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Letter to Editors

Mass intake of hydroxychloroquine or chloroquine in the present context of the Covid-19 outbreak:
Possible consequences in endemic malaria settings

In December 2019, a new viral outbreak appeared in central China,
in Wuhan province. This coronavirus disease (COVID-19) spread within
few months over all continents, causing numerous deaths and seriously
disrupting both social and economic life. The absence of a curative
treatment and an effective vaccine makes this struggle difficult, justi-
fying current numerous testing of therapeutic molecules against this
novel coronavirus.

Among these molecules, chloroquine (CQ) was tested in China
during this current COVID-19 outbreak and seemed to have given good
results. In the same order of ideas, many other reports suggested ef-
fectivity of CQ or hydroxychloroquine (HCQ) against SARS-CoV-2
[1,2].

As the number of Covid19 cases continue to rise worldwide without
an “official” treatment, these two molecules become considered by
many people as “the” solution to this pandemic.

The use CQ or HCQ by many individuals to protect themselves or to
treat COVID-19 in malaria endemic areas is likely to have an impact on
the local malaria prevalence. It’s most likely that most of the people
who will take CQ or HCQ would be plasmodium asymptomatic carriers
[3] thus resulting in parasitaemia decrease or even suppression, de-
pending on the posology administered and mostly if CQ-sensitive
strains supplants CQ-resistant strains. Nevertheless, a rebound of ma-
laria prevalence is to be feared some weeks after stopping CQ/HCQ
intake due to the lack of associated control measures.

In parallel as CQ-resistant strains are still circulating, use of CQ
could lead to selection of resistant strains bearing mutations on some
Plasmodium genes involved in drug resistance. It will mainly depend on
the posology and the treatment duration. However, many reports un-
derline possible association between some Plasmodium genes and al-
tered activity of other antimalarials, among which some drugs currently
in use as partner-drug in Artemisinin-based combination therapy [4].

The current malaria control strategy could be at risk if CQ or HCQ are
largely used and over a long time period.
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Appendix A. Supplementary data

Supplementary data to this article can be found online at https://
doi.org/10.1016/j.mehy.2020.109912.
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