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 44209 SARS-CoV-2 genome sequences so far.

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

EE=RRREED EEEEEEEEENER : Variant
II BEEN il l||| riant
©® Beta
Gamma
- Delta
@ Omicron_BA.1
Omicron_BA.2
@ Omicron_BA.3
@® Omicron_BA.4
Omicron_BA.5_non_BQ.1
@ Omicron_BA.5_BQ.1
Other
Weeks
I 48-49
-

L L

0.0 T T =
2021W22 2021W51 2022W08 2022W20 2022W49
Year - 1ISO week

1.0+ =

Relative Frequency
I o o
P e @

o
N
h

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) and presents a relative frequency of
84.0% according to the most recent national sequencing
survey on week 49 (06/12/22 - 12/12/22) ( )-

One sequence of lineage BA.4 of the variant Omicron was
detected in week 48, after not being detected since week
44.

weeks 48-49

Lineage BA.2 of the variant Omicron was dominant in

Portugal between weeks 8 (21/02/22 - 27/02/22) and 19 000

(09/05/22 - 15/05/22). Since then, its relative frequency is Omicron BAS (BQ 1) 813
residual, representing <6% of the sequences up to week 47. Foe BQ.1.1**

Between weeks 48 and 49, it represented 10% of the % o0 587
analyzed sequences, mainly due to lineage BN.1 and its sub- ER
lineages (relative frequencies of 4.6% and 6.7% in this period, z s
respectively) “3 40,0
2

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- 07
lineages of interest, with novel constellations of mutations
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antibodies. Among these, we highlight the sub-lineages of
BA.2 (e.g., BN.1) and BA.5 (e.g,, BF.7 and BQ.1), some of them
showing considerable increase of circulation in some countries, Figure 2:
particularly in Europe. In Portugal, it is highlighted the
increase of the relative frequencies of BQ.1 (and its sub-
lineages, in particular BQ.1.1), which is dominant since
week 44 ( ). To date, 27 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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