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Emergency of different Variants of Concern (VOC) shaped  
the behavior of the COVID-19 pandemic

Modified from ourworldindata.org with superposition of approximate concomitance of VOC-specific dominace.
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In March 2020, recognizing the necessity of strengthen the national capacities 
for SARS-CoV-2 genomic surveillance, 

PAHO started building a Regional Network: COVIGEN

GISAID, March 2020
https://www.gisaid.org/ 

Key principle: all data and sequences belong to the remittent country

Situation A. Sequencing capacity already established at Country level.
🡪 PAHO, together with Reference Labs, provides protocols, reagents, 
training & analysis when required

Situation B. Limited or no capacity for  sequencing at country level
🡪 Shipping of simples to either of 8 seq reference labs 



COVIGEN has been successful in following the Dynamic and 
distribution of VOC through time

Red OPS de Vigilancia Genómica de COVID-19 & GISAID, hasta enero 30, 2022
https://ais.paho.org/phip/viz/SARS_CoV2_variants_regional.asp



Although it is necessary to 

consolidate the sequencing 

capacities for SARS-CoV-2, it 

is time to move towards a 

broader concept of genomics, 

fully integrated to 

surveillance systems

PAHO’s Strategy on regional genomic 
surveillance for epidemic and 
pandemic prone pathogens



Estrategia regional de vigilancia genómica: PAHOgen

Diferentes sistemas de vigilancia
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SARS-CoV-2: Ramping up the concept of genomic 
surveillance 

https://pub.mdpi-res.com/biology/biology-12-01267/article_deploy/html/images/biology-
12-01267-g003.png?1695288451



Regional distribution of VOIs and VUMs

SARS-CoV-2 Variants Tracking Dashboard (PAHO SARS-CoV-2 Situation page):  https://www.paho.org/en/covid-19-weekly-updates-region-americas - Data from GISAID

https://www.paho.org/en/covid-19-weekly-updates-region-americas


Subregional distribution of VOIs and VUMs

SARS-CoV-2 Variants Tracking Dashboard (PAHO SARS-CoV-2 Situation page):  https://www.paho.org/en/covid-19-weekly-updates-region-americas - Data from GISAID

https://www.paho.org/en/covid-19-weekly-updates-region-americas


Distribution of SARS-CoV-2 sequences by subregion

SARS-CoV-2 Variants Tracking Dashboard (PAHO SARS-CoV-2 Situation page):  https://www.paho.org/en/covid-19-weekly-updates-region-americas - Data from GISAID

https://www.paho.org/en/covid-19-weekly-updates-region-americas


Distribution of SARS-CoV-2 sequences by country
(since Nov 2025)

SARS-CoV-2 Variants Tracking Dashboard (PAHO SARS-CoV-2 Situation page):  https://www.paho.org/en/covid-19-weekly-updates-region-americas - Data from GISAID

https://www.paho.org/en/covid-19-weekly-updates-region-americas


Other sublineages

• VUM BA.3.2

• Detections exclusively in Canada and the USA

• Mainly RE.1.2 (BA.3.2.2.1.2) and RE.2.2.4 (BA.3.2.2.2.2.4)

• XFZ

• Recombinant lineage of XFC.3 [recombinant of LP.8.1.1 and LF.7] and PG.3.2 [descendant of KP.3]

• Not searchable on GISAID

• US estimate (4-week period ending 14 Mar): 3% (1-5%) [decreasing]

• XFV

• Recombinant lineage of LP.8.1, XFG.3.3.1 (breakpoint 5240-7112)

• Not searchable on GISAID

• US estimate (4-week period ending 14 Mar): 2% (1-6%) [decreasing]

• XFY

• Recombinant lineage of XFG.5.1, NB.1.8.1 (breakpoint 25793-28432) with extra S:Q677HN

• Not searchable on GISAID

• US estimate (4-week period ending 14 Mar): 8% (4-16%) [increasing]



Thank you !
PAHO
Health Emergencies Department


