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Background Results (cont’d)

» Zotatifin (eFT226) is a potent and selective inhibitor of eukaryotic initiation Figure 3. SARS-CoV-2 Life Cycle and Stage of Intervention Figure 5. Zotatifin Has Potent Antiviral Activity Against SARS-CoV-2 With High Figure 7. Zotatifin Demonstrates Additive Interactions When Combined With
factor 4A (elF4A), a host ribonucleic acid (RNA) helicase required for SARS- = SN Selectivity Remdesivir, NHC, Nirmatrelvir, Baricitinib or Sotrovimab.
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Figure 2. Zotatifin Recognition Sites in the SARS-CoV-2 RNA CTGCAGGCTGCTTACGGTTTCGTCCGTGTTGCAGCCGATCATCAGCACATCTAGGTTTC .
SARS-CoV-2 GTCCGGGTGTGACCGAAAGGTAAGATGGAGAGCCTTGTCCCTGGTTTCAACGAGAAA Antiviral activity of zotatifin was evaluated against SARS-CoV-2 variants in Vero E6 or 76 cells in a COnCI USIonS
ACACACGTCCAACTCAGTTTGCCTGTTTTACAGGTTCGCGACGTGCTCGTACGTGGCTT cytopathic effect (CPE) inhibition assay 2 days after infection.
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Table 1. Zotatifin Shows Potent Broad-spectrum Antiviral Activity Against Human antivirals, highlight the advantages of the elF4A inhibitor zotatifin as a
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