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N-terminal post-translational modification of target proteins using a reconstituted cell-free protein synthesis system (PUREfrex®)
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Summary of the N-terminal modification in this study
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2. In vitro N-terminal acetylation of model protein
2-1. N-terminal acetylation by NatB
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SDS-PAGE analysis of a-synuclein (K6A)

after co-translational acetylation synuclein(KBA) after trypsin digestion
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2-2. N-terminal acetylation by NatA
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SDS-PAGE analysis of CPR1(10aa)(Q3E)-
sfGFP after co-translational acetylation

transferase and auxiliary protein were present.
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N-terminal acetylation of target proteins using PUREfrex was successful only when both
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3-1. N-terminal myristoylation
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3. In vitro N-terminal myristoylation of model protein
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3-2. Membrane localization of N-terminal myristoylated protein
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Extracted ion chromatograms of the N-terminal peptide derived from Goa(8aa)(C3S)-sfGFP after trypsin digestion

N-terminal myristoylation was detected when the target protein was reacted with hNMT1A80
synthesized by PUREfrex and myristoyl-CoA.
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* In vitro acetylation or myristoylation at the N-terminus of a protein was 0y o choTHE L o-CHOTHE % o + * }
successfully accomplished using the PUREfrex. l | 5 * ! E:
* N-terminal modified proteins can be prepared easily and simply, in a 2 10
completely controlled manner. x © = 0, . o )
 The modifying enzymes were also synthesized using the PUREfrex and were
used without purification. This may be useful for evaluating the activity of I e Goalsan)(C3s)siarp 2uh
modifying enzymes without the use of live cells. Encapsulation inside vesicles < g
PUREfrex I1s a useful tool for the preparation of N-terminal ) :
modified proteins.
For more information, please contact us. 0’ Myristoylated proteins produced by post-translational myristoylation
URL:IV\./WW.qenefrontier.com. 2 using PUREfrex was partially localized to GUV membrane.
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