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Figure S1. The PPI network of host proteins potentially interacting with SARS-CoV-2 components together with the top four protein modules derived from the network. (A) The PPI network of host proteins predicted to interact with SARS-CoV-2 components were depicted by Cytoscape (only interactions with the confidence of a combined score >0.400 were included). (B) The top four modules of the PPI network identified by MCODE (cutoff criteria were ‘degree cutoff=2’, ‘k-core=2’, ‘node score cutoff=0.2’, and ‘maximum depth=100) which are shown as distinct blocks outside of the PPI network. M: Module
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Figure S2. Enrichment analysis of genes and the top modules which are predicted to interact with SARS-CoV-2 components. (A) The KEGG enrichment analysis using Enrichr showed that proteins which interact with SARS-CoV-2 proteins, were mostly involved in protein processing in endoplasmic reticulum. (B) The KEGG pathway enrichment analysis revealed that the top four modules in the PPI network were mostly associated RNA transport. The lighter the red color is, the more significant the p-value.
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Figure S3. Hub genes in the PPI network of proteins interacting with SARS-CoV-2 proteins and their pathway enrichment analysis. (A) Nine hub genes were identified by Cytohubba and the MCC method. (B) The KEGG pathway enrichment analysis showed that these genes were mostly associated with insulin signaling pathway. The lighter the red color is, the more significant the p-value.
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Figure S4. The eight enoxacin-induced miRNAs identified in our study have previously been reported to target the SARS-CoV-2 genome.
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Figure S5. Enoxacin-induced miRNAs might diminish the cytokine storm induced by SARS-CoV-2. Several miRNAs with documented immunomodulatory roles are induced by enoxacin. In this Venn diagram analysis, we considered the enoxacin-induced miRNAs that were also expressed by the lung tissue. Notably, we observed no changes in the list of common miRNAs when considering all 268 enoxacin-upregulated miRNAs (data not shown).
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[bookmark: _GoBack]Supplementary tables can be found online at https://www.nature.com/srep/.
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