Table S2. Percentage of genome genotyped and containing variants.

Unfiltered GF1° GF2° GF3’ SF* GF1+SF GF2+SF GF3+SF
Sample Al SNV Al SNV AIF SNV AIP SNV A SNV AP SNV AP SNV Al SNV
Basenji 96.81 021 5489 0.14 67.13 0.4 6861 0.19 7463 0.18 4395 0.3 5443 0.3 5531 0.17
Dingo 97.44 022 5529 0.14 6758 0.5 69.09 0.19 87.81 0.8 5131 0.12 6323 0.3 6437 0.17
Israeli wolf 9745 030 5533 020 67.60 020 69.13 027 91.10 026 5262 0.18 6466 0.8 6589 024
Croatian wolf 9598 028 5456 020 66.79 020 6822 026 8633 025 5033 0.8 62.16 0.18 6321 024
Chinese wolf 9837 030 5572 020 68.05 020 69.61 027 9559 025 5459 0.17 6672 0.17 6822 024
Golden jackal  96.88  0.46 55.18 032 6745 032 6895 043 8811 038 5142 027 6337 028 6450 037

“ Proportion of the genome measured with respect to all 2194412237 non-'N'" bases in the reference.
® Genome level filter, hard masking all repeats identified with RepeatMasker, CNVs, and CpG sites.
“ Genome level filter, excluding CNVs, young repeat elements, and CpG sites.

? Genome level filter allowing CpG sites, used for analyses of genic regions.

¢ Sample level filter: minimum genotype quality=20, max. depth of coverage< 2x the mean

Y 'Percentage of sites passing the filter that contain a non-reference allele. Additional filters exclude SNVs within 5bp of another, and SNVs within

5bp of indels.

€ Proportions of GF3 masked sites genotyped are 78.76% (Basenji), 91.67% (Dingo), 93.84% (Israeli wolf), 90.03% (Croatian wolf), 97.16%

(Chinese wolf), and 91.85% (Golden jackal).



