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Sample A: K-I-D-A-A-A-A-A-A-A-A-F-P-T-I-P-L Facility number 12 3 4 5 6 7 Figure 5: Normalized picomole yield of Phe in all cycles. A slight preview, Executive Board - For support and scrutiny of study proposal
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Figure 1: Percentage of lag for the His-tagged protein, Ala-tagged protein, and control protein. Calculation of
percent lag is based on amount of lag present in the cycle following the Phe at cycle 12 for the His-tagged and
Ala-tagged samples, and cycle 10 for the control sample.

facilities in calling the sequence after the poly His-tag.



