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Abstract

Genome editing technologies, especially CRISPR / Cas9, have a wide variety of
applications in medicine, agriculture and industry. Nowadays, in many research centers
and companies around the world, this technology is in use in the laboratories for the
treatment of viral diseases, cancer and even plant breeding. The emergence and ease of
working with this technique, which detects specific sequences of the genome,
revolutionized gene editing and led to unexpected scientific advances and discoveries in
gene therapy, disease modeling, and drugs were discovered, synthetic biology,
neuroscience and agricultural sciences .Because the ability to make genetic changes in
living cells and organisms is a fundamental tool in biological research, achieving specific
targeted changes is very necessary and important. Genome editing has become very
common with the emergence and development of nucleases with guide RNA. The system
combines a scissor-like protein called Cas9 with a guide molecule (QRNA) that acts like
a detective, locating a specific location in the genome and cutting it.

Keywords: Biotechnology, Agriculture, gene engineering, gene therapy, disease
modeling



