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Combinatorial Protein Synthesis
CPSTH

Hits from CPE
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CPI™.- Comprehensive Positional Insertion Evolution
Inserts up to 20 individual amino acids at every single
amino position  throughout the protein

inserts 20 AA next to each aa
{one position at a time}
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Comprehensive Positional Evolution (CPE™)
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CPD™. Comprehensive Positional Deletion Evolution

Dieletes every amino acid through a protein ong position at a ime

¥ Deleies one amino acid at a time to

XYY RS

+ Express and screen population to identify
New Profein
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Comprehensive Positional Evolution (CPE™)
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