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1. Transcriptional activator-like effector genome editing
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a3l 2. (a,b) Mechanism of CRISPR system. (Philippe H et a Science, 2010) (c,d) Human genome
editing with engineered type II CRISPR system. (Mali P et a/ Science, 2013.)
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3. Trackable multiplex recombineering(TRMR) method
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a3 3. (a) Trackable multiplex recombineering(TRMR) method (b) Multiple strategy to rapidly

generate cell mixtures with defined genetic modification. (Warner JR et a/ Nat Biotechnol/, 2010)
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12l 4. Rapid and continuous generation of sequence diversity by MAGE (Wang HH et a/ Nature,
2009)
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gl 6. High-throughput screening of strains (Jina Y et al, Nat commun, 2013)
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