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Executive summary

The Omicron BA.2 lineage currently represents 74-91% of new infections diagnosed in
Belgium, and this situation is currently associated with a declining circulation of the virus
(reported incidence during the last 14 days: 371 cases/100.000 habitants).

Worldwide, using the international database GISAID, the number of reported BA.4 (2424,
including 64 from Belgium), BA.5 (2056, including 39 cases detected in Belgium) and
BA.2.12.1 (42036, including 19 cases detected in Belgium) cases continue to increase.
BA.4 and BA.5 have been recognized as variants of concern by the WHO.

At this stage, there is no indication that these emerging variants will lead to more severe
disease compared to other Omicron sublineages but, as it has been the case with
previous variants, the efficacy of monoclonal antibodies used for the treatment of high
risk patients may be affected. The National Reference Center UZ/KULeuven has been
able to culture BA.4 and BA.5 isolates and will shortly initiate a series of studies that
should allow better describing the eventual intrinsic resistance mechanisms and immune
escape characteristics of these variants.
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1 Epidemiological context and indicators related to
diagnostic activities

Omicron BA.2 can be distinguished from BA.4 and BA.5 using some specific
diagnostic PCR kits as the latter variants present the deletion 69/70 in the S gene
and therefore are characterized by an SGFT.

In the current epidemiological context, samples without SGTF are most likely to
be BA.2 infections (including BA.2.12.1). These samples currently represent up to
74-91% of positive tests in the country (declining share week by week). SGTF
samples are presumed to be mainly Omicron BA.4 and BA.5, since Omicron
BA.1 infections have only been rarely detected over the last few weeks. .

Figure 1: S gene target failure (SGTF; blue: BA.1 & BA.1.1, BA.4 and BA.5, and
potentially BA.2 with 69/70 deletion) and others (red: currently considered
predominantly BA.2) among positive samples reported by the federal platform
laboratories.
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2 Monitoring of Variants of Concern in Belgium

During the last two weeks of baseline surveillance - 09/05/2022 and 22/05/2022 -
(775 sequences collected at this stage), BA.1 and BA.1.1 jointly represented 0.4%
(=) of the circulating strains, while BA.2 represented 95.0% (↘) of the strains
(Figure 3). Overall, 64 BA.4 and 39 BA.5 genomes have been detected in Belgium,
respectively representing 1.9% and 2.2% of the genomes for the last two weeks.

Figure 2: Share of variants of concern per week in Belgium
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