Table S2. Summary of variant effects that segregated across the 33 dog genomes
	Variant Effect
	Number of Variants

	Intron
	71

	Intergenic
	58

	Upstream
	10

	Downstream
	1

	Synonymous
PUS7L:c.278A>G p.(=)
	1

	Frameshift
ADAMTS20: c.1360_1361delAA p.Lys453Ilefs*3
	1


	Total
	142


[bookmark: _GoBack]All variant effects were predicted by SnpEff software [1]. 
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