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CRISPR-CAS technology and its application in post-harvest of
horticultural plants
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Abstract

Nowadays, post-harvest stage of horticultural plants is under spotlight. Genetic
modification is one of the most important methods of controlling this stage, which can
significantly reduce post-harvest waste in horticultural crops. The CRISPR-Cas is a
genome editing method modeled on the prokaryotic systems. This technology is one of
the most important and newest methods of plant genetic modification that can be widely
used in post-harvest technology. One of the most important features of this method is
that it does not result in GMO, and therefore, will be more successful for marketing.
This technology is now widely used in horticultural and agricultural plants, especially
vegetables, for different purposes. Tomatoes were among the first and most frequent
subjects of CRISPR-Cas technology in horticulture to date. Up until now, the most
important applications of this method in tomatoes were the manipulation of genes
related to various types of resistance, as well as increasing its postharvest life.
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