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Supplementary Materials 

Supplementary Material and Method 
2.1. Next-generation sequencing and data analysis 

Nucleic acids were extracted from the five nasopharyngeal swab specimens using the MagNA Pure 96 platform, 
KingFisher Flex platform, and Maelstrom 9600 platform, simultaneously. For next-generation sequencing using the Il-
lumina MiSeq platform (Illumina, San Diego, CA, USA), the SARS-CoV-2 FLEX panels (Paragon Genomics, Hayward, 
CA, USA) was used as described previously [1]. The NGS assays were analyzed using the Flomics pipeline (Flomics, 
Barcelona, Spain). 
 

Table S1. Five nasopharyngeal swab specimens used to evaluate the extraction performance of the three kits for the detection of 
SARS-CoV-2. 

Strain description, cited by the PANGO lineages from which the SARS-CoV-2 strain was acquired, is shown. Abbreviations: SARS-
CoV-2, severe acute respiratory syndrome-related coronavirus 2. 
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Sample Lineage MagNA Pure 96 KingFisher Flex Maelstrom 9600 Comment 
A BA.1 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Match 

B BA.1 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Match 

C BA.1 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Match 

D BA.1 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Match 

E BA.1 SARS-CoV-2 SARS-CoV-2 SARS-CoV-2 Match 


