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Coccomyxa mutants deficient in a DYRK1 accumulate lipids twice as fast as
wild type strain. The transcriptome analysis showed that a lot of genes involved in lipid production
were induced earlier in the DYRK1 mutants than in wild-type strain. For the breeding of Coccomyxa,
DYRK1 gene was disrupted by CRISPR/Cas9-based genome editing method. CNX1G disrupted mutants that is
unable to assimilate nitrate as a nitrogen source also created to prevent the leakage to outer

environments.
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