Figure S1. Genome-wide CRISPR-Cas9 screen research to explore specific heat-tolerance genes and the key KEGG pathways
obtained by enrichment analysis. (A) Specific experimental procedures and methods of genome-wide CRISPR-Cas9 screen
research. (B) Calcium signaling pathway and associated proteins framed in blue were found to have significant differences.
(C) Vascular smooth muscle contraction and associated proteins framed in blue were found to have significant differences.
(D) Network pathways of actin cytoskeleton regulation and associated proteins framed in blue were found to have significant
differences. (E) Network pathways of complement and coagulation cascades and associated proteins framed in red were found
to have significant differences. (F) The genotype of all purchased KO mice was confirmed by PCR analysis. KEGG, Kyoto
Encyclopedia of Genes and Genomes; KO, knockout; HUVECs, human umbilical vein endothelial cells; CON, control.
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