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Abstract: Antiviral drug research and development is an important research direction in the current and future
biomedical field. The research and development of antiviral drugs not only requires the application of new
strategies and new technologies, but also requires the complementary advantages and close cooperation of project
teams. Based on the latest progress in this field and the author's drug research practice, this paper summarizes the
underlying logic, innovative thinking and research paradigm of antiviral medicinal chemistry.
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Figure 3 Chemical structures of compounds 1-3
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Figure 4 Research paradigm of antiviral drug research and development.
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Figure 6 Antiviral agents based on macrocyclic reactions
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Figure 7 Antiviral agents based on CuAAC click chemistry
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Figure 9 Peptidomimetic HIV capsid modulators
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Figure 10  Antiviral agents containing phenylboronic acid motif
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Figure 11 HIV non-nucleoside reverse transcriptase inhibitors containing benzene sulfonamide motif
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Figure 12 Chemical structures of compounds 55-67. A: Discovery of SARS-CoV-2 main protease inhibitors based on DNA-encoded

chemistry technology; B: Discovery of viral protease inhibitors based on dynamic combinatorial chemistry; C: Antiviral agents discovered

by late-stage functionalization; D: Discovery of HIV non-nucleoside reverse transcriptase inhibitors based on Fsp® parameter
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