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Fig 3. CDY14HL binds diverse ACE2-dependent CoVs

(A) Phylogenetic tree of sarbecovirus RBDs created using the maximum likelihood method. (B)
Table of dissociation equilibrium constants for the decoy interacting with various CoV RBDs.
(C) Schematic for measuring the competition between decoy and endogenous ACE2 receptor
using yeast-displayed RBDs. (D) Relative levels of decoy binding to diverse RBDs under several

conditions, as assessed via the yeast display system.
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