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The virulence of a virus, perceived by the speading speed of the virus within a population, reflects the

population’ s genetic heterogeneity. When the difference of morbidity and montality of a virus — caused disease within vari-
ous ethnic groups is trivial, the virulence of the virus may be very powerful. In contrast, when the difference is signifi-

cant, the virulence is quite low.
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The greater the difference between the ethnic groups, the lower the virulence.
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[1]  hup://www, who, int/cst/ /publications/swineflu/interim _ guid-

ance/en/index. html.

{2] Genetic b i novel A/HINI from catastrophic pandemic
spread. Whether the novel A/H1N1 virus or future new virus can cause a
catastrophe similar to the 1918 flu is a serious public concem.  The con-
secutive mising alert level about this new flu by WHO from three to five
within days partially reflects the potential risk we are facing. High alent
level urges intemational collaborations and prompt governmental responses,
which may help to slow down and minimize the spreading of a new viral dis-
ease. However, genetic heterogeneity is a crucial factor of whether a person
having contact history becomes to an infected patient and whether an infected
individual is severely sick.
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Genetic heterogeneity affects susceptibility to viral infection is well doc-
umented in AIDS. For ple, individuals with CCRS ions or anti-
CCRS antibody positive are relatively HIV-resi Anoth ple is
SARS. Most of the more than eight thousand infected cases and nearly eight
hundred deaths are Chinese nationality (WHO). Guangdong province,
Hong Kong and Beijing are the three regions from where most of the SARS
cases were reported. When SARS spread to Vietnam, Singapore, and Cana-
da (Toronto) , this spread route itself implicated ethnic differences in their
susceptibility to SARS. Different genetic background within Chinese sub-
populations and different ethnic genetic heterogeneities between Chinese na-
tionality and other ethnic groups are the major factor determined why the ma-
jority of infected cases and dead cases are Chinese nationality at specific lo-
cations, Years later, pective study d d that IL-12 and IFN-
gamma variants are highly associated with the susceptibility to SARS as well
as the severity of the disease of the infected individuals.

Three facts demonstrated that the transmiseion dynamics of the new A/
HINI virus is similar to SARS.  Firstly, the doubling time of the epidemic
is different in different cities within Mexico.  Secondly, the doubling time
of the epidemic is different between Mexico/ USA/Canada/Spain and the rest
of the world.  Thirdly, no confirmed case report of the new flu in several
minorities within Mexico indicates the ethnic differences in susceptible to A/
HIN1. These three features are good news to healthcare society in the panic
time in facing the new A/HINI flu virus.
harmful ime as they are
what we are sure now is that ethnic heterogeneity is powerful for human be-
ing combating viral infections. It is our genetic heterogeneity that is preven-
ting the novel A/HIN1 from a catastrophic pandemic spread.  This letter to
editor was submitted to NEJM on May 6th 2009 and was not accepted.

(3] http://blog. sina. com. cn/s/blog 45eh50{0100djp6. himl.
[4] hitp://blog. sina. com. en/a/blog_4e5eb50f0100deyl. html.
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Albeit genetic mutations are

d with genetic disease and cancers;





