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Abstract Floquet theory and perturbation techniques are used to analyze a classi-
cal within-host virus model with periodic drug treatment. Both single and multidrug
treatment strategies are investigated. Specifically, the effects of both RT-inhibitors
and P-inhibitors on the stability of the infection-free steady state are studied. It is
found that when both classes of drugs have periodic drug efficacy functions, then
shifting the phase of these functions can critically affect the stability of the infection-
free steady state. A numerical study is conducted to illustrate the theoretical results
and provide additional insights.
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1 Introduction

Mathematical modeling of within-host viral infections has played an important role
in the understanding of viruses over the past couple decades. These models usually
involve a system of nonlinear ODEs comprised of at least three state variables cor-
responding to concentrations of healthy cells, infected cells, and free virus particles.
Antiviral medications used to treat these infections can be incorporated into mathe-
matical models and insights may be gained into the overall effect that the drugs have
on the dynamics of the system. The administration of a drug is typically periodic on
a day to day time scale (for example, in HIV treatment the RT-inhibitor tenofovir DF
is usually taken once every 24 hours (Fung et al. 2002)). The drug efficacy function
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is periodic of the same period; within a cycle it is usually characterized by a quick
rise to a maximum soon after drug intake, followed by a slower decay (Dixit and
Perelson 2004; Rong et al. 2007). Inclusion of periodic treatment can be modeled by
a nonlinear time periodic ODE system, which in general is difficult to analyze.

In this paper, we consider a classical within-host virus model (Perelson et al. 1993;
Perelson and Nelson 1999; Nowak and May 2000) which encompasses several im-
portant infections such as HIV (Richman 2004), hepatitis B (Ganem and Prince 2004;
Locarnini and Lai 2003) and C (Gilchrist et al. 2004), influenza (Earn et al. 2002), and
even the malaria parasite P. falciparum (Molineaux and Dietz 2000). We will apply
perturbation techniques and the Floquet theory to explore the consequences of peri-
odic variations of the efficacy of antiviral treatment. Our results should be interpreted
with caution as many factors which may be important to the dynamics of viruses are
not included in the model. For example, drug resistance, immune response, and la-
tent reservoirs of virus all may have important consequences for the dynamics of the
HIV virus and are often included in some form in other models. See, for example,
Ball et al. (2007), De Leenheer and Pilyugin (2008) for inclusion of drug resistance,
Silliciano et al. (2003), Rong and Perelson (2009) for a discussion of latent reservoirs
and viral persistence, and Adams et al. (2004) for a model with immune response.
It also should be noted that current medications cannot completely eradicate HIV
virus. The fact that viral eradication is theoretically possible shows that all the rele-
vant dynamics of the HIV virus are not captured in the standard model or that cur-
rent drugs are not potent enough. Viral mutation to drug resistant strains (Bonhoeffer
and Nowak 1997), the presence of latent reservoirs of HIV (Silliciano et al. 2003;
Rong and Perelson 2009), and residual viral replication during treatment (Rong and
Perelson 2009) have all been proposed to explain the treatment failure.

The standard within-host virus model considered here is a system of three nonlin-
ear ODE:s. In the case of HIV, its states include the concentrations of healthy CD4+
T cells (the targets of the virus), infected T cells, and free virus particles. Upon infec-
tion of a healthy T cell, the viral RNA is converted into DNA using the enzyme called
reverse transcriptase. This step, which is error-prone and leads to mutations, can be
blocked by reverse transcriptase (RT) inhibitors. Once the viral copy has been made,
the double stranded viral DNA is integrated into cell’s nucleus as a provirus. Subse-
quently, viral proteins are produced according to the genetic information encoded in
the provirus. These proteins are constructed, mature, and new viruses bud off from
the infected cell’s surface which go on to infect other healthy T cells. During the mat-
uration stage, the protease enzyme cleaves long protein chains, and the protease (P)
inhibitors are the drugs that target this step.

In the case of HIV, using a “drug cocktail” consisting of both RT-inhibitors and
P-inhibitors is common treatment protocol, which is often referred to as HAART
(highly active antiretroviral therapy). As stated above, these drugs work at different
stages in the viral replication process and their corresponding efficacy functions are
periodic in time. We will investigate the effect that phase shifts of these drug efficacy
functions have on the dynamics of the system. Shifting the phase of a drug efficacy
function corresponds to changing the daily drug administration time (assuming the
drug is taken once each day; the assumption of a periodic efficacy function, of course,
means that the patient takes the drug at the same time each day). If just one drug is
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used in a treatment, shifting the phase of the drug efficacy function does not change
the system dynamics. If, however, both an RT-inhibitor and P-inhibitor are used, then
these phase shifts can completely change the dynamics. With this in mind, we will
search for optimal phase shifts of the RT-inhibitor and P-inhibitor drug efficacy func-
tions (optimal in the sense of maximizing overall treatment effectiveness). Again,
results should be viewed with caution as we do not use the actual pharmacokinetic
models of the drug efficacies. Refer to Dixit and Perelson (2004) and Rong et al.
(2007) for detailed pharmacokinetic models.

Another avenue of research in HIV treatment is the use of Structured Treatment In-
terruptions (STIs). These regimens provide patients with relatively long breaks from
taking medications, sometimes called drug holidays. Antiviral drugs can have numer-
ous side effects, so STIs can reduce the treatment burden on patients in an organized
manner, which in turn increases patient adherence to drug regimens. Also, theoreti-
cally, STIs may help to combat drug resistance in patients. Finally, antiviral medica-
tions are often expensive or in limited supply, therefore, STIs can help to alleviate this
problem. There is much research on the optimal control of STIs (Adams et al. 2004;
Rosenberg et al. 2006). It will be seen that our results, as viewed in the context of
STIs, are significant but again need to be viewed with much caution as the deficien-
cies of the model also become more dramatic with the larger time period under which
treatments vary in STIs. There are a multitude of possible treatment regimens and
doctors create STI regimens with what can be described best as an “educated guess”
of what would be most effective (Rosenberg et al. 2006), so the search for optimal
STIs certainly calls for more research.

This paper is organized as follows. First, we introduce periodic perturbations of a
constant drug efficacy. We do this for general periodic functions and then look at the
specific case where the perturbation function is sinusoidal, where we discover that
the phase shifts mentioned earlier have a significant influence on the dynamics of the
system. To illustrate this result, we provide simulations using current estimates for
HIV parameters. Because of some shortcomings of the standard model with respect
to generating a persistent low level virus concentration, we simulate two modifica-
tions of the model and obtain the same conclusion that phase shifts of the drug effi-
cacy functions can significantly affect treatment outcome. We then shift back to the
original model and state a simple result about optimizing the phase shift of arbitrary
periodic drug efficacy functions in a combination therapy. Finally, we consider drug
efficacies that are piecewise constant periodic functions and numerically investigate
the effect that varying phase shifts has on the long term dynamics of the system.

2 The Model

As a starting point, we consider the classical within-host viral model (Perelson et al.
1993; Perelson and Nelson 1999; Nowak and May 2000)

T=f(T)—kVT,
T*=kVT — BT*, (D)
V =NBT*—yV,
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where T, T*, and V denote the concentrations of healthy and infected cells, and virus
particles, respectively. All parameters are assumed to be positive. The parameters
and y are the decay rates of infected cells and virus particles, respectively. The infec-
tion is represented by a mass action term kV T, and N is the average number of virus
particles budding off an infected cell during its lifetime. The homeostatically regu-
lated growth rate of the uninfected cell population is given by the smooth function
f(T):Ry — R, which is assumed to satisfy the following:

ATy > 0: F(TWT —Tp) <0 forall T # Ty and f'(Ty) <O.

The class of admissible functions f (7T') is chosen to be quite large. It contains the two
most popular choices for f(7T'), namely, a — bT for some positive a and b (Nowak
and May 2000), and s + T (1 — T/ Tmax) for some positive s, r, and Tyax (Perelson
and Nelson 1999).

Since continuity of f implies that f(7p) = 0, it follows that Eg = (T, 0, 0) is an
equilibrium of (1), and will be referred to as the infection-free equilibrium. A second,
positive equilibrium (corresponding to an infection) exists if the following quantities
are positive:

A L ACDI NACD)
kN B kT

This is the case iff f (%) > 0, or equivalently T = % < Tp. In terms of the basic

reproductive number Rg := %kN , the positive equilibrium exists whenever Ry > 1.

Theorem 1 (De Leenheer and Smith 2003) If Ry > 1, then Ey is unstable and the
infection persists (there exists § > O such that T (¢t), T*(t), V (t) > § for all sufficiently
large t). If Ry < 1, then Ey is globally asymptotically stable (GAS).

If, in addition, the function f(T) satisfies the “sector condition”: (f(T) —
F(T)Y(T —T) <0forall T > 0, then the positive equilibrium is GAS when Ry > 1
(De Leenheer and Smith 2003; De Leenheer and Pilyugin 2008).

Suppose now that Ry > 1, so that a treatment is needed to clear the infection. To
study this scenario, we modify the model by including two types of drugs, i.e., the
RT-inhibitors and P-inhibitors:

T = f(T) = k(1 = nrr (@) VT,
T* =k(1 —nre())VT — BT*, )
V=N(1—-np0))BT*—yV,

where nrr(¢), np(t) : R — [0, 1] are the drug efficacy functions of the RT-inhibitor
and P-inhibitor (respectively). Suppose also nrr(¢) and np(¢) are periodic and share
a common period 7.

Since we consider the drug treatment as a periodic forcing, we will treat the
infection-free equilibrium Eg as a t-periodic solution of (2). The stability of Ep can

@ Springer



Periodic Multidrug Therapy in a Within-Host Virus Model

be deduced from the linearized system

i = B(@®)x, 3)
where
f'(To) 0 —k(1 —nrr(t))To
B(1) = 0 —p k(1 —nrr(t)To
0 N —np(t)p -y

We want to investigate the Floquet multipliers of B(#) since they determine the local
stability properties of Ey for system (2). Since B(¢) is block triangular, its Floquet
multipliers are A | = e/ 07 and X2 and A3 that are also the Floquet multipliers of the
T-periodic system

(x'z) _ ( -B k(1— nRT(t))To> <X2> @
x3)  \N—np@)p -y x3 )’

The Floquet multipliers A, and A3 are the eigenvalues of X (r) where X () is the
principal fundamental solution to system (4). A = e/ 0T < 1 gince f(Tp) <0, so
we focus our attention on A, and A3.

Since the matrix in (4) is quasipositive, X (f) has nonnegative entries for all £ > 0.
Therefore, by the Perron—Frobenius theorem the spectral radius of X () is an eigen-
value (i.e., the eigenvalue with maximal modulus is positive). We denote the spec-
tral radius by p(X (7)) and let A, be the dominant Floquet multiplier of (4) (i.e.
Ay = p(X(1))).

The following theorem is due to d’Onofrio.

Theorem 2 (d’Onofrio 2005) Let the Floquet multipliers of system (4) be contained
inside the open unit disk in the complex plane. Then Eq is GAS for system (2), hence
the infection is cleared.

If p(X(7)) > 1, then Ej is unstable. If p(X (7)) < 1, then by Theorem 2, Eg
is GAS. We note that the spectral radius p(X (7)) is really a measure of treatment
effectiveness when p(X (7)) < 1. The smaller it is, the faster the convergence to Eg
will be.

3 Perturbation Technique

Because this system is difficult to analyze for general periodic functions, we will first
look at small periodic perturbations from constant drug efficacies.

Assuming the drug efficacies are constant over time (nrr(f) = e; € [0, 1] and
np(t) = ex € [0, 1]), we can consider the total drug efficacy as an ordered pair
(e1,e2) € [0, 1] x [0, 1]. The stability of Ep is determined by whether or not the
modified basic reproduction number Ro (e1, ep) is less than 1, where

~ T
Ro(ey,e2) = 70/<(1 —ep)N1 —ex) =Ro(1 —e1)(1 —e2). (5)
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Fig. 1 The stability diagram for Stability of E |

constant efficacy treatments. 1 : : : ; : :
This curve represents the
threshold efficacies (i.e., where
(I—erT)(1—ep) = z5). 08
Outside the curve Ej is stable,
inside the curve E() is unstable.
In this figure, 1 — z= ~ 0.681, sl Stable
as in Rong et al. (2007)

0.9

0.7}

0.4
03 Unstable
0.2}
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The infection-free equilibrium E( is GAS when

1
(I—e)—e) < %

and is unstable, (also the infection persists), when the reversed strict inequality holds.
The stability threshold curve (1 —ej)(1 —e2) = RLO has intercepts (¢*, 0) and (0, e*)
where e* =1 — Rlo and is shown in Fig. 1.

The goal now is to investigate how periodically perturbing constant drug efficacies
affects the system. Fix ert € [0, 1] and ep € [0, 1]. Let

nrr(?, €) = err — € - gr7(?), np(t,e) =ep —€-pp(t), (6)
where € > 0 is small and ¢rr(?), p(¢) : R — R are t-periodic analytic functions.

In Fig. 2, we depict a sinusoidal perturbation from a constant efficacy.

Proposition 3 (Noncritical case) Consider system (2) with nrr(t, €), np(t,€) as
in (6). Suppose that (1 — err)(1 —ep) # RLO.

1) If (1 —err)(1 —ep) > RLO, then for all sufficiently small €, Ey is unstable.
1) If 1 —err)(1 —ep) < Rlo’ then for all sufficiently small €, Eq is GAS.

The proof of local stability is based on the continuity of Floquet multipliers with
respect to small perturbations. Then global stability of E in case (ii) follows from
d’Onofrio’s result. We consider this the noncritical case because small perturbations
do not alter the stability of Ej.

The more interesting case is the critical one where (ert, ep) is on the threshold
curve, i.e.,

1
(I —erm)(1 —ep)= R’
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1 T T T T T T T

Drug efficacy
3

t (time)

Fig. 2 This shows a small amplitude sinusoidal perturbation (here, we let grT(¢) = —sin¢ in (6))

For the rest of this section, we concentrate exclusively on the critical case. Now for
each € > 0, we substitute (6) into (4) and obtain the t-periodic system

(352) _ < -B k(1 — (err — € '<PRT(t)))T0> (x2>
x3)  \N1 —(ep—€-pp(1)B -y x3)’

Observing that

k(1 =n(t,€)To =kTo(1 — err + € - (1))
kT
~ Ro(1—ep)
__ v

N(1 —ep)

+ kTpe - ¢(2)
+ kToe - prr (1),

the above system can be written as

<X2) _ < —B N(lyep)> te. ( 0 kTo(ORT(t)) <X2>
X3 N(l —ep)p —y NBoep(t) 0 X3
_ ( —B ﬁ)
N —ep)p  —v

e (kToprT(t) (8 é) + NBor( <‘1) 8)) (ﬁi) ™

For each € > 0, the Floquet multipliers of (7) determine the stability of Eq for system
(2) (with the functions of (6) as the efficacy functions in (2)). We let Y (¢, €) denote
the principal fundamental solution to (7). We also let

-B =y 0 kTp 0 0
By = (I—ep) Brt = Bp = )
0 <N(1—ep)/3 —y ) ke={y o ) ad Br={yg ¢
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Then Y (¢, €) is a principal fundamental solution to

&= (Bo + € - (¢rr(t) Brr + ¢p (1) Bp))x,

and the Floquet multipliers of (7) are the eigenvalues of Y (z, €).
The eigenvalues of By are —(8 + ) and 0. Hence, diagonalizing By, we obtain

(0 0 .
Bo—Q<O —(ﬂ+V)>Q ,

where

! ! 1 [——
Q= (Nﬂ—ep)ﬁ ) and Q’1 = ( N(l_—lep)> )
T TV L+B/y \B/Y wiem

For computational convenience, we introduce the auxiliary quantities a := 8/,
b:=(B+y)and M := N(1 —ep). We also define

ai=0'mo=(y %),

_ kTo ( Ma —-M
Arr:=Q 'BrrQ = TTa (Ma2 —Ma)’

P _ B 11
Api=0 BPQ_(1+a)(1—€P) (—1 _1>’
X(t,€):=07'Y(,€)0.

Upon introducing A (¢) := ¢rT(t)ART + 0P (t)Ap, X (¢, €) becomes the principal
fundamental solution to

&= (Ao +e-A1(1)x. (8)

The eigenvalues of X (t,€) coincide with those of Y (7, €) since the matrices are
similar. Thus, the spectral radius of X (t, €) determines the stability properties of Ej.

The proofs of the following propositions rely upon expanding X (¢, €) as a Taylor
series and using the Implicit Function theorem to expand the dominant eigenvalue of
X (¢, €) as an analytic function of € (for small €), then calculating derivatives of this
function at € = 0 in order to see where the perturbation takes the dominant eigenvalue.
The proofs are deferred to the Appendix.

Throughout the remainder of this paper, we will denote the time average of a t-
periodic function ¢ as ¢ := % for ¢ (t) dt and define the following quantity A; as

A= orRTkToN (1 —ep)B opB
' 4 (1—ep)

C))

Proposition 4 Let € > 0 be sufficiently small and nrr(t, €), np(t, €) be defined as
in (6) (with (1 — er7)(1 — ep) = RLO). If A1 <0, then p(X(t,€)) < 1. Hence, the
infection-free equilibrium E( for system (2) is GAS. If A1 > 0, then p(X(1,€)) > 1
and hence E is unstable.
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If op = 0 and @Rt # 0, then stability is determined by sgn(grt). This is certainly
expected since grT < 0 implies Rt > erT, and grt > 0 implies HRrT < erT. An anal-
ogous statement can be made for when grT = 0 and pp # 0.

In what follows, we investigate a more subtle question, namely, what happens
when both grT = 0 and pp = 0 (which implies A1 = 0).

We introduce

T
C :=/ e A A (e dt,
0

(10)
T ‘
E ;:/ e A A (e (/ e A A (5)eh0 ds> dt,
0 0

and
efbr
Ay = <E11+WC12C21>~ (11)

Proposition 5 Suppose that € > 0 is sufficiently small and nrr(t,€), np(t,€)
are as defined in (6). Also, suppose that grt = 0 and pp = 0. If Ay < 0, then
p(X(t,€)) < 1. Hence, the infection-free equilibrium Eq for system (2) is GAS. If
Ay >0, then p(X(t,€)) > 1, and hence Eq is unstable.

This proposition implies that when grr = 0 and gp = 0, stability of E is deter-
mined exclusively by the sign of A,.

3.1 Perturbation by Sinusoidal Functions

In this section, we consider a specific example where ¢rT () and @p (¢) are sinusoidal
functions.

Proposition 6 Let € > 0 be sufficiently small and prr(t) = o1 sint, ¢p () = «p sint
in (6) where ay,ar € R. Let A := —Ro(%(l —ep)? + Z—f(l —err)?) + (% + g).
Then A, = K A where K > 0. Hence, the infection-free equilibrium E for system
(2) is GAS when A < 0. Eg is unstable when A > 0.

Some remarks are in order after this proposition. First, if either «; =0 or ap =0
(but not both zero), then A < 0. Hence, if we periodically perturb the RT-inhibitor
about a critical efficacy while holding the P-inhibitor at a critical efficacy or vice-
versa, then E( is GAS.

Second, suppose o and «, have the same sign. This corresponds to the case where
orr(t) and @p(t) are completely in phase with each other. In this case, for certain
choices of parameters, A is positive.

We now analyze when A > 0 in this case, denote the above expression for A as

A= :320‘1“2[—8(61& ep) + (Z + é)}
B v
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where g(egr. ep) = —Ro(g+(1 — ep)? + 2(1 — err)?) and (ert. ep) € [0, €*] X
[0, e*] (since (1 —erT)(1 —ep) = Rio). Assume, without loss of generality, that |op| >
|a1|. Then the maximum of g(egrr, ep) occurs when err = 0, ep = ¢*, where we have

_ o R ey _ aR Y o .
g(0,e*) = m + fxl".Hence, if 5> (2)[10 or g < azlleo’ then A > 0 for all possible

(erT, ep) € [0, e*] x [0, *]. Next, assume egr =ep (=1 — ‘/RLO). Then A > 0, if

% > Z—f or % < g—; Therefore, if @] = oy and ert = ep, then A > 0 no matter what

virus/host parameters are chosen. Hence, when o1 and oy have the same sign, Eq can
become unstable. In other words, small “in-phase perturbations” can destabilize the
infection-free equilibrium.

Finally, we consider the last case: o1 and > have opposite signs (i.e., grr(¢) and
@p(t) are completely out of phase sinusoidal functions). Then A is always negative,
and the infection-free equilibrium Eg is GAS. Therefore, these small “out-of-phase
perturbations” always stabilize the infection-free equilibrium.

In Fig. 3, there are some simulations illustrating this phenomenon using estimates
of HIV parameters from Rong and Perelson (2009). In the simulations, we see that the
in-phase perturbations do not clear the infection. Also, notice that there are two peri-
ods of oscillations that occur. There are high frequency oscillations (period = 1 day)
due to the periodic forcing from the sinusoidal drug efficacies. The low frequency
damped oscillations are due to the fact that the positive steady state of system (1) is
a locally asymptotically stable spiral point. In addition, we see that the out-of-phase
sinusoidal forcing clears the infection.

A criticism of system (2) (assuming constant drug efficacies) is that it cannot ro-
bustly generate a low level viral steady state often observed in patients undergoing
therapy (Rong and Perelson 2009). As the drug efficacies approach the threshold
level, the magnitude of the viral steady state is very sensitive to small changes in
efficacy. In addition, as the viral steady state decreases in magnitude, the viral load
will spend a rapidly increasing length of time very close to zero. These features of
the model still exist with periodic drug efficacies, although at least for small ampli-
tude periodic perturbations, the viral steady state becomes a periodic solution. The
standard model with treatment, system (2), does not seem to capture some relevant
dynamics which contribute to low level viral persistence. An excellent review of mod-
eling HIV persistence is provided by Rong and Perelson (2009). We briefly discuss
and display simulations for two slightly modified versions of (2) that partially attempt
to address the aforementioned criticism.

First, we consider a model which changes the per capita decay rate of 7* from
the constant, 8, to a function, §(7*) (Callaway and Perelson 2002). A simple form
for §(T*), which was shown to robustly generate low level viremia, is §(T*) = (T™*)
where @ > 0. This model does not display such sensitivity of viral steady state with
respect to changes in drug efficacies when (ert, ep) are located close to the threshold
curve. Also, the model was shown to fit data fairly well (Holte et al. 2006). The ex-
istence and validity of a biological mechanism behind this particular form of density
dependent per capita decay rate for infected cells is questionable, however. In Fig. 4,
we show simulations of this density dependent model with both in-phase and out-of-
phase sinusoidal drug efficacy functions. It is seen that the out-of-phase treatments
control the virus to levels just below 50 copies/ml. The in-phase treatments initially
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Fig. 3 Viral Load vs. time for model (2) with nrr(t) = (¢ — 0.03) — 0.2sin(27w¢) and
nRT (1) = (€—0.03) — 0.2 sin(27 + ), where e = 1 — \/RIO = 0.7673. nrr(¢) is depicted in (b). Note that
the drug efficacies are perturbed about the value 0.7373 and have amplitude 0.2. The phase shift y =0,
corresponding to the in-phase treatments, was used in (a), (b), and (d). ¥ = 0.5, corresponding to the out-
-of-phase treatments, was used in (c) and (f). In (e), the drug efficacies used, nrt () = np(t) = e — 0.03,
are constant. The values of the parameters used in these simulations are taken from Rong and Perelson
(2009). They are as follows: f(T) =a — bT witha = 104 m1~! day_l and b =0.01 day_1 (which im-
plies that Ty = 106 m1™!), k =8 x 10~7 mlday~!, 8 =0.7 day~!, N =300, y = 13 day~!. The initial
conditions are taken to be the positive steady state of (1). The in-phase treatment initially brings the viral
load close to zero, but then there is large amplitude viral oscillations, (a) before converging to a periodic
solution with fairly high viral load, (d). The out-of-phase treatments cause the viral load to decay to zero,
(c), (f). The viral load, under the assumption of a constant drug efficacy of magnitude 0.7373 (= e — 0.03),
is shown in (e)

200 400 600 g0 00 1200 275G 50 100 150 200
time (days) time (days)
(e) Constant Efficacy (f) Out-of-phase treatment clears virus
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drive the virus to low levels, but then the virus rebounds to levels in excess of 10,000
copies/ml. At these viral levels, the in-phase treatments would certainly be a failure,
where as the out-of-phase treatments would be successful in supressing the virus to
levels below detection by standard assays. The contrast in results when varying the
phase difference (while keeping the drug strengths constant) is certainly striking.

A rather naive way of keeping the virus level away from zero, is to simply perturb
model (2) by a constant. Explicitly, we just add a constant, A > 0, to the V equation.
The motivation behind this can be a very slow replicating drug sanctuary which leaks
virus particles at a rate A day~! and also produces virus at that same constant rate.
Hence, the drug sanctuary remains fixed in size. For sufficiently small values of A,
the qualitative behavior of the family of solutions will not change; however, V (¢) will
always be strongly persistent no matter what the drug efficacy, i.e., 3 ¢ > 0 (dependent
on A) such that V() > € V¢ > 0. A simulation of this model with our periodic drug
efficacies is shown in Fig. 4.

These results illustrate the importance of understanding the pharmacokinetics of
the drugs in a combination therapy. Drugs and their dosing regimens are often de-
signed to limit the variability of drug efficacy over the course of treatment. Interest-
ingly, we have shown that when inserting periodic drug efficacies into a dynamical
model of the virus, the phase difference between the RT-inhibitor, and P-inhibitor ef-
ficacy functions can greatly influence the treatment outcome. This can be viewed as
an affirmation of the goal of minimizing variability in drug efficacy over time. Al-
ternatively, especially given toxicity of medications, time-varying efficacy functions
can be viewed as something to exploit if the phase difference between the RT- and
P-inhibitor can be controlled. There are many factors which affect how the drug ef-
ficacy functions; nrr(¢) and np(¢), might look in reality and how much drug design
can effectively “shape” these drug efficacy functions. The complexities of this issue
constitute a significant portion of pharmaceutical research. In a way, our results add
an extra factor of complexity into the equation.

As we vary the phase difference of the drug efficacy functions in these models, a
wide range of viral rebound levels are realized. In clinical studies of viral rebound
during HAART, patients have displayed variable results. For example, in a study
of viral level in patients 1 year after the initiation of HAART, 71% achieved vi-
ral levels below 500 copies/ml, 10% had viral levels at 500-5000 copies/ml, and
19% had a viral rebound above 5000% copies/ml (Abgrall et al. 2003). The reason
for differing viral rebounds in patients is not always known. As patients certainly
might have different dosing schedules, levels of adherence, and different pharma-
cokinetic/pharmacodynamic parameters, our results offer a possible explanation for
some of the variance in results.

We conclude that shifting the phase of np(¢, €) in (6), which in this case amounts
to changing the phase difference between nrr(, €) and np(t, €), can affect the stabil-
ity of Eg. How much this phase difference affects the treatment outcome depends on
the parameters. For certain choices of the parameters, phase difference has a dramatic
effect on the stability of E(. Our results indicate that the timing between periodic
dosages of RT-inhibitors and P-inhibitors can affect treatment effectiveness. There
might be an “optimal dosing schedule” for treatment involving both RT-inhibitors
and P-inhibitors. Thus, given the above observations, we further investigate varying
phase shifts of the two drug efficacy functions.
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Fig. 4 Simulations for the two modified models. (a), (b), (c), and (d) are based on the standard model,
system (2), with density dependent decay rate for infected cells, i.e., T* = k(1 —nrr()VT — S(T*)"’H.
The drug efficacy functions used are: nrr () =0.79 — 0.2sin(27r¢) and np (t) =0.80 — 0.2sin(27t + )
where ¥ =0 in (a), (b), and ¥ = 0.5 in (c), (d). All the remaining parameters are the same as used in the
simulations in Fig. 3, except there are two new parameters, w and §. We choose w = 0.4 and § = 0.274
day_l, as was used in Rong and Perelson (2009). § is chosen so that the pretreatment viral steady state is
the same as with the standard model. (e), (f) are based on the perturbed standard model, i.e., system (2)
with T* = k(1 — nrr())VT — BT* + A. Here, we choose A = 1 day_1 and nrT (1) =0.78 —0.2sin(271)
and np(t) =0.80 — 0.2sin(2wt + ) where ¢ =0 in (e) and ¢ = 0.5 in (f)

4 Optimizing Phase Shifts for General Periodic Functions

Let nrr(f) and np () be given t-periodic drug efficacy functions on R. For ¥, ¥, €
R, we consider the (linearized) phase shifted system:

X = B(t, Y1, ¥2)x, (12)
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where
f'(To) 0 —k(1 —nrr(t — Y1) 7o
B(t, ¥r1,y2) = 0 -8 k(1 —nrr(t — v¥1)To
0 N —np(t —¥»))B -y

Proposition 7 Let Ay (Y1, Y¥2) be the dominant Floquet multiplier of (12). Then,
M (Y1, ¥2) = X2 (0, (Y2 — Yr1)modulo t).

Denote 1,(0, ¥) as A2(¥). Observe the following:

. The map ¥ — A2(y) is a t-periodic function on R.

. When optimizing phase shifts of nrr(¢) and np (¢), we only need to consider phase
shifts, 1, where i € [0, 7) and y shifts np(¢) to np(t — ¥) (nrT is not shifted).
Hence, the timing between administered dosages of RT-inhibitors and P-inhibitors
is the variable which affects the system dynamics.

N —

We define the optimal phase shift ¢* € [0, 7) as the minimizer of A,(). For
¥ €10, 7) let X (¢, ) be a principal fundamental solution to system (4) with nrr(¢)
and np(t — ) as the drug efficacy functions in the system. The following theorem
may be useful when numerically optimizing phase shifts.

Theorem 8 The optimal phase shift * is the minimizer of tr X (v, ¥).

The proofs of these results can be found in the Appendix.

5 A Numerical Study with Bang-Bang Efficacies

We now numerically explore the effect that phase shifts have on the dyanamics of sys-
tem (2), when the drug efficacies are of the bang-bang type. Throughout this section,
the dominant Floquet multiplier (of the system: x = B(¢, 0, ¥)x) is denoted as A;.
We consider drug efficacy functions of the bang-bang type and sums of these func-
tions which are just piecewise constant functions. In the following examples, nrr(?)
and np(¢) are assumed to be of the same type of periodic functions. Hence, we refer
to the phase shift, ¥ € [0, 7), as the phase difference between nrr(¢) and np(t — V).
First, we define nrr(¢), np(¢) : R — [0, 1] as periodic functions with period 7 = 1
such that

err ift€[0,3), ep iftel0,3),

1) = and )= 2

T (1) {o ifrefd, 1 D=0 itrerl ).
Hence, if the phase difference ¢ € [0, %], then on [0, 1):

ep ifrely,;+v),

”P(t_w)z{o itre[0,y) UL+, 11.
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Drug efficacy vs Time
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Fig. 5 (Color online) An example of the bang-bang functions with a phase difference . Here, nrr(¢) is
the red curve and np (t — V) is the dashed blue lines

If ¥ € (4, 1), then on [0, 1):

o er ifrew U0y - b,
nelt Ip)_{o ifreqy—1 ).

Here, ert and ep are fixed in [0, 1]. Hence, the efficacy of the RT-inhibitor and
P-inhibitor are err and ep (respectively) for 12 hours in a day and O for the other
12 hours. The graph of this function is shown in Fig. 5. This bang-bang control is
certainly not perfect for modeling the real drug efficacy functions, but it allows us
to explicitly calculate Floquet multipliers and thus gives us an idea of how vary-
ing the phase difference can affect treatment effectiveness. De Leenheer (2009) has
shown that the Floquet multipliers of this system are e/ '(T0) and the eigenvalues
of:

A(egr, ep, ¥) =exp[(0.5 — Y)E(0,0) | exp[ ¥ E(0, ep)]
x exp[(0.5 — ¥) E(er. ep) | exp[ ¥ E (egr. 0) ]

when ¢ € [0, %], and

A(egt. ep, ¥) =exp[(¥ — 0.5 E(0, ep) | exp[ E(0,0)]
x exp[ (¥ — 0.5) E(ert, 0)] exp[ ¥ E (erT, ep)]

when ¢ € (%, 1); where

E(ert,ep) = ( - k1 - el)TO) )

N( —e)p -y
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Floquet Multiplier vs Drug efficacy for In-phase/Out-of-phase treatments
35 T . T T

® treatments in phase
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0 1 L 1 1 1 1
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(a) Floquet Multiplier vs. efficacy for In-phase and out-of-phase treatments

9 Dominant Floguet Multiplier vs Phase Difference
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y (Phase Difference)

(b) Floquet Multiplier vs. phase difference

Fig. 6 (Color online) In (a), we assume the drug efficacy functions to be of the type depicted in Fig. 5
with erT = ep = ¢ € [0.3, 1]. The blue line graphs A, as a function of efficacy e when ¥y = 0. The red line
depicts Ay as a function of efficacy e when ¥ = 0.5. The dashed gray line is Ao = 1. We see the in-phase
treatments do not clear the infection while the out of phase treatments do clear the infection. In (b), 4, is
plotted as a function of the phase difference, ¥, when the drug efficacy functions, nrr(¢) and np (t — V),
are assumed to be of the type displayed in Fig. 5. The red curve (the curve which is closer to 0) represents
the case when erT = ep = 0.85 and the blue curve represents the case when erT = 0.9,ep = 0.5 or
erT =0.5,ep = 0.9 (both give the same graph)

We show some numerical calculations of these eigenvalues. We use the parame-
ters given by Rong et al. (2007), and they are as follows: f(T) =a — bT with
a = 10* mI~!'day~! and b = 0.01 day~! (which implies that Tp = 10® ml~!),
k=24x10"% mlday~!, p =1 day~!, N =3000, y =23 day~!. The differ-
ence in parameter choice from the prior simulations does not change qualitative re-
sults.

We first assume that ery = ep = e where e € [0, 1].

We evaluate the dominant Floquet multiplier, 1,, as a function of drug efficacy, e,
for the cases { = 0 (completely in-phase) and = % (completely out-of-phase). The
results are shown in Fig. 6.

@ Springer



Periodic Multidrug Therapy in a Within-Host Virus Model

Drug efficacy vs time
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Fig. 7 (Color online) In (a), the drug efficacy functions nrr(¢) and np(t — ) are assumed to have a
the shape above, which is a closer approximation to real drug efficacies. In (b), the dominant Floquet
multiplier, X5, is shown as a function of phase difference, v, (the red curve) when nrr(¢) and np(t — )
are as in (a). The dashed line is just the function A, = 1. It is seen that phase difference still can affect
whether or not the infection-free equilibrium E is stable

Remember E is GAS if A < 1 and unstable if A, > 1. Now we fix erT and ep
and calculate A, as a function of the phase difference v as shown in Fig. 5.

Notice, in Fig. 6, A, is a periodic function of i, which has a minimum and a max-
imum. The minimum, which occurs just before ¥ = %, corresponds to the optimal
phase difference. The phase difference is the determining factor in whether or not the
infection is cleared in these examples.

We now better approximate an actual drug efficacy function with a piecewise con-
stant function, whose graph is shown in Fig. 7, and evaluate the dominant Floquet
multiplier as a function of the phase difference i as shown in Fig. 7. In this case,
the phase difference still determines whether or not 1, < 1 (i.e., whether or not the
infection clears).
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5.1 Structured Treatment Interruptions

It is interesting to consider the consequences of increasing the period t. During a
STI regimen, a patient will take a drug for a certain period of time (the “on-days”)
and then take a “break” from that medication for another period of time (the “off-
days”). This cycle may repeat. The bang-bang drug efficacy functions used here can
be fairly close to the real drug efficacy functions for STIs. Thus, one can consider
the drug efficiency function as being nearly constant, er (or ep), for the on-days
and roughly O for the off-days. The period and duration of the drug efficacy function
for an STI depends on the nature of the program. Duration here is meant as an open
interval / € R such that the drug efficacy function 1(¢) supported in /, is periodic
with period 7. In general, an STI might have a drug efficacy function 5;(¢) with
period 71 on an interval of time (71, #2), then change the drug efficacy function to
n2(t) with period 72 on (1, #3) and so on. A dynamic STI would choose 7,(¢) based
on information reflecting the infection status at #, (Rosenberg et al. 2006).

We consider the bang-bang functions described above with the period 7 increased
to 60 days. Explicitly nrr(¢), np(¢) : R — [0, 1] are periodic functions with period
T = 60 such that

if t € [0, 30), if r € [0, 30),
err if 7 €[0,30) and npy =17 1 € [0, 30)

1) =
RO =007 it € 130, 60) 0 if7e[30,60).

If the phase difference i € [0, 30], then

ep ifte[y,30+y),

U=VI= 00 i e [0.9) U304+ v, 601,

If ¢ € (30, 60), then

ep ift €[y, 60) U0, ¥ — 30),

V=0 ey - 30,9).

Then the Floquet multipliers are the eigenvalues of
Alerr. ep. ) = exp[(30 — ) E(0,0) | exp[¥ E(0, ep)]
x exp[(30 — ) E (ert. ep) | exp[ ¥ E (egrt. 0)].
when ¢ € [0, 30], and
Alerr, ep, ¥) = exp[ (¥ —30)E(0, ep) | exp[¢ E(0,0)]
x exp[ (¥ — 30)E (err. 0)| exp[ ¥ E (ert, ep)].
when ¢ € (30, 60); where

E(ert,ep) = ( - k1 - el)TO) )

N —e)p -Y
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STI Drug Efficacy vs Time
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Fig. 8 (Color online) In (a), an example showing the STI drug efficacy functions. nrr(¢) is the red curve
and np(t — ) is the blue dashed lines. In (b), the natural logarithm of the dominant Floquet multiplier,
log A, is shown as a function of phase difference, ¥, when nrr(¢) and np(t — ) are of the type de-
picted in (a). In these calculations, err = ep = 0.85. Notice the large range of values we obtain for A,
(min iy ~ ¢—30 and max Ay & ¢30). The dashed line, log Ay = 0, represents the threshold for clearing the
infection

These are examples of static STIs where the drug efficacy functions, nrr(¢#) and
np(t — ¥), have the on-days in a consecutive block of days. The period is T = 60
days and the on-days for the RT-inhibitor are 30 consecutive days (the off-days are
similarly a 30 day block), likewise for the P-inhibitor. The functions are depicted in
Fig. 8.

The graph of logA; as a function of i for err = ep = 0.85 is shown in Fig. 8.
These numerical calculations show there is an enormous variability in the results one
obtains when varying the phase difference between bang-bang RT- and P-inhibitor
functions on the larger time scale setting of STIs. Certainly, there is a much larger set
of possible regimens which include treatment schedules that have multiple blocks of
on-days and off-days within a period. Numerical optimal control methods have been
used to address optimization over a larger set of possible STIs (Adams et al. 2004).
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If we do choose a regimen where, within a period, the on-days are in a consecutive
block and off-days are in a consecutive block, our results show that the on-days of
the RT-inhibitor should for the most part coincide with the off-days of the P-inhibitor
and vice-versa (the optimal phase difference ¥* &~ 30 days in the example shown in
Fig. 8b). As mentioned in the Introduction, one should view these results on STIs
with a healthy dose of caution as the increase in the period of the drug treatment will
also act to increase the already existing error inherent in the model.

6 Conclusions and Discussion

The effect which the periodic variations of drug efficacy functions have upon the
dynamics of within-host virus models is difficult to analyze in general. In this paper,
we analyzed, with considerable rigor and detail, how periodic forcing of threshold
drug efficacies affected the infection-free equilibrium. This shed some light on the
dynamical interplay between periodically administered RT-inhibitor and P-inhibitor
treatment in a within-host virus model. Combination therapy has become a standard
procedure in the treatment of HIV. Hence, the notion that the timing between periodic
dosages of the two classes of drugs may affect the treatment outcome could be of
value to researchers.

In our numerical study, we considered two different time scales for the treatment
of a viral infection. We briefly considered the larger time scale of STI regimens. In
most cases of HIV, for one reason or another, lifelong use of antivirals is not feasible
(Rosenberg et al. 2006). This is why STIs have garnered much attention and research
efforts. For the model used in this paper, we showed the timing of RT-inhibitor on-
days relative to P-inhibitor on-days can have a strong effect on the treatment outcome.
Even though the amount of drug used in each regimen was the same, simply varying
this phase difference could give wildly different results. Our results, while dramatic,
have their limitations. First, the model is too simplistic and probably does not capture
all relevant dynamics, especially on a larger time scale. Second, we only numerically
analyzed a small subset of possible regimens. Nevertheless, using the Floquet theory
to explore STIs is novel and furthers the ideas presented in De Leenheer (2009). To
analyze a larger number of regimens, optimal control might be the preferred method.
However these methods also can have drawbacks, for example, the optimization of
the STI regimen depends upon the choice of a cost functional.

The other treatment time scale considered was the day to day time scale. Varying
the phase shift ¢ in np(t — i) on this time scale can be interpreted as changing
the timing between daily dosages of RT-inhibitors and P-inhibitors. For example, if
a patient takes both an RT-inhibitor and P-inhibitor every 24 hours, then the time in
between dosages of the two drugs each day would be the phase shift . Now to opti-
mize treatment on this scale, with no consideration of negative effects of medication,
phase shift is clearly the only variable to consider (assuming the patient has to follow
a periodic schedule), since drug efficacies can be chosen to be as large as currently
feasible. When side effects or costs of medication are considered, optimization of
phase shift may be even more important. The toxicity of HIV medications is a seri-
ous obstacle in treating some patients. Potentially, drugs can be designed so that their
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corresponding efficacy functions reduce the toxicity induced in patients by shorten-
ing drug exposure time, but through optimizing the phase difference between the RT-
and P-inhibitors, treatment effectiveness can still be achieved. Phase shift contrasts
from other treatment parameters in that it does not depend on the efficacies of the
medications. So, an optimal phase shift for a given set of drugs, if found, possibly
can give better treatment results for “free.” Certainly, it is not known whether this
phase shift affects viral dynamics in an actual setting and we do not claim it will.
More realistic models and drug efficacy functions would have to be used in order
to accurately gauge how much phase shifts actually affect the dynamics of a within-
host virus. However, this paper does illustrate how the inherent periodicity of drug
efficacies can be an important factor in the dynamics of our model and suggests that
future research may need to incorporate time varying drug efficacies into models of
within-host viruses with treatment.
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Appendix

Proof of Proposition 4 The right-hand side of (8) is analytic, therefore, the principal
fundamental solution X (¢, €) is analytic in €. So, we can expand X (¢, €) as a Taylor
series with respect to €

X(t, €)=Y " X,(t) = Xo(t) + €X1(t) + € Xa(t) + .
n=0

Then we have

(Xo() +eX1(t) + €2 X2(t) +---)
=X(t,€)
=(Ao+e-A1(1)X (1, €)
= AoXo(t) + €(AoX1 (1) + A1 () X0(1)) + €* (Ao X2(t) + A1 (D X1 (1)) + -+ .
Since X (¢, €) is a principal fundamental solution, X (0, €¢) = I for all €.

Letting € — 0, we see that X(0) = I, so that X;(0) =0 foralli > 1.
Hence, we obtain the following system of differential equations:

Xo(t) = AoXo(1), Xo(0) =1, (13)
Xi()=AoX1(1) + A1) Xo(t),  X1(0)=0, (14)
Xo(t) = AoX2(t) + AL()X1(1),  X2(0)=0. (15)
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1 0 _ 1 0
eA()t = (O ebt) ’ e Aot — (0 ebt> :

The solutions to (13), (14), and (15) at ¢t = 7 (respectively) are:

‘We note that

Xo(t) = e,

T
Xl(z)ze/‘(ﬂ/ e A AL (e dt,
0

T t
Xo (1) = 407 / e~ A" A (1) e </ e A A, (5)e0’ ds) dt.
0 0

To investigate the eigenvalues of X (7, €), we consider the characteristic polynomial
of X(t,¢€)

F(h,€) =A% —tr X(z, €)h + det X (z, €). (16)

We let A2(€) and A3(€) be the eigenvalues of X (7, €). In agreement with previous
notation, A, (€) is the largest eigenvalue, which we know is p(X(t,€)). At e =0
the eigenvalues are A, =1 and A3 = e b7 since X (7,0) = 407, The eigenvalues of
X (7, €), Aa(€), and A3(€), are analytic functions of € in some neighborhood of € =0
since all of the hypotheses in the Implicit Function theorem are met:

OF OF

—(1,0) #£0, d —(e7"7,0)#£0,

(L0 #0, and  ——(e77,0) #

oF Aot —bt —bt
ﬁ(1,0):2—tr)((r,0)=2—tr(e0):2—(1+e )=1-¢">0,

and

aF
a(e—bf, 0)=e" —trX(r,0)=e"" — 1 <0.

So, there exists €p > 0 such that A»(¢) and A3(€) are analytic functions in B(0, €p),
where B(0, €) is the ball centered around O with radius €y. Therefore,

1
A2(€) =1+ A5 (0)e + EAQ(O)GZ +0(€),
ha(e) =PI 1 0(e),

where

2

, o da yod
15(0)=—=(1,0) and 33(0) = ~5(1,0).

For small enough €, A3(€) stays inside the unit disk. But it is not clear whether 1, (€)
goes inside or outside the unit disk for small €. The sign of 1/,(0) determines whether
A2(€) < 1 or Ay(e) > 1 for sufficiently small € > 0. If )L’Z(O) < 0, then Ay(e) < 1,
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and hence p(X(7,¢€)) < 1. If Nz(O) > 0, then A;(¢) > 1, and hence p(X (7,€)) < 1.
If A5(0) = 0, then we need to look at higher order derivatives. Hence, we begin by
computing A5 (0).

—dF/de

0= [L(detX(t,€) —trX(z, e))]ez().
dF /9N

25(0) =
(1.0) 1 —e b7

Now

d
[E(detX(r, €) —tr X (r, 6))]

e=0

—tr X (7),

= det(e%) S det(1 +€C + B+ 0(cY)
e=0

where

T
c=f e A AL (e dt,
0

T t
E = / e—AO’A](t)eAO’< / e—AOSA](s)eAOsds)dt,
0 0

1 0 _
ter(r)=tr(eA0fc)=tr((0 e_bf> C) =Ci1 +e "o,

det(¢) L det(1 + <+ E + 0(cY))

e=0

ot d (L HEC T OE)  Crat O()
de €Cr+ 0D 14+eCn+0ED))| .,
=e " (C11 + C).
Combining the above results, we obtain
Cii+e " Cp—e " (C11+C Cii(l—e™"
25(0) = 1n+e 2 —e 7 (Ci1 + 22)= nd—e )=C11. (17

1 —e bt 1—e bt
In what follows, we will need the following quantity:

e 1AL (1) = grr(t)e ™ AR + gp(1)e” A0 A pet!

1 O 1 0

= @rr(?) (O ebt) ARt (O eb’>
1 O 1 0

+@p(t) (0 eb’> Ap (O ebt)

_ (l‘)MkTO a P
= ¢RT 1+a \a2e —a
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,3 1 e—bt
e (o 1) 09

Hence, the matrix C is given by

T —bt

1 a —e
“1:al, @r1(1)N (1 —ep)kTy (azeb’ . )

’3 1 e—bz
+¢P(t)l_eP _eb[ -1 dt.

From which it follows that

1 7]
250 = —— kToN (1 — ,
2(0) 1+a<‘/7RT oN(1 —ep)a + l—ep)

which proves Proposition 4. g

Proof of Proposition 5 Let grt = 0 and pp = 0. We evaluate the second derivative
of A, (e) with respect to €:

d2
I(0) e @(1 0) [{z(tr X (r,€) —detX(z,€))]__,
2T ge2 T 1 —e bt

)

where
dZ
[—2 (rX(r,e) —detX(z, e)):|
de e=0

=20 X3(0) — det(e7) L det(1 +<C + B+ 0()

e=0

2
= 20(¢"" E) — det(e")  det(1 + €C + € + 0()

e=0
(E11 + e " Ep) — e T (2E1 +2E2 — 2C12Ca1)

= (E11(1 — e_br) + e_bTC12C21).
Therefore,
" e_br
A2(0)=2<E11 +WC12C21>, (19)
which concludes the proof. O

Proof of Proposition 6 We prove this theorem in 3 steps. First, let us assume that
orT(t) = sint and ¢p = 0 in (6). Then

E_/Z”kTosint Ma —Me™? /lkTosins Ma *\ 45 ds
o l+a * * o l+a Ma*ebs  «
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*kTo)> (™ . (Ma —Me™ Ma(l — cost) *
= st 2t b dt,
A+a)? Jo * * Ma* [y e™ sinsds
where asterisks denote nonessential entries. We find that

—(kToMa)* ("
11=(07a)/ <sint(cost—1)
0

(1+a)?
be’ sint — e cost + 1
—i—(sint)e_bt( _— b2j_lcos i ))dt
—(kToMa)* [
=%/ bsin’t + e P sint dt
(I+a)=(b=+1) Jo
—(kToMa)>

- U 2 _ —2wb
= (1+a)2(b2+1)2(nb(b +1)+1 e )

—(kToM 2 2 2
C1pCy1 = (0761) e Psint dt e sint dt
(1+a?) 0 0

—(kTyMa)? or .
S Trameamet e =)

So,

—bt —(kTyMa)*

— _CpCy=——r " (7P ).
1 —e b7 12621 (1+a)2(b2+1)2(e )

Therefore, by Proposition 5,

—(kToMa)?

" _ 2
LO= e 12 (zb(b* +1)). (20)

Next, suppose that gr = 0 and ¢p (t) = sint in (6). It follows that

eben'

1 — e 027

efb2n _,3 2 2
= > / e P sintdt / et sintdt>
1—e 22 J (1 —ep)?(1+a?) \Jo 0

— e —B (1 _ e—2nb)(1 _ lerb)
S\l =27 J (1 —ep)?(1 +a)* (B> + 1)
_ -
(1 —ep)(1+a)2(b? + 1)?
2

B sint 1 e ! Bsins Na
—J ﬂ(1+a><1—ep) (* * )/0 (1+a)(1—ep) <—e’” *) dsdt.
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From the computation involved in evaluating (20), it can be seen that

- - 2 —27b
= (1 —ep)(1 +a)2(b? +1)2 (wb(b* +1) +1—e "),

and by Proposition 5 we obtain

_’32

L= T v e 12

(xb(6? +1)). @1)

Finally, we let grT = o1 sint, op = ap sint in (6) where o1, o € R. Then

2
C :/ (a1 sin?)e 49 Apre + (an sint)e*AOtApeAO’) dt
0

1 2 * —Me " sint
= — T .
14+aJy (c1kTo (Mazeh’ sint *

a2 * e P sing
+ bt dt,
1 —ep \—e” sint *

1 27 — Me—bt int —bt
[ / kTyorq sint Ma Me + pazsin e
d+a)? Jo * * L—ep \* %

8 [kToal < Ma(l —C(.)Sl‘) *)

Ma? [y P sinsds  x
Ban (1 —cost) *
+ 1—ep fotebs sinsds % dt.

Using (20), (21), and Proposition 5, it can be seen that

" _ b _ 2 (2/3)2 2
Az(O)_<1+a>2(172+1>[ CakToMar == )2+°““2”°Nﬂ(l+a)]
T gl —Re( P —ep)? + 21 = err)?
_(1+a)2(b2+1)'3 061012[ Ro(az(1 ep) +a1(1 ERT))

Y ﬂ)}
+l5+— )
<ﬂ Y
which concludes the proof. d

Proof of Proposition 7 Let I'(t) be a PFS (principal fundamental solution) to (12).
Let @(¢) be a PFS to: x = B(t + 1, ¥1, ¥2)x = B(t,0, (Y2 — ¥1)modulo 7)x.
Then ®(t) := &(t — Y1) is a FS to (12) with ®(y;) = I. Using Floquet’s the-
orem, we obtain: & (1) = Cb(‘L’ + Y1) =I(t + w1)<1§(0) I"(lpl)l“(r)(f;(O)

(Y1)~ O) ()P (0) = () (1)@ (0). Hence, ra(y1,¥2) = 220, (Y2 —
Y1)modulo 7). Il
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Proof of Theorem 8 Let X (¢, ) be the principal fundamental solution of

i ( —# k(1 — nRT(r»To)x
N(=np(t = ¥)B -y

The optimal phase difference ¥* where 0 < ¢ < t is the v for which the spectral
radius of X (t, ¥), A, is minimized. The characteristic equation of this matrix is

Fv)=A—tr X(z,y)A +det X (z, ¥) =0

‘We note that
oF
B_A(Az’ Y)=21 —trX(z,¥) >0, (22)

since A; is the spectral radius of X (z, ). Therefore, we can implicitly differentiate
with respect to i at ¥ *:

d
Aok — (AzﬁtrX(t, ¥) +tr X (z, w)x’2> a0 —detX (7, ¢) =
By applying Liouville’s theorem, we find that -~ detX (r,¥) =0. Also, we are dif-
ferentlatlng at y*, so A, =0.
X d¢ tr X (t, ¢) = 0. Now we show that ~— 1// 5 tr X (7, ¢) > 0. Taking the sec-

ond implicit derivative of A, with respect to ¥ at ¥* and substituting A, = 0 and
ﬁ det X (7, ¥) = 0, we obtain

Hence

2
Ay (2h —tr X (T, ¥)) — dd? trX(z, y)A =0

Since A7 > 0 and by (22), we see % tr X (z,v¥) > 0.
So, ¥* is where tr X (z, ¥) is minimized. 0

References

Abgrall, S., Duval, X., Joly, V., et al. (2003). Clinical and immunologic outcome in patients with HIV
infection, according to virologic efficacy in the year after virus undetectability, during antiretroviral
therapy. Clin. Infect. Dis., 37, 1517-1526.

Adams, B. M., Banks, H. T., Kwon, H. D., & Tran, H. T. (2004). Dynamic multidrug therapies for HIV:
Optimal and STI control approaches (CRSC-TR04-18).

Ball, C. L., Gilchrist, M. A., & Coombs, D. (2007). Modeling within-host evolution of HIV: mutation,
competition and strain replacement. Bull. Math. Biol., 69, 2361-2385.

Bonhoeffer, S., & Nowak, M. A. (1997). Pre-existence and emergence of drug resistance in HIV-1 infec-
tion. Proc. R. Soc. Lond. B, 264, 631-637.

Callaway, D. S., & Perelson, A. S. (2002). HIV-1 infection and low steady state viral loads. Bull. Math.
Biol., 64, 29-64.

De Leenheer, P. (2009). Within-host virus models with periodic antiviral therapy. Bull. Math. Biol., 71,
189-210.

@ Springer



C.J. Browne, S.S. Pilyugin

De Leenheer, P., & Pilyugin, S. S. (2008). Multi-strain virus dynamics with mutations: a global analysis.
Math. Med. Biol., 25(4), 285-322.

De Leenheer, P., & Smith, H. L. (2003). Virus dynamics: a global analysis. SIAM J. Appl. Math., 63,
1313-1327.

Dixit, N. M., & Perelson, A. S. (2004). Complex patterns of viral load decay under antiretroviral therapy:
influence of pharmacokinetics and intracellular delay. J. Theor. Biol., 226, 95-1009.

d’Onofrio, A. (2005). Periodically varying antiviral therapies: conditions for global stability of the virus
free state. Appl. Math. Comput., 168, 945-953.

Earn, D. J. D., Dushoff, J., & Levin, S. A. (2002). Ecology and evolution of the flu. Trends Ecol. Evol.,
117, 334-340.

Fung, H. B., Stone, E. A., & Piacenti, F. J. (2002). Tenofovir disoproxil fumarate: a nucleotide reverse
transcriptase inhibitor for the treatment of HIV infection. Clin. Ther., 24(10), 1515-48.

Ganem, D., & Prince, A. M. (2004). Hepatitis B virus infection-natural history and clinical consequences.
N. Engl. J. Med., 350, 1118-1129.

Gilchrist, A. M., Coombs, D., & Perelson, A. S. (2004). Optimizing within-host viral fitness: infected cell
lifespan and virion production rate. J. Theor. Biol., 229, 281-288.

Holte, S. E., Melvin, A. J., Mullins, J. I., Tobin, N. H., & Frenkel, L. M. (2006). Density-dependent decay
in HIV-1 dynamics. J. Acquir. Immune Defic. Syndr., 41, 266-276.

Locarnini, S., & Lai, C.-L. (2003). Hepatitis B virus guide. London: International Medical Press.

Molineaux, L., & Dietz, K. (2000). Review of intra-host models of malaria. Parassitologia, 41, 221-231.

Nowak, M. A., & May, R. M. (2000). Virus dynamics. New York: Oxford University Press.

Perelson, A. S., & Nelson, P. W. (1999). Mathematical analysis of HIV-1 dynamics in vivo. SIAM Rev., 41,
3-44.

Perelson, A. S., Kirschner, D. E., & De Boer, R. (1993). Dynamics of HIV infection of CD4™ T cells.
Math. Biosci., 114, 81-125.

Richman, D. D. (Ed.) (2004). Human immunodeficiency virus. London: International Medical Press.

Rong, L., & Perelson, A. S. (2009). Modeling HIV persistence, the latent reservoir, and viral blips. J. Theor.
Biol., 260, 308-331.

Rong, L., Feng, Z., & Perelson, A. S. (2007). Emergence of HIV-1 drug resistance during antiretroviral
treatment. Bull. Math. Biol., 69, 2027-2060.

Rosenberg, E. S., Davidian, M., & Banks, H. T. (2006). Development of structured treatment interruption
therapies for HIV infection (CRSC-TR06-12).

Silliciano, J. D., et al. (2003). Long term follow-up studies confirm the extraordinary stability of the latent
reservoir for HIV-1 in resting CD4+ T cells. Nat. Med., 9, 727-728.

@ Springer



	Periodic Multidrug Therapy in a Within-Host Virus Model
	Abstract
	Introduction
	The Model
	Perturbation Technique
	Perturbation by Sinusoidal Functions

	Optimizing Phase Shifts for General Periodic Functions
	A Numerical Study with Bang-Bang Efficacies
	Structured Treatment Interruptions

	Conclusions and Discussion
	Acknowledgements
	Appendix
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 1.30
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 1.30
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e5c4f5e55663e793a3001901a8fc775355b5090ae4ef653d190014ee553ca901a8fc756e072797f5153d15e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc87a25e55986f793a3001901a904e96fb5b5090f54ef650b390014ee553ca57287db2969b7db28def4e0a767c5e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020d654ba740020d45cc2dc002c0020c804c7900020ba54c77c002c0020c778d130b137c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor weergave op een beeldscherm, e-mail en internet. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents best suited for on-screen display, e-mail, and the Internet.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /DEU <FEFF004a006f0062006f007000740069006f006e007300200066006f00720020004100630072006f006200610074002000440069007300740069006c006c0065007200200037000d00500072006f006400750063006500730020005000440046002000660069006c0065007300200077006800690063006800200061007200650020007500730065006400200066006f00720020006f006e006c0069006e0065002e000d0028006300290020003200300031003000200053007000720069006e006700650072002d005600650072006c0061006700200047006d006200480020>
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToRGB
      /DestinationProfileName (sRGB IEC61966-2.1)
      /DestinationProfileSelector /UseName
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing false
      /UntaggedCMYKHandling /UseDocumentProfile
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.276 841.890]
>> setpagedevice


