
Computers in Biology and Medicine 37 (2007) 337–341
www.intl.elsevierhealth.com/journals/cobm

Model based on a quantum algorithm to study the
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Abstract

A model based on a quantum algorithm is used to study the spread of HIV virus and to predict infection rates on individuals who are not
aware of their particular condition. The model makes an analogy between quantum systems and individuals who are infected by the disease.
Individuals are represented by two-level quantum systems (quantum “bit”), and the interactions among individuals who cause the infection
are represented by unitary transformations. The population is divided into categories according to their behaviour, and the interactions among
those individuals in the same category and those in different categories are simulated. The objective is to obtain statistical data on the number
of infected individuals depending on the time for every category and for the entire population. Besides, we analyse the impact of the evolution
of the disease on individuals who have not knowledge of their specific sanitary condition.
� 2006 Elsevier Ltd. All rights reserved.
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0. Introduction

There is a substantial number of studies on epidemics which
use various types of models [1,2]. Kermack and McKendrick
[3], in a pioneering work on epidemiology, and using a simple
model to study the evolution of an epidemics, showed that their
model was well-fitted to analyse data collected from the Bom-
bay plague in 1906. Models to study AIDS are discussed by
Murray [1] and May and Anderson [4]. An excellent review on
the Kermack–McKendrick papers was written by Anderson [5].

The purpose of this paper is to study the evolution of HIV us-
ing a model based on a quantum algorithm. We consider a pop-
ulation of N individuals who change in time. Each individual
is represented by a qubit (two-level quantum system). A qubit
level represents an infection state, either positive or negative. If
an individual does not know his particular infection condition,
he will be represented by a qubit that indicates a superposition
of levels 0 and 1. The amplitude of probability for each level
depends on his/her previous behaviour under situations of risk.

The evolution of the system is described by unitary trans-
formations between qubits. These transformations represent
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potential forms of infection among individuals. For example, a
particular sexual intercourse will be represented by a quantum
logical gate with two entrances (interacting qubits), and the
exit to this gate corresponds to the state of each qubit after the
intercourse. The state of each individual will change according
to the interactions with the other qubits.

We can measure the state of a qubit at any given moment.
When a quantum system that is in a superposition of two states
is measured, the result will be one of two states. The system
will remain in that state after the measurement. The quantum
system can be in a superposition state while the measurement
is not made [6–9].

1. Mathematical formulation of the model

A bit is the fundamental concept of classical computing and
classical information. Quantum computing and quantum infor-
mation are built upon a similar concept, the quantum bit, or
qubit. A classical bit has a state (0 or 1), while a qubit [10] can
have two possible states |0〉 and |1〉, which correspond to the
states for a bit. Notation such as ‘|〉’ is called Dirac notation,
which will be used extensively throughout this paper since it is
the standard notation to represent states in quantum mechanics.
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Fig. 1. Classical gate OR.

The difference between bits and qubits is that a qubit can be in
a state |0〉 or |1〉, and it can also form linear combinations of
states, often called superpositions:

|�〉 = a|0〉 + b|1〉. (1)

Numbers a and b are complex numbers, although they can be
considered real numbers. In other words, the state of a qubit is
a vector in a complex, two-dimension vector space. The special
states |0〉 and |1〉 are known as computational basis states and
form and orthonormal basis for this vector space.

While a bit can be examined to determine whether it is in a
0 or 1 state—for example, when computers retrieve data from
RAM—a qubit cannot be examined to determine its quantum
state, that is, the a and b states. Instead, in quantum mechanics
we can only acquire restricted information about the quantum
state. When a qubit is measured we get either 0, with |a|2
probability, or we get 1, with |b|2 probability. Naturally, |a|2 +
|b|2 = 1, since probabilities must be one. Geometrically, this
means that the qubit’s state is normalised to length 1.

The unobservable state of a qubit and the observations that
can be possibly made lies at the heart of quantum computing
and quantum information [10]. In most abstract models, there
is a direct correspondence between abstract elements and the
real world. For example, the plans for designing a building
correspond more or less with the final construction. There is not
a direct correspondence of this sort in quantum systems. Thus, it
is difficult to infer their behaviour. However, there is an indirect
correspondence because qubit states can be manipulated and
transformed so that the results of their measurements depend
on the different properties of their distinctive states [10].

Taking this dichotomy into account, it is possible to make an
analogy to the individuals affected by an epidemics in a given
population. Every individual in this population is associated to
a qubit |�〉=a|0〉+b|1〉. State |0〉 corresponds to a non-infected
individual and state |1〉 corresponds to an infected individual.
For the individual represented with qubit |�〉, the probability
of infection is |b|2. For the interaction among the elements of
the population (qubit), we will use the logical gate “or”. Fig. 1
shows the symbol for this gate and the table of entries and exit.

If state “0” corresponds to the non-infected condition and
state “1” to the infected condition, then “A” or “B” represent the
condition of infection for A and B after an interaction (e.g. sex-
ual intercourse). This gate is defined by classical bits and does
not have a quantum analogy due to the fact that classical gates
are not usually reversible, whereas logical quantum gates are
reversible [11–14]. Therefore, we must find a quantum circuit
that may allow us to carry out the same function of gate OR.

Fig. 2 shows a gate used to carry out the function of the
classical gate OR in studying interactions among individuals

Fig. 2. Equivalence between gate OR and gate NAND.

Fig. 3. The Toffoli gate.

who do not know if they are either in “0” or “1” state. Therefore,
they are in a linear combination of these two states.

There are two “NOT” gates and one “NAND” gate. States 0
and 1 are interchanged within the “NOT” gate.

The NOT quantum gate acts linearly, i.e. it takes the follow-
ing state:

a|0〉 + b|1〉. (2)

Then, it takes the corresponding state in which the roles of |0〉,
|1〉 are interchanged:

a|1〉 + b|0〉. (3)

A quantum gate can be represented as a matrix, which is directly
derived from the linearity of quantum gates. An X matrix is
defined to represent the NOT quantum gate as follows:

X ≡
(

0 1
1 0

)
. (4)

If the quantum state a|0〉+b|1〉 is written in vector notation as[
a

b

]
(5)

with the top entry corresponding to the amplitude for |0〉 and
the bottom entry to the amplitude for |1〉, then the correspond-
ing output from the NOT quantum gate is

X|�〉 =
(

0 1
1 0

) [
a

b

]
=

[
b

a

]
. (6)

Any classical circuit can be replaced by an equivalent circuit
containing only reversible elements using a reversible gate
known as the Toffoli gate. The Toffoli gate has three input
bits and three output bits, as shown in Fig. 3. Two of these
bits are control bits that are unaffected by the action of the
Toffoli gate. The third bit is a target bit that is flipped if both
control bits are set to 1. Otherwise, it is left alone. Note that
applying the Toffoli gate twice to a set of bits has the effect
(a, b, c) → (a, b, c⊕ab) → (a, b, c). Thus, the Toffoli gate is
inherently reversible. The ⊕ operation corresponds to the clas-
sical gate “XOR”. The Toffoli gate simulates the NAND gate
if the third bit is set to the standard state 1, as shown in Fig. 3.
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Fig. 4. Quantum circuit that simulates A or B.

The Toffoli gate has been described as a classical gate, but
it can be implemented as a logical quantum gate as well. By
definition, the logical quantum implementation of the Toffoli
gate permutes computational basis states in the same way as
the classical Toffoli gate. For example, a Toffoli quantum gate
acting in state |1 1 0〉 flips the third qubit because the first two
are already set, thus resulting in state |1 1 1〉. It is possible to
write this transformation as an 8 by 8 matrix, U, and verify that
U is an unitary matrix. Thus, the Toffoli gate is a legitimate
quantum gate. As for the amplitudes for |0 0 0〉, |0 0 1〉, |0 1 0〉,
|0 1 1〉, |1 0 0〉, |1 0 1〉, |1 1 0〉, and |1 1 1〉, the U matrix may be
written as

U =

⎛
⎜⎜⎜⎜⎜⎜⎜⎜⎜⎝

1 0 0 0 0 0 0 0
0 1 0 0 0 0 0 0
0 0 1 0 0 0 0 0
0 0 0 1 0 0 0 0
0 0 0 0 1 0 0 0
0 0 0 0 0 1 0 0
0 0 0 0 0 0 0 1
0 0 0 0 0 0 1 0

⎞
⎟⎟⎟⎟⎟⎟⎟⎟⎟⎠

. (7)

In this way, the quantum circuit simulating the interaction be-
tween two individuals (A) and (B) in the target population is
shown in Fig. 4.

2. Results

The model has been validated analysing the spread of HIV
in Chile between 1986 and 2000. The methodology used was
the following.

An equal number of qubits to the population of the country
in every year is considered. The initial condition (1986) is 12
million qubits, of which 600 are in state |�〉 = a|0〉 + b|1〉
with |b|2 = 0, 49. This means that each individual has a 49%
probability of being infected. The remaining population is in
quantum state |0〉.

The dynamics of the infection is simulated by dividing 1 year
into 52 weeks. Sixty-three percent of the population represents
sexually active individuals [15,16]. In each week, two members
of this segment are randomly chosen to apply the operation
described in Fig. 4. Vertical infection (mother to son) cases,
amounting to 1.5% of the total number of cases in Chile, are
not considered in this simulation.

The process is repeated N0 every week. At the end of every
year, 5% of the total population is chosen at random in order to
evaluate their quantum state. As previously said, when a quan-
tum system is measured —when states are superposed—we can
only obtain one of two possible states.
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Fig. 5. Number of cases, Chile, 1986–2000.

Demographic data show that Chilean population increases
every year. Incorporated individuals enter the circuit in
state |0〉.

The value of parameter N0 decreases automatically in time.
This implies that since the disease was known in Chile, risky
interactions between individuals began to decrease.

Fig. 5 shows the behaviour of the model. It shows real data
[15] and the data obtained with the model.

Fig. 6 shows the number of reported cases [15,16] and the
number of cases given by the model, as well as incidence rates.

An important result that can be achieved with the model
is the projection of the total number of HIV-positive indi-
viduals. The methodology that has been used in Chile is
consistent with the one used in the rest of Latin America and
The Caribbean [17]. The method consists of multiplying the
current number of HIV cases by 3.76, and then the number
of individuals infected by HIV is added. However, in the
model discussed in this paper, a measurement of all qubits
composing the population is made at the end of every year.
When we compare the results obtained with both methods, we
can find significant differences. The present model can pre-
dict a larger number of infected individuals compared to the
official predictions. A comparison of results can be made in
Fig. 7 and 8.

3. Summary

The present model shows a sound correlation to actual data
on infection by HIV in Chile during the specified period of
time (1986–2000). The adjustment parameters are: (1) the N0
number, which corresponds to the number of times in which
individuals interact per week; (2) the percentage of individuals
chosen every year in order to measure their state; and (3) the
initial state with the number of infected individuals. In Fig. 8,
we observe a leap between 1998 and 1999, which is explained
by parameter N0, which changes in a discreet way (on average,
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Fig. 6. Number of HIV-infected individuals, Chile, 1986–2000.

Fig. 7. Projection of infected people with asymptomatic HIV.
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Fig. 8. Total number of infected people.

every 3 years). The leap is more important during this period.
From a biological point of view, the situation can be interpreted
as the consequence of sanitary measurements taken by Chilean
people 5 years before that period, when the disease was al-
ready well-known by the population. The model presented in
this paper can have great potential to be applied in specific
situations due to the fact that it can simulate an examination
of the complete population under study. We intend to open a
discussion in Latin American countries on the different meth-
ods that are used to estimate the total number of HIV-infected
individuals.

Further applications of the model can be in the field of
infection at the cellular level, including different pathogenic
agents. For these applications, the quantum gates that shape
the interaction must be modified accordingly. The development
and evolution of different epidemic diseases must be studied
as well.

Acknowledgement

This work was supported by the Facultad de Ingeniería de la
Universidad Diego Portales, Chile.

References

[1] J. Murray, Mathematical Biology, Springer, New York, 1989.
[2] L. Edelstein-Keshet, Mathematical Models in Biology, Random House,

New York, 1998.
[3] W.O. Kermack, A.G. McKendrick, Contributions to the mathematical

theory of epidemics—I, Proc. R. Soc. 115A (1927) 700.
[4] R.M. May, R.M. Anderson, Transmission dynamics of HIV infection,

Nature 326 (1987) 137.
[5] R.M. Anderson, The Kermack–Mckendrick epidemic threshold theorem,

Bull. Math. Biol. 53 (1991) 3.
[6] A. Peres, Quantum Theory: Concepts and Methods, Kluwer Academic,

Dordrecht, 1993.
[7] J.J. Sakurai, Modern Quantum Mechanics, Addison-Wesley, Reading,

MA, 1995.



A. León, J. Pozo / Computers in Biology and Medicine 37 (2007) 337–341 341

[8] R.P. Feynman, R.B. Leighton, M. Sands, Feynman Lectures on Physics,
vol. III, Addison-Wesley, Reading, MA, 1965.

[9] C. Cohen-Tannoudji, B. Kiu, F. Laloe, Quantum mechanics, vol. I, Wiley,
New York, 1977.

[10] M. Nielsen, I. Chuang, Quantum Computation and Quantum Information,
Cambridge University Press, Cambridge, 2003.

[11] A. Barenco, C.H. Bennett, R. Cleve, D.P. DiVincenzo, N. Margolus, P.
Shor, T. Sleator, J. Smolin, H. Weinfurter, Elementary gates for quantum
computation, Phys. Rev. A 52 (1995) 3457–3467 (arXive e-print quant-
ph/9503016).

[12] D. Beckman, A.N. Chari, S. Devabhaktuni, J. Preskill, Efficient networks
for quantum factoring, Phys. Rev. A 54 (2) (1996) 1034 (arXive e-print
quant-ph/9602016).

[13] D.P. DiVincenzo, Quantum gates and circuits, Proc. R. Soc. London A
454 (1998) 261–276.

[14] R.B. Griffiths, C.S. Niu, Semiclassical Fourier transform for quantum
computation, Phys. Rev. Lett. 76 (17) (1996) 3228–3231 (arXive e-print
quant-ph/9511007).

[15] Memoria Anual de Conasida, Rev. Chil. Infect. 21 (2) (2004) 126–150.
[16] Síntesis de Resultados, Comisión nacional del XVII Censo de población

y vivienda, INE, Chile, 2003.
[17] SIDALAC, Situación de la lactancia materna y la transmisión del VIH

en América Latina, 1998.

Alejandro León Zapata received his M.Sc. in 2003, from the Department
of Physics at the Universidad de Santiago de Chile. He is currently a Ph.D.
student in the Department of Physics at the Universidad Federico Santa María
de Viña del Mar, Chile. His research interests include Cellular automata and
model based on a chaotic dynamical systems to study the evolution of an
epidemics.

Julio Pozo received his M.Sc. in Physics (1980) and his Ph.D. in Physics
(1990), both obtained in the Faculty of Sciences at the Universidad de Chile.
The present position is full professor in the Faculty of Engineering at the
Universidad Diego Portales (Chile). His research interests include Condensed
Matter Physics and Nonlinear Dynamical Systems.


	Model based on a quantum algorithm to study theevolution of an epidemics
	Introduction
	Mathematical formulation of the model
	Results
	Summary
	Acknowledgement
	References


