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Executive summary

52,226 Belgian sequences of SARS-CoV-2 are now publicly available on GISAID.

538 sequences of positive SARS-CoV-2 samples collected between 04/10/2021 and 17/10/2021 have at
this stage been analysed in the context of baseline surveillance. Among these, B.1.617.2 and its

sublineages (Delta) represented 100% of the circulating strains.

The genomic diversity of SARS-CoV-2 in Belgium is comparable with the situation described over the last
11 weeks.
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1. Monitoring of VOCs in Belgium

While first identified on 6 April 2021 in Belgium, the B.1.617.2 Variant of Concern (Delta) is now the
dominant lineage in the country, representing 100% of the baseline surveillance samples sequenced.

B Others [ B.1.1.7 (Alpha) B.1.351 (Beta) [ P.1(Gamma) [ B.1.617.2 (Delta)

100% ‘1
75% | |
50%
25%

0%

[w] (=) (w] - - - - - — - — — - — — - — — - — - -
A & N N &8 & & 8 &8 & & S o & & o & &8 o S o
O O O O O O O O © © O O O o 0 O O O o0 © 0 o o
N d & N N & & N N NN NN~ N"§ NN A
O < 0 — W 0 o 0 N I D M N = < 0 &N © oo MmO o <
M — N - N 5 W o N [ > T M — N — o (9] o N =
> 9 9 c c ® 9 8 5 &5 8 >»>>c 3535 3 22 2 §
2 ¢ ¢ @ ©® WL o = 8 < s ® ™ 5 5 3 3 € 3 0 0

Z O a 2 o w = < s = 5 5 x I75)

Figure 1: Weekly evolution of the frequency of variants of concern reported by the baseline surveillance
network using a whole genome sequencing (WGS) approach.



2. Can the current rise in cases be associated with the emergence of a new variant in Belgium?

As previously described, different sublineages have been delineated within the large group of Delta
B.1.617.2 genomes. Currently, AY.1 up to AY.41 sublineages have been defined (for all details please see
https://cov-lineages.org/), with for some AY sublineages even additional subdivisions (e.g. AY.4.2). Over
time, more and more sublineages have been defined due to the predominance of the Delta variant
worldwide and the increased genomic surveillance on an international level.

Worldwide, two of these Delta sublineages seem to have a relative advantage compared to the other AY
lineages, respectively AY.4 and AY.23. While AY.4 is characterized by a high yet stable prevalence in the
United Kingdom (UK), the number of infections related to Delta AY.4 in Belgium is much lower and the
increase in infections assigned to AY.4 has been less steep compared to the UK (Figure 2). For the UK, this
sublineage shows to be the dominant AY sublineage identified across the country.
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Figure 2: Evolution of the prevalence of the Delta sublineage AY.4 over time in the UK and Belgium (upper
panel). This lineage is dominant compared to other AY lineages identified in the UK (lower panel).


https://cov-lineages.org/

Delta sublineage AY.23 has been reported to be dominant in Singapore (Figure 3), while only a few cases
have been identified in Belgium (<0.5% of the sequences assigned to the Delta variant).

International comparison [ Show more ]

Singapore Belgium X

1

0.751
0.54
0.254
202(%—04—19 2021-05-10 2021-05-31 2021-06-21 2021-07-12 2021-08-02 2021-08-23 2021-09-13 2021-10-04

Figure 3: Evolution of the prevalence of the Delta sublineage AY.23 over time in Singapore.

Among the most prevalent Delta sublineages in Belgium (Figure 4), none seem to currently present a
major advantage. While the evolution of the different AY lineages will be evaluated over time, and the
dominant prevalence of both AY.4 and AY.23 in the UK and Singapore is worrisome, currently there is no
indication that the recent rise in cases in Belgium is associated to the emergence of a new, more
transmissible variant. In next week's report, detailed analyses on the growth advantage of the different
AY sublineages will be presented.



o,

Mutation and case prevalence over time in Belgium B 0w conficence in
= 7 day rolling average of percent sequences with mutation(s)
95% fid i | issil t d
comidence fniore issing feven T.t:test dates are noisy due to|fewer samples, or missing from seguencing delays Delta
80%
60%-
40%
A4
20%
AY.33
AY.5
0% . AYS
March April May June July  AugustSeptembefOctober
0 11| - 0
kg L i
415 415
TOTAL SAMPLES SEQUENCED PER DAY
~

Figure 4: Evolution of the prevalence of Delta and its sublineages in Belgium.



