Redesign and Construction of
Bacteriophage Genomes in Yeast

Paul R Jaschke, Jon Rodriguez, Adrian Sierra, Drew Endy
Department of Bioengineering, Stanford University. Y2E2 MC4201, 473 Via Ortega, Stanford, CA 94305
Contact: pjaschke@stanford.edu, endy@stanford.edu

Why redesign genomes? Yeast Assembly Platform $X174 & T7 Redeployment
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