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Genome engineering /Genome editing technologies
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DNA Scissors—TALEN and CRISPR/Cas
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TALEN (Transcription Activator-Like Effector Nuclease)
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CRISPR/Cas:Clustered regularly interspaced short palindromic
repeats and CRISPR-associated systems

Cas9 Active Site ‘O, Guide RNA
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CRISPR/Cas 9 D10A (Nickase)
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