Genetic diversity of the novel coronavirus
SARS-CoV-2 (COVID-19) in Portugal

More information at https://insaflu.insa.pt/covid19

The National Institute of Health Doutor Ricardo Jorge, I.P. (INSA) has analysed 42781 SARS-CoV-2 genome sequences so far.

Relative Frequencies of SARS-CoV-2 variants/lineages (National)
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54 entries

Lineage BA.5 of the variant Omicron (including its mutiple
sub-lineages) is dominant in Portugal since week 19 .
(09/05/22 - 15/05/22) and presents a relative frequency of -
90.0% according to the most recent national sequencing -

survey on week 40 (03/10/22 - 09/10/22).
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Lineage BA.4 of the variant Omicron has slightly increased
its relative frequency in the latest sequencing surveys,
representing 6.3% of the sequences analysed in weeks 39
and 40.

Lineage BA.2 of the variant Omicron was dominant in
Portugal between weeks 8 (21/02/22 - 27/02/22) and 19
(09/05/22 - 15/05/22). Since then, its relative frequency
decreased continuously, representing 1.6% of the sequences
in weeks 39 and 40.

On behalf of the continuous monitoring of the introduction - ' LX VTEJ{E)-ﬁ
and circulation of (new) SARS-CoV-2 (sub-)lineages in

Portugal, we have been observing the emergence of some
mutations of interestt namely mutations potentially
associated with resistance to neutralizing antibodies. Among
these, we highlight an additional mutation in position 346 of
Spike protein, which has already been detected in several
sub-lineages of BA.2 (e.g., BA.2.75.2), BA.4 (e.g., BA.4.6) and ALGARVE
BA.5 (eg, BF.7 and BQ1.1), some of them showing
considerable increase of circulation in some countries. In
Portugal, we highlight the recent increase of the relative
frequencies of BF.7 and BQ.1.1 sub-lineages, with values of

Figure 2:
9.0% and 4.9%, respectively, in the period of weeks 39 and 40
(in comparison with 4.5% and 0.4% registered in the period of
weeks 37 and 38).
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