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Supplementary Data 

Clinically validated nasopharyngeal SARS-CoV-2 real time reverse transcription polymerase chain 
reaction (RT-PCR) test were performed in Fimlab laboratories (Tampere, Finland) with commercial 
RT-PCR kits by GenomEra®, Abacus Diagnostica; Cobas 8800®, Roche Diagnostics, and Allplex, 
Seegene and in Synlab laboratories (Helsinki, Finland) by TaqPath, Thermo Fisher 
Scientific. Sequencing was done by Fimlab laboratories using Clean-plex SARS-CoV-2 FLEX-panel by 
Paragon Genomics (1) and the Finnish Institute for Health and Welfare using ARTIC primers (2, 3). 
The B.1.617.2 variants were assigned with the Pangolin COVID-19 Lineage Assigner 
(https://pangolin.cog-uk.io/, (4)). The strains had B.1.617.2 lineage defining spike mutations T19R, 
L452R, T478K and P681R and, in addition, deletion F157-R158 and mutations T95I, E156G and 
D614G. 

COVID-19 cases are notified to the National Infectious Diseases Register (NIDR) by both laboratories 
and physicians. The laboratory notification also includes sequencing data.  
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