this question involves varying virus-affected parameters and observing changes in pathogene-

sis and in immunity, as done next.

Attenuation by suppressing virus immune evasion pathways

Viruses have pathways that interfere with the innate or adaptive immune responses [43–47].

As these reduce the magnitude or effect of immunity, they are candidate pathways, that if tar-

geted, could lead to an increase in immunity. We model the suppression of these viral path-

ways as changes in the parameters that correspond to attenuation strategies—reducing

pathogenesis (Table 2). Note that suppression of a viral pathway may result in an increase of

the parameter value—which can occur when the wild-type virus depresses a host anti-viral

response.

Virus strategies to evade innate immunity are modeled as low values of sZ (the maximum

rate of stimulation), high values of ϕV (the level of virus needed for stimulation of innate

immunity) and high values of dZ (the decay rate of innate immunity). Similarly, viruses avoid

Fig 2. Attenuation by reducing the growth rate r of the virus. Solid lines indicate wild-type; dashed and dotted indicate attenuated. Reducing virus

growth rate results in lower viral load as well as a reduction in the final level of adaptive immunity. (A) Dynamics for the wild-type infection in solid

lines (red for virus, blue and black for adaptive and innate immunity) and for viruses with a 20% (dashed) and 40% reduced growth rate (dotted). (B)

Impact of the degree of attenuation (reduction in r) on both the final level of adaptive immunity (blue) and the pathology (maximum virus load, red).

(C) The tradeoff between pathology and peak adaptive immunity from changing growth rate r: reducing the growth rate results in lower pathology but

also lower immunity. Parameters values are given in Table 1.

https://doi.org/10.1371/journal.pcbi.1008602.g002
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stimulation of adaptive immunity by low values of sX (the maximum rate of proliferation of

immune cells) and high values of ϕZ (the level of stimulation required to induce proliferation

of adaptive immune cells). Viruses can also limit killing by the innate and adaptive immunity

with low values of the rate constants kZ and kX respectively. Attenuation thus involves chang-

ing those parameters in the opposite directions, reducing pathology. But our interest also lies

in which of these changes will have the additional effect of increasing the final level of adaptive

immunity, or at least not lowering it.

Blocking immune-evasion genes attenuates the infection; some changes can also

enhance immunity. Blocking (reducing) any viral immune-evasion pathway leads to attenu-

ation of the virus (Fig 3). All are thus potential routes for generation of a live attenuated virus

vaccine. But how might those changes affect the level of immunity? Blocking pathways that

make the virus more sensitive to clearance by either innate (kZ) or adaptive (kX) immunity

results in more rapid control of the virus but a lower final level of immunity. In contrast,

blocking pathways that slow the generation of adaptive immunity (either by changing the

immune growth rate, sX, or sensitivity of adaptive immunity, ϕZ) results in greater stimulation

and a higher final level of adaptive immunity. Finally, suppressing the viral pathway accelerat-

ing innate immune decay (dZ) prolongs the stimulation of adaptive immunity and increases its

final level.

Thus attenuation by modifying immune-evasion pathways described by parameters sX, ϕZ
and dZ generates the hoped-for outcome of reduced pathology with increased immunity.

Attenuation of other immune-evasion pathways, such as those associated with changes in the

stimulation of innate immunity (sZ or ϕV) or susceptibility to killing by innate or adaptive

immunity (kZ and kX), does not result in higher immunity. A more detailed consideration of

the effect of each parameter on the dynamics of infection and immunity is considered in S1

Text.

Pathology-immunity plot enables comparison of attenuation strategies. The effects of

different attenuation pathways may be directly compared by plotting them together in a grid

of pathology and immunity (Fig 4). The ideal live attenuated virus vaccine would generate

lower pathology but higher immunity than infection with the wild-type virus, corresponding

to the upper left quadrant (where wild-type is taken as the center). It is straightforward to

see that directed attenuation works for the same three parameters identified above, dZ, sX
and ϕZ. It is also seen that increasing sensitivity of innate immunity (decreasing ϕV) leads to

Table 2. Candidates for directed attenuation.

Evasion pathway targeted (parameter & direction of change for vaccine) Vaccine outcomes

pathology immunity

Innate immunity

max. activation rate for innate immunity (sZ ") decrease decrease

sensitivity of innate immunity to antigen (ϕV #) decrease no change

decay of innate immunity (dZ #) decrease increase

killing by innate immunity (kZ ") decrease decrease

Adaptive immunity

max. rate of clonal expansion (sX ") decrease increase

sensitivity of immunity to antigen (ϕZ #) decrease increase

killing by adaptive immunity (kX ") decrease decrease

Summary of candidates for directed attenuation arising from changes in a single parameter. Desired outcomes that

result in a decrease in pathology and an increase in immunity are shown in boldface.

https://doi.org/10.1371/journal.pcbi.1008602.t002
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attenuation of pathology without compromising immunity. A summary of the effect of differ-

ent directed attenuation strategies by single parameter changes is included in Table 2 (above).

Combining attenuation strategies

Two potential problems with directed attenuation of a single viral anti-immune pathway are

(i) reversion of attenuation during growth in the patient, and (ii) potential harm when vacci-

nating immunocompromised individuals. Given modern methods for engineering attenua-

tion, the first of these (reversion) may not be a significant problem; we thus focus on

inadvertent vaccination of immunocompromised individuals. The problem is especially appar-

ent if a virus is attenuated by deletion of an antiviral strategy that targets a defense pathway

lacking in the patient, in which case there is no difference between infection by the wild-type

virus and infection by the vaccine. The conventional method of attenuation—which results in

a reduction of the growth rate, r—avoids this problem, or at least makes the infection less

severe than that with wild-type virus. Overcoming this problem with directed attenuation may

require a combination strategy. One type of combination is to block immune evasion while

Fig 3. Effect of changing single parameters on the levels of pathology and immunity. Red curves give the pathology, with scale on the right vertical

axis; blue lines give the final level of adaptive immunity, with scale on the left vertical axis. The baseline parameters chosen for the wild-type virus are

indicated by ‘wt’ on the horizontal axis. A vaccine strain would be designed to lower pathology, and the arrow immediately above the horizontal axis

gives the direction of change in the parameter value that would reduce pathology. The goal of directed attenuation is to achieve a decline in the red

curve and an increase (or no change) in the blue curve relative to wild-type; several attenuation designs achieve this outcome. Baseline parameters are as

in Fig 1 except for the parameter whose value is changed in the panel.

https://doi.org/10.1371/journal.pcbi.1008602.g003
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separately reducing growth rate. Another type of combination is to block both evasion of adap-

tive immunity and evasion of innate immunity.

A worry with combination strategies is that the reduced immunity might be too severe: can

wild-type immunity be attained in a virus with classic growth rate reduction when an anti-

immunity defense is also disabled? The answer appears to be affirmative for some combina-

tions (Fig 5). The top four panels show the combined effect of reducing viral growth rate

(going from right to left on the horizontal axis) together with changing one immune parameter

(on the vertical axis). Suppressing an immune-evasion pathway that changes the sensitivity of

the adaptive immunity (reduces ϕZ) or the decay rate innate immunity (i.e. increases dZ)

restores vaccine immunity to the level elicited by the wild-type virus (right column), and this is

done without compromising the level of attenuation of pathogenesis that was obtained by the

reduction in r (left column).

Combinations are possible without altering growth rate (r), and some combinations may

likewise result in reduced pathology with enhanced immunity (Fig 5). The combination

Fig 4. Comparison of immunity-pathology tradeoffs generated by changing single parameters. Wild-type values

are given at the intersection of the curves, so viable attenuation strategies would lie to the left. As the goal is to

attenuate and to increase the immune response, the desirable attenuation strategies lie in the upper left quadrant. The

tradeoff for the classic mode of attenuation—lowering growth rate r (black line)—has the undesirable effect of

lowering immunity, a pattern mimicked by changes in several other parameters. In contrast, decreasing the rate of loss

of innate immunity (dZ# (brown)), or increasing the rate of proliferation or sensitivity of adaptive immunity (sX" (red),

ϕZ# (blue)) leads to lower pathology and increased immunity.

https://doi.org/10.1371/journal.pcbi.1008602.g004
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shown that does not change growth rate (bottom row) suppresses viral evasion of innate

immunity (increasing ϕV) while sensitizing adaptive immunity to stimulation by innate immu-

nity (increasing ϕZ).

One of the striking observations from Fig 5 is that the effect of varying parameters is substan-

tially different for the 3 cases. In the plots in the first column, immunity changes in response to

both parameters, but pathology changes largely in response to the growth rate r. In the plots in

the last column, immunity is strongly affected by the sensitivity of the adaptive response ϕZ but

largely unaffected by the sensitivity of the innate immune response ϕV, whereas pathology

shows much the opposite pattern. The middle column shows both pathology and immunity

being affected by the combination of parameter values. These results reinforce the unintuitive

nature of directed attenuation, and illustrate how models can be useful tools to understand the

consequences of the non-linearities and feedbacks for different vaccination strategies.

Robustness of directed attenuation to model formulation

The presentation above used a single model of immunity and viral dynamics. To address the

possibility that directed attenuation is an outcome specific to that model, two other models

Fig 5. Heat maps for the log10 fold changes in pathology (top row) and immunity (bottom row) for changes in two parameters. The effect of

changing a single parameter alone is seen by moving parallel to the respective axis. The goal of attenuation is to reduce pathology from wild-type values

(increase the level of blue, top row) and to increase immunity (increase redness, bottom row). Values of wild-type virus are given in upper right of each

panel, values of the prospective vaccine in lower left. The goal is to have pathology become increasingly blue and immunity become increasingly red in

traversing from wild-type to vaccine. The conventional attenuation strategy arising from reductions in the parameter r is seen to reduce both pathology

and immunity (moving left along the horizontal axis in any of the left four panels). However, combining reductions in r with increasing the sensitivity

of the adaptive immune response (i.e. decreasing ϕZ) or increasing the duration of innate immunity (i.e. increasing dZ) restores the level of immunity

generated by the vaccine to that induced by the wild-type virus while reducing pathology (left two columns). The right column shows attenuation

achieved by changes in a pair of parameters that does not include r.

https://doi.org/10.1371/journal.pcbi.1008602.g005
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were studied (see S1 Text). Directed attenuation was found to be attainable in those as well. The

two models differed from the model above as follows. In one model, the stimulation of the adap-

tive immune response was dependent only on the amount of virus antigen. In a second model,

the stimulation of adaptive immunity depended on both the activation of innate immunity and

the amount of virus antigen. Although the details of how to achieve directed attenuation dif-

fered somewhat across these models, directed attenuation was possible for some parameter

changes, commonly those involved in viral suppression of immunity. The fact that directed

attenuation can be attained across different models suggests that it may be a general principle.

Discussion

Attenuated vaccines have been the mainstay of viral vaccines for close to a century [2–4].

Attenuation is typically achieved by evolving the virus (for example by growth in a new envi-

ronment) or genetically modifying it so as to reduce its growth rate following infection of the

host [5–10]. Here we suggest an alternative approach to attenuation, one that directs the virus

toward reduced viral defenses against host immunity. This approach to attenuation is sug-

gested by the fact that many viruses directly interfere with the immune response [43–49], and

those interference genes are obvious targets for genetic engineering. Using a simple computa-

tional model of the immune response to viral infection, we found that disruptions of viral anti-

immune pathways invariably led to reduced pathology, whereas disruption of some, not all, of

these pathways did so without compromising immunity, even increasing the level of adaptive

immunity in some cases.

Our model helps identify which virus immune evasion pathways might be disabled to

achieve the desired outcome of increasing the level of immunity generated. We can intuit the

consequences of deleting some of the immune evasion pathways. Deleting pathways that make

the virus resistant to clearance by innate and adaptive immunity is modeled by increasing the

rate of virus clearance by innate or adaptive immunity (kZ and kX). This results in more rapid

virus clearance and more rapid waning of innate immunity, and consequently a shorter dura-

tion of stimulation of adaptive immunity, and thus a lower final level of adaptive immunity.

More promising targets for genetic engineering include virus genes that affect the generation

of innate or adaptive immune response (model parameters ϕV, sZ, ϕZ and sX). It is hard to

intuit the consequences of changes in these parameters because changes in these parameters

affect the final level of adaptive immunity in multiple ways. The first is the more rapid genera-

tion of adaptive immunity, either directly (for sX and ϕZ) or indirectly via faster generation of

innate immunity (for sZ and ϕV). The second effect arises as a consequence of the faster genera-

tion of adaptive immunity. The faster generation of adaptive immunity leads to faster virus

clearance which leads to earlier waning of innate immunity, and this curtails the duration of

stimulation of adaptive immunity. These two effects work in opposite directions, the former

resulting in an increase in the rate of generation of adaptive immunity and the latter in a

decrease in the duration of expansion of adaptive immunity. Intuition is not enough and we

thus require mathematical models to determine the consequences of combining these two

effects. Finally, deleting virus pathways that increase the rate of inactivation of innate immu-

nity (modeled by lowering dZ) tend to have a beneficial effect, because it prolongs the duration

of stimulation of the adaptive immune response. In the S1 Text we discuss the effects of

changes in these parameters on the dynamics of virus and immunity in more detail.

Viruses do evade immunity

Recent studies have discovered many pathways used by viruses to evade the innate and adap-

tive immune responses [43–47, 49]. Poxviruses are large DNA viruses with much of their
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genome encoding immune-evasion pathways [45, 46, 50]. These pathways target host type 1

interferon, tumor necrosis factors and the complement pathway of innate immunity. They

also evade adaptive immunity by downregulating antigen presentation and by blocking costi-

mulatory pathways and the apoptotic response. Adenoviruses are medium-sized, non-envel-

oped viruses containing a double stranded DNA genome. They encode immune-evasion

pathways that inhibit tumor necrosis factor activity, and also evade adaptive immunity by

downregulating antigen presentation [51–53].

One of the best studied immune-evasion genes encodes the NS1 protein of the influenza

virus, which interferes with multiple stages of the type 1 interferon signaling cascade [54–58].

Mutant influenza viruses lacking the NS1 gene are highly attenuated in wild-type (interferon-

competent) mice, but not in IFN-incompetant systems such as STAT 1 knockout mice [59].

Viruses with a truncation or deletion of their NS1 gene have been shown to be promising can-

didates for a live attenuated vaccine in chicken [60, 61]. Type 1 interferon plays a role in reduc-

ing virus replication, corresponding to a decrease in the growth rate of the virus (r) in our

models, so we expect this to result in less pathology and a smaller immune response. This is

consistent with the outcome of experimental infections of chicken with influenza virus vac-

cines that have deletions in the NS1 protein [61]. We suggest that it might be worth exploring

the possibility of targeting other virus immune-evasion pathways so that the immune response

is increased.

An instructive example of virus engineering is that described by Jackson et al [62] who

inserted a mouse IL-4 gene into ectromelia virus (mousepox). The engineered virus caused

fatal infections of mice and even killed mice that were immune to the wild-type virus. This

shows that: engineering virus immune evasion pathways is possible, that the result might

have been predicted by relatively simple understanding of immunity (IL-4 activates the Th2

immune response and thereby suppresses the Th1 responses required for defense against

viruses [63]), and that the outcome of engineering virus immune evasion pathways can result

in viruses with increased virulence (indicating caution is needed).

How to direct attenuation

A combination of experiments and modeling approaches would facilitate achieving the desired

goal of engineering a virus vaccine with reduced pathology but that generates enhanced immu-

nity. We certainly do not have sufficiently accurate quantitative models of the dynamics of

infections and immunity to rely principally on the models. And a purely empirical approach

has the problem of choosing between the large number of possible genes (and gene combina-

tions) that could be the target of genetic manipulation. Intuiting the consequences of different

mutations is challenging because of the non-linear feedbacks between control of virus and gen-

eration of host immunity. Consequently, models that incorporate the relevant details of spe-

cific virus immune-evasion pathways may help suggest combinations of pathways to be

targeted, limiting the experimental effort needed, and analysis of the results will in turn allow

refinement of the models.

At a basic engineering level, we suggest that in addition to compromising virus immune-

evasion genes (e.g., knockouts or codon deoptimizations), directed attenuation can involve

up-regulation or addition of genes that enhance the generation of immunity. Candidates for

up-regulation or addition include pathogen associated molecular patterns (PAMPS) that

induce the appropriate form of immunity. Studies on surrogates of protection [64] could help

identify appropriate PAMPS for inclusion in the virus.

One consideration is the possibility of virus reversion. Gene additions are more likely to be

prone to reversion through deletions and point mutations than gene deletions [65]. However,
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Bull et al [65] suggested that within-host vaccine evolution can compromise vaccine immunity

only when the extent of evolution during vaccine manufacture is severe, and that this evolution

may be avoided or mitigated by suitable choice of the vaccine inoculum.

We have focused on virus pathways that compromise the magnitude of the immune

response. Similar principles could be applied to virus pathways that skew the generation of

immunity (e.g. the Th1 vs Th2 responses) away from responses that are most effective at

clearing the virus. We could also consider pathways that compromise the maintenance of

memory. Enhancing the longevity of immunological memory may have relevance for infec-

tions with viruses such as coronaviruses that may not induce lifelong immunity. It could also

be extended to inactivated virus vaccines where genetic engineering to remove genes for

virus proteins that inhibit the generation of immune responses may (if the proteins function

in the absence of virus replication) enhance the immune response elicited by vaccination

with the killed virus. Another extension would be to explicitly incorporate scenarios where

the extent of attenuation depends on virus density, as has been suggested for some non-self-

ish virus evasion strategies [66]. Specific elaborations should be based on detailed consider-

ation of a vaccination scenario for a specific virus. Our results can be used as a motivation

for pursing directed attenuation but should not be used as a recipe for choosing the genes to

attain directed attenuation.

Summary. This study uses models to explore the consequences of attenuating a virus by

targeting the interaction of the virus with the host’s immune response, contrasting with the

more traditional approach of attenuation by reducing viral growth rate. This ‘directed’

approach allows us to explore how new vaccines may be designed with the goal of maximizing

the level of protective immunity generated. Contrary to the conventional view, it should be

possible to engineer vaccines that provide stronger protection than that provided by natural

infection.

Supporting information

S1 Text. In S1 Text we describe simulations of the dynamics of infection for insight into

the interactions that give rise to the tradeoffs observed when we attenuate various

immune-evasion pathways of the virus. We also present two alternative models for compari-

son to the basic model of the main text.

(PDF)
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15. Christenson B, Böttiger M. Long-term follow-up study of rubella antibodies in naturally immune and vac-

cinated young adults. Vaccine. 1994; 12(1):41–5. https://doi.org/10.1016/0264-410X(94)90009-4

16. Bogger-Goren S, Baba K, Hurley P, Yabuuchi H, Takahashi M, Ogra PL. Antibody response to vari-

cella-zoster virus after natural or vaccine-induced infection. J Infect Dis. 1982; 146(2):260–5. https://doi.

org/10.1093/infdis/146.2.260

17. CDC. CDC Immunization Schedules. https://wwwcdcgov/vaccines/schedules/indexhtml. 2016.

18. Burton DR. Advancing an HIV vaccine; advancing vaccinology. Nat Rev Immunol. 2019; 19(2):77–78.

https://doi.org/10.1038/s41577-018-0103-6

19. Crank MC, Ruckwardt TJ, Chen M, Morabito KM, Phung E, Costner PJ, et al. A proof of concept for

structure-based vaccine design targeting RSV in humans. Science. 2019; 365(6452):505–509. https://

doi.org/10.1126/science.aav9033 PMID: 31371616

20. Erbelding EJ, Post DJ, Stemmy EJ, Roberts PC, Augustine AD, Ferguson S, et al. A Universal Influenza

Vaccine: The Strategic Plan for the National Institute of Allergy and Infectious Diseases. J Infect Dis.

2018; 218(3):347–354. https://doi.org/10.1093/infdis/jiy103 PMID: 29506129

21. Polack FP, Karron RA. The future of respiratory syncytial virus vaccine development. Pediatr Infect Dis

J. 2004; 23(1 Suppl):S65–73.

22. Callow KA, Parry HF, Sergeant M, Tyrrell DA. The time course of the immune response to experimental

coronavirus infection of man. Epidemiol Infect. 1990; 105(2):435–46. https://doi.org/10.1017/

S0950268800048019

23. Akondy RS, Johnson PLF, Nakaya HI, Edupuganti S, Mulligan MJ, Lawson B, et al. Initial viral load

determines the magnitude of the human CD8 T cell response to yellow fever vaccination. Proc Natl

Acad Sci USA. 2015; 112(10):3050–5. https://doi.org/10.1073/pnas.1500475112 PMID: 25713354

24. Fields BN, Knipe DM, Howley PM. Fields’ Virology. No. v. 1 in Fields’ Virology. Wolters Kluwer Health/

Lippincott Williams & Wilkins; 2007.

25. Paul WE. Fundamental Immunology. Wolters Kluwer Health; 2015.

PLOS COMPUTATIONAL BIOLOGY Vaccine design

PLOS Computational Biology | https://doi.org/10.1371/journal.pcbi.1008602 February 1, 2021 13 / 15

https://doi.org/10.1038/nbt.1635
https://doi.org/10.1128/JVI.80.7.3259-3272.2006
http://www.ncbi.nlm.nih.gov/pubmed/16537593
https://doi.org/10.1126/science.1155761
https://doi.org/10.1126/science.1155761
https://doi.org/10.1128/JVI.75.13.6107-6114.2001
https://doi.org/10.1016/j.vaccine.2011.01.055
https://doi.org/10.1016/j.vaccine.2013.12.026
https://doi.org/10.1093/ve/vev005
http://www.ncbi.nlm.nih.gov/pubmed/27034780
https://doi.org/10.1056/NEJM197704142961501
https://doi.org/10.1056/NEJM197112092852401
https://doi.org/10.1016/0264-410X(94)90009-4
https://doi.org/10.1093/infdis/146.2.260
https://doi.org/10.1093/infdis/146.2.260
https://wwwcdcgov/vaccines/schedules/indexhtml
https://doi.org/10.1038/s41577-018-0103-6
https://doi.org/10.1126/science.aav9033
https://doi.org/10.1126/science.aav9033
http://www.ncbi.nlm.nih.gov/pubmed/31371616
https://doi.org/10.1093/infdis/jiy103
http://www.ncbi.nlm.nih.gov/pubmed/29506129
https://doi.org/10.1017/S0950268800048019
https://doi.org/10.1017/S0950268800048019
https://doi.org/10.1073/pnas.1500475112
http://www.ncbi.nlm.nih.gov/pubmed/25713354
https://doi.org/10.1371/journal.pcbi.1008602


26. Lanzavecchia A. Immunology. Licence to kill. Nature. 1998; 393(6684):413–4. https://doi.org/10.1038/

30845

27. Matzinger P. Tolerance, danger, and the extended family. Annual Review of Microbiology. 1994;

12:991–1045.

28. Mesin L, Ersching J, Victora GD. Germinal Center B Cell Dynamics. Immunity. 2016; 45(3):471–82.

https://doi.org/10.1016/j.immuni.2016.09.001

29. Mandel TE, Phipps RP, Abbot AP, Tew JG. Long term antigen retention by dendritic cells in the popteal

lymph nodes of immunized mice. Immunol. 1981; 43:353–362.

30. Antia R, Koella JC. A model of non-specific immunity. J Theor Biol. 1994; 168(2):141–50. https://doi.

org/10.1006/jtbi.1994.1094

31. Antia R, Ganusov VV, Ahmed R. The role of models in understanding CD8+ T-cell memory. Nat Rev

Immunol. 2005; 5(2):101–11. https://doi.org/10.1038/nri1550

32. Chakraborty AK. A Perspective on the Role of Computational Models in Immunology. Annu Rev Immu-

nol. 2017; 35:403–439. https://doi.org/10.1146/annurev-immunol-041015-055325

33. Perelson AS, Weisbuch G. Immunology for physicists. Reviews of Modern Physics. 1997; 69:1219–

1267. https://doi.org/10.1103/RevModPhys.69.1219

34. Perelson AS. Modelling viral and immune system dynamics. Nat Rev Immunol. 2002; 2(1):28–36.

https://doi.org/10.1038/nri700

35. Wodarz D. Killer Cell Dynamics: Mathematical and Computational Approaches to Immunology. Interdis-

ciplinary Applied Mathematics. Springer New York; 2007.

36. Antia R, Levin BR, May RM. Within-Host Population-Dynamics and the Evolution and Maintenance of

Microparasite Virulence. American Naturalist. 1994; 144(3):457–472. https://doi.org/10.1086/285686

37. De Boer RJ, Homann D, Perelson AS. Different dynamics of CD4+ and CD8+ T cell responses during

and after acute lymphocytic choriomeningitis virus infection. J Immunol. 2003; 171(8):3928–35. https://

doi.org/10.4049/jimmunol.171.8.3928

38. Kaech SM, Ahmed R. Memory CD8+ T cell differentiation: initial antigen encounter triggers a develop-

mental program in naive cells. Nat Immunol. 2001; 2(5):415–22. https://doi.org/10.1038/87720

39. Antia R, Bergstrom CT, Pilyugin SS, Kaech SM, Ahmed R. Models of CD8+ responses: 1. What is the

antigen-independent proliferation program. J Theor Biol. 2003; 221(4):585–98. https://doi.org/10.1006/

jtbi.2003.3208

40. van Stipdonk MJ, Lemmens EE, Schoenberger SP. Naive CTLs require a single brief period of antigenic

stimulation for clonal expansion and differentiation. Nat Immunol. 2001; 2(5):423–9. https://doi.org/10.

1038/87730

41. Amanna IJ, Carlson NE, Slifka MK. Duration of humoral immunity to common viral and vaccine anti-

gens. N Engl J Med. 2007; 357(19):1903–1915. https://doi.org/10.1056/NEJMoa066092

42. Antia A, Ahmed H, Handel A, Carlson NE, Amanna IJ, Antia R, et al. Heterogeneity and longevity of anti-

body memory to viruses and vaccines. PLoS Biol. 2018; 16(8):e2006601. https://doi.org/10.1371/

journal.pbio.2006601 PMID: 30096134

43. Evans DT, Desrosiers RC. Immune evasion strategies of the primate lentiviruses. Immunol Rev. 2001;

183:141–58. https://doi.org/10.1034/j.1600-065x.2001.1830112.x

44. Gale M Jr, Foy EM. Evasion of intracellular host defence by hepatitis C virus. Nature. 2005; 436

(7053):939–45. https://doi.org/10.1038/nature04078

45. Ploegh HL. Viral strategies of immune evasion. Science. 1998; 280(5361):248–53. https://doi.org/10.

1126/science.280.5361.248

46. Seet BT, Johnston JB, Brunetti CR, Barrett JW, Everett H, Cameron C, et al. Poxviruses and immune

evasion. Annu Rev Immunol. 2003; 21:377–423. https://doi.org/10.1146/annurev.immunol.21.120601.

141049 PMID: 12543935

47. van de Sandt CE, Kreijtz JHCM, Rimmelzwaan GF. Evasion of influenza A viruses from innate and

adaptive immune responses. Viruses. 2012; 4(9):1438–76. https://doi.org/10.3390/v4091438

48. Gooding LR. Virus proteins that counteract host immune defenses. Cell. 1992; 71(1):5–7.

49. Hale BG, Albrecht RA, Garcı́a-Sastre A. Innate immune evasion strategies of influenza viruses. Future

Microbiol. 2010; 5(1):23–41. https://doi.org/10.2217/fmb.09.108

50. Wang X, Piersma SJ, Elliott JI, Errico JM, Gainey MD, Yang L, et al. Cowpox virus encodes a protein

that binds B7.1 and B7.2 and subverts T cell costimulation. Proc Natl Acad Sci USA. 2019; 116

(42):21113–21119. https://doi.org/10.1073/pnas.1909414116 PMID: 31575740

51. Oliveira ERA, Bouvier M. Immune evasion by adenoviruses: a window into host-virus adaptation. FEBS

Lett. 2019; 593(24):3496–3503. https://doi.org/10.1002/1873-3468.13682

PLOS COMPUTATIONAL BIOLOGY Vaccine design

PLOS Computational Biology | https://doi.org/10.1371/journal.pcbi.1008602 February 1, 2021 14 / 15

https://doi.org/10.1038/30845
https://doi.org/10.1038/30845
https://doi.org/10.1016/j.immuni.2016.09.001
https://doi.org/10.1006/jtbi.1994.1094
https://doi.org/10.1006/jtbi.1994.1094
https://doi.org/10.1038/nri1550
https://doi.org/10.1146/annurev-immunol-041015-055325
https://doi.org/10.1103/RevModPhys.69.1219
https://doi.org/10.1038/nri700
https://doi.org/10.1086/285686
https://doi.org/10.4049/jimmunol.171.8.3928
https://doi.org/10.4049/jimmunol.171.8.3928
https://doi.org/10.1038/87720
https://doi.org/10.1006/jtbi.2003.3208
https://doi.org/10.1006/jtbi.2003.3208
https://doi.org/10.1038/87730
https://doi.org/10.1038/87730
https://doi.org/10.1056/NEJMoa066092
https://doi.org/10.1371/journal.pbio.2006601
https://doi.org/10.1371/journal.pbio.2006601
http://www.ncbi.nlm.nih.gov/pubmed/30096134
https://doi.org/10.1034/j.1600-065x.2001.1830112.x
https://doi.org/10.1038/nature04078
https://doi.org/10.1126/science.280.5361.248
https://doi.org/10.1126/science.280.5361.248
https://doi.org/10.1146/annurev.immunol.21.120601.141049
https://doi.org/10.1146/annurev.immunol.21.120601.141049
http://www.ncbi.nlm.nih.gov/pubmed/12543935
https://doi.org/10.3390/v4091438
https://doi.org/10.2217/fmb.09.108
https://doi.org/10.1073/pnas.1909414116
http://www.ncbi.nlm.nih.gov/pubmed/31575740
https://doi.org/10.1002/1873-3468.13682
https://doi.org/10.1371/journal.pcbi.1008602


52. Mathews MB, Shenk T. Adenovirus virus-associated RNA and translation control. J Virol. 1991; 65

(11):5657–62. https://doi.org/10.1128/JVI.65.11.5657-5662.1991

53. Wold WS, Gooding LR. Region E3 of adenovirus: a cassette of genes involved in host immunosurveil-

lance and virus-cell interactions. Virology. 1991; 184(1):1–8. https://doi.org/10.1016/0042-6822(91)

90815-S

54. Hsu ACY. Influenza Virus: A Master Tactician in Innate Immune Evasion and Novel Therapeutic Inter-

ventions. Front Immunol. 2018; 9:743. https://doi.org/10.3389/fimmu.2018.00743

55. Fernandez-Sesma A, Marukian S, Ebersole BJ, Kaminski D, Park MS, Yuen T, et al. Influenza virus

evades innate and adaptive immunity via the NS1 protein. J Virol. 2006; 80(13):6295–304. https://doi.

org/10.1128/JVI.02381-05 PMID: 16775317

56. Garcia-Sastre A. Inhibition of interferon-mediated antiviral responses by influenza A viruses and other

negative-strand RNA viruses. Virology. 2001 Jan 20; 279(2):375–384. https://doi.org/10.1006/viro.

2000.0756

57. Klemm C, Boergeling Y, Ludwig S, Ehrhardt C. Immunomodulatory Nonstructural Proteins of Influenza

A Viruses. Trends Microbiol. 2018; 26(7):624–636. https://doi.org/10.1016/j.tim.2017.12.006

58. Talon J, Salvatore M, O’Neill RE, Nakaya Y, Zheng H, Muster T, et al. Influenza A and B viruses

expressing altered NS1 proteins: A vaccine approach. Proc Natl Acad Sci USA. 2000; 97(8):4309–14.

https://doi.org/10.1073/pnas.070525997 PMID: 10725408

59. Garcı́a-Sastre A, Egorov A, Matassov D, Brandt S, Levy DE, Durbin JE, et al. Influenza A virus lacking

the NS1 gene replicates in interferon-deficient systems. Virology. 1998; 252(2):324–30. https://doi.org/

10.1006/viro.1998.9508 PMID: 9878611

60. Richt JA, Garcı́a-Sastre A. Attenuated influenza virus vaccines with modified NS1 proteins. Curr Top

Microbiol Immunol. 2009; 333:177–95.
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