Figure S5: Gene editing types in c/ms1/] mutants and the characteristics of the corresponding
CIMS1L1 mutant protein sequences.
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A: CRISPR/Cas9-mediated editing types of the CIMS1LI. Genotype analysis was performed using
second-generation sequencing technology.

B: Analysis of the CIMS1L1 protein sequence changes corresponding to the c/msi/] mutants in
Figure S2A. The red vertical lines in the figure mark the positions where the CIMS1L1 mutant
protein sequences begin to change. Specifically: All peptide chain cleavage occurs at the 285th
amino acid in the CIMS1L1-1, CIMS1L1-2 and CIMS1L1-3 mutants. All of the aforementioned

cleavage sites are before the recognition domain of the PHD transcription factor.



