
SGA, 1016 strains

ε calculation from 4 colonies -> 946 strains (r_duplicate = 0.43)

Colony size variation threshold (p < 0.05) -> 904 strains (r_duplicate = 0.43) 

ε > |0.08| threshold -> 184 strains (r_duplicate = 0.67)

Averaging ε from Rep1 and Rep2

ε > |0.2| -> 24 (negative interaction), 23 (positive interaction) strains

–Ura

–Leu/Ura SGA, 1016 strains

ε calculation from 4 colonies -> 941 strains (r_duplicate = 0.49)

Colony size variation threshold (p < 0.05) -> 888 strains (r_duplicate = 0.53) 

ε > |0.08| threshold -> 302 strains (r_duplicate = 0.71)

Averaging ε from Rep1 and Rep2

ε > |0.2| -> 45 (negative interaction),  67 (positive interaction) strains

76 common

r = 0.58

Vector colony size (>0.39) -> 65 (positive interaction) strains 

B

–Ura

–Leu/Ura SGA, 4323 strains

ε calculation from 4 colonies -> 4089 strains (r_duplicate = 0.33)

Colony size variation threshold (p < 0.05) -> 4066 strains (r_duplicate = 0.36) 

ε > |0.08| threshold -> 483 strains (r_duplicate = 0.62)

Averaging ε from Rep1 and Rep2

ε > |0.2| -> 34 (negative interaction), 80 (positive interaction) strains

SGA, 4323 mutants

ε calculation from 4 colonies -> 4097 strains (r_duplicate = 0.14)

Colony size variation threshold (p < 0.05) -> 4068 strains (r_duplicate = 0.17) 

ε > |0.08| threshold -> 271 strains (r_duplicate = 0.35)

Averaging ε from Rep1 and Rep2

ε > |0.2| -> 10 (negative interaction), 11 (positive interaction) strains

Deletion mutant array (DMA)

Vector colony size (>0.39) -> 66 (positive interaction) strains 

A

80 common

r = 0.70

Temperature sensitive mutant array (TSA)

Figure 2-figure supplement 2


