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All the databases/datasets used in the study are available in the manuscript under the “Data availability” section as well as in this reporting summary. All the raw
data supporting the findings are available in the Source Data file submitted with this manuscript. The RNA-seq raw data is available in the GEO database under
accession number GSE186020. Human reference genome Hg19 is used for analyzing the transcriptome using the RNA-seq data.

The sample sizes were determined to match the standards in comparable studies available in the literature (Timothy R. Abbott et al, Cell,
2020).

Experiments were optimized in pilot assays before generating high-quality publication data. No data was excluded from the analysis.

All experiments were repeated at least 3 times as biological replicates with following exceptions:

- The data in Figure 2h was performed with two biological replicates due to large number of samples were collected for screening of the best
effective crRNAs targeting the human coronavirus OC43.

- The data in Supplementary Figure 1b and Supplementary Figure 2b were performed with one biological replicate due to large number of
samples were collected for a pilot screening of the best effective crRNAs.

- The cytotoxicity data in Supplementary Figure 5a were performed with two biological replicates since two replicates are enough for
determination of drug toxicity.

- The data in Supplementary 7j was performed with two biological replicates and three technician replicates per biological replicate.

All the replication attempts were successful.

No randomization was used in this study. Due to the small sample randomization was not relevant for this study. Covariates were controlled
for by running control (non targeting crRNAs) every time.

No blinding was used in this study. RNA targeting with Cas13 has been well-established in the field by independent groups using assays that
do not require blinding.




