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Background

The GRAS are plant-specific transcriptional factors involved in plant growth and T, progeny was screened for the absence (by genetic segregation) of both Cas9 and
development. However, their role in fruit development is not fully understood. Nptll (kanamycin resistance): 27% (7/23) of the plants were T-DNA free. Six of them
Recent genome-wide analysis of the GRAS gene family in tomato showed that the had been mutated with gRNA2 (the most efficient guide RNA).

gene SIGRAS10 might be involved in tomato fruit ripening or/ and flower fertilization.
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Experimental approach
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