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Figure S1. Attempt to cure Mbarr-2 killer virus with cycloheximide. Agarose gel electrophoresis of 
total nucleic acids from sensitive (EX33) and killer K2 (EX73), K1 (F166), K28 (F182), Klus (EX198), 
Kbarr-1 (EX1180), Kbarr-2 (EX1257), Kbarr-20  (EX1257 after cycloheximide treatment), and Kbarr-2 
(EX1257 Kbarr-20  after cycloheximide treatment and 5 transfers in YEPD plates) strains (top panel). 
The killer phenotype assay is shown (bottom panel). EX1180-2K− is a cycloheximide-cured clone from 
EX1180. The assay was done on methylene blue agar plates (pH 4, 20 °C) seeded with T. delbrueckii 
EX1180-2K− strain. 

 


