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Figure 1: Statistical positional scanning of the epitope of the 9E10 (anti-c-myc) antibody
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Figure 2: Selected sequences found at least 12x with at least 5 positions 
identity with the antigen.
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Figure 3: Naive library data set (2.1 Mio sequences) screened for LISEEDL 4-mers with the enrichment of all amino 
acids versus library design and covering all four positions, i.e. *AAA, A*AA, AA*A, AAA*.  X-axis is log10 enrichment 
versus theoretical value, which is close to no deviation at all. The data is based on a total of ten times more sequences 
than in the next figure 4.
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Figure 4: NGS data (750.000 sequences) from library selected on the 9E10 antibody screened for LISEEDL 4-mers. See 
text and figure 3 for explanations. 
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Figure 5: After selection on a 
target the enrichment of non-
relevant motifs is either 
unchanged or even reduced.
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