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 45598 SARS-CoV-2 genome sequences so far.

Relative Frequencies of SARS-CoV-2 variants/lineages (National)
1.0+

B EEEEEE T i
Il- EREETEREg Variant
| | [ Alpha
@ Beta
0.8~ Gamma
3 = Delta
c @ Omicron_BA.1
g Omicron_BA.2
50.6- @ Omicron_BA.3
2 ® Omicron_BA.4
'S Omicron_BA.5_non_BQ.1
[} @ Omicron_BA.5_BQ.1
204~ © Omicron_XBB
K Other
]
0.2
0.0 -

2021W22 2021W51  2022W08 2022W20 2022W44 2023W08
Year - 1ISO week

Figure 1:

Lineage BA.5 of the variant Omicron (including its multiple
sub-lineages) is dominant in Portugal since week 19
(09/05/22 - 15/05/22). From week 44 onwards, its intense
circulation is mainly due to its sub-lineage BQ.1 (and its
descendants, in particular BQ.1.1) ( ).
A continuous decrease in frequency has been observed since
week 52 (26/02/22 — 01/01/23). Lineage BA.5 presents a
relative frequency of 46.3% according to the most recent
national sequencing survey, relative to the period of weeks 7
and 8 (13/02/23 - 26/02/23) ( )-

BQ.1.1.4.

weeks 7-8

In 2022, 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), maintaining a residual frequency during
the period of BA.5 dominance. Nevertheless, a considerable
increase in frequency has been observed since week 51
(19/12/22 — 25/12/22) mainly due to the circulation of its
lineage CH.1.1 (and its sub-lineages) ( ).

Relative frequency (%)

Since week 1 of 2023, it is highlighted the increase in
circulation of the recombinant sub-lineage XBB (and its
descendants), with a relative frequency of 35.3% in the

period of weeks 7 and 8 ( ). In particular, we underline
the circulation in Portugal of its XBB.1.5 sub-lineage (and its ~O=Omicron BAS (BQ.1°%) o-Omicron A5 (50.1.1°)
descendants) since week 49 ( ). : ~@-Omicron BA2 (CH.1.1%)

~@-Omicron XBB recombinant (XBB**)

The sub-lineages with the highest relative frequency in
Portugal (BQ.1, CH.1.1, XBB and their descendants) present Figure 2:
constellations of mutations potentially associated with
resistance to neutralizing antibodies. Thus, their higher
transmissibility may be due to a higher immune evasion

capacity.
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