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Myrosinase-glucosinolate system is a critical defense strategy for Brassicales plants. Myrosinases are accumulated in specialized
idioblasts called ‘myrosin cells’. In the model plants, Arabidopsis thaliana, myrosin cells are differentiated from ground meristem cells by
bHLH type transcription factors ‘FAMA-SCREAMs'. To identify up-/down-stream factors of FAMA, we examined roles of two downstream
transcription factors and histone modifications enzymes. We found two transcription factors are specifically expressed in myrosin cells and
their expressions depend on FAMA. We established T-DNA insertion mutants and KO mutants by CRISPR/Cas9 technology. A mutant
showed slight downregulation of a myrosinase. Next, we observed phenotypes including both myrosin cell differentiation and accumulation
of myrosinases in mutants of histone modification enzymes. We found that one mutant showed reduced differentiation of myrosin cells and
another mutant showed lower levels of a myrosinase, TGG1, than wild-type. These results suggested that histone modifcations enzymes
serve the determination of transcriptional specificity. Future works will shed light on a whole transcriptional map and transcriptional
specificity in myrosin cells.




