Table S3. Whole genome resequencing metrics.

Strain
Metric oyl03 | oyl04 0y105 oy106 oyl07 | oyl08 | oyl109
Average genome 207X | 332X | 231X | 23.3X | 326X | 33.8X | 36.8X
coverage
Variants® 3659 | 3783 | 3783 | 3767 | 3735 | 3670 | 4441
Genic variants® 317 345 341 312 370 244 356
Unigue coding 102 118 | 129 97 148 31 132
variants
Unlqu_e n(insense 4 3 8 3 3 0 3
mutations
Unique uncovered 1 ) 13 12 14 18 930

regions’

aAverage depth of read coverage across unigue regions in the genome.

bTotal number of detected variants with respect to the N2 reference genome, including

genic and intergenic regions. Only those variants that are supported by at least five

overlapping consensus reads are reported in all cases.

®Variants in genic regions.

dUnique variants in coding regions present in individual genomes.

¢Unique variants predicted to encode a premature termination codon in at least one
isoform of a given locus in individual genomes.
fGenic regions lacking coverage in a given strain, but which are covered by reads in other

sequenced strains.




