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 43536 SARS-CoV-2 genome sequences so far.
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Figure 1:

Omicron BA.5 (BQ1**)
* Lineage BA.5 of the variant Omicron (including its multiple Omicron BAS (BQ.1.1**

sub-lineages) is dominant in Portugal since week 19 ‘

(09/05/22 - 15/05/22) and presents a relative frequency of
91.6% according to the most recent national sequencing
survey on week 45 (07/11/22 - 13/11/22) ( ).
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* Lineage BA.4 of the variant Omicron was not detected in
weeks 44 and 45.

* Lineage BA.2 of the variant Omicron was dominant in Weeks m-t"’
Portugal between weeks 8 (21/02/22 - 27/02/22) and 19 44-45 oY ow
(09/05/22 - 15/05/22). Since then, its relative frequency is
residual, representing 5,9% of the sequences in weeks 44
and 45 60,0 cron BAS (BE.7** 60,0

* On behalf of the continuous monitoring of the introduction
and circulation of (new) SARS-CoV-2 (sub-)lineages in
Portugal, we have been observing the emergence of sub-
lineages of interest, with novel constellations of mutations
potentially associated with resistance to neutralizing 596 981 ggp 105310471027
antibodies. Among these, we highlight the sub-lineages of 100 s40_g ‘ v 100 461 465

Relative frequency (%)
Relative frequency (%)

BA.2 (e.g., BN.1), BA.4 (e.g., BA4.6) and BA.5 (e.g, BF.7 and 00 o D LI |
BQ.1), some of them showing considerable increase of i‘\.g & O .'»‘vx‘.:» & i\,pq‘;; S ELS S PP i\..r-“‘,g
circulation in some countries, particularly in Europe. In & ,9'97‘1,5.'* & RGN gt R g R gt g
Portugal, it is highlighted the increase of the relative
frequencies of BQ.1 (and its sub-lineages, in particular
BQ.1.1), and BN.1 (and its sub-lineages, in particular BN.1.3.1) Figure 2:
( ). To date, seven sequences of the recombinant sub-
lineage XBB have been detected in Portugal. XBB has been a
focus of interest due to its immune evasion capacity.
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