A genome-wide
CRISPR screen
identifies host
factors that regulate
SARS-CoV-2 entry
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How does the deletion at
S1/S2 boundary of spike
protein propel virus to
enter cells through
endosomal pathway?
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What genes are identified that are

require

d for the endosomal cell
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entry of SARS-CoV
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Which host genes that
regulate the surface

expression of receptor
ACE2 were identified?
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How does switchin
the virion entry
pathway modulate
the infection and
transmission in
hamsters?
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