Additional file 12: Per base sequence quality reports of the generated RNA-seq reads of

the four COVID-19 infected nasal samples used in this study.

A. Sample S2

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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B. Sample S3

Quality scores across all bases (Sanger / llumina 1.8 enceding)
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C. Sample S4

Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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D. Sample S9

Quality scores across all bases (Sanger / lllumina 1.8 encoding)
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