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1. Introduction

Many nonlinear mathematical models have been developed to describe infection by the human immunodeficiency virus
(HIV). In 1989, a model for the infection of the human immune system by HIV was developed by Perelson [1]. This model
of virus spread has three variables: the population sizes of uninfected cells, infected cells, and free virus particles. Perelson
et al. [2] extended the model described in [1] and developed a new model by considering four variables:

1. cells that are uninfected,

2. cells that are latently infected,

3. cells that are actively infected, and
4. free virus particles.

Their model is described by a system of four ordinary differential equations. It was noted that the model can replicate many
of the symptoms of AIDS observed clinically. Culshaw and Ruan [3] reduced the model described in [2] to a system of three
ordinary differential equations by assuming that all the infected cells are capable of producing the virus.

In this paper, the homotopy analysis method (HAM) is introduced and developed for approximately solving the model
for HIV infection of CD4* T-cells of Culshaw and Ruan described above. The model is [3]
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