Supplementary Figures



1.2 -~—® Whole genome
—&— Synonymous variants

-—
o
L

o
o

No of SNVs in Finns / No of SNVs in Britons

p = 0.007

0.6 -

5 copies - 0.5% 0.5% - 2% 2% - 5% >5%
Minor allele count / frequency

Supplementary Figure 1: Ratio of synonymous variants in Finns compared to Britons. The blue line represents the ratio of the number of
synonymous SNVs in Finns compared to Britons. The black line shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 2: Ratio of CDS variantsin Finns compared to Britons. The blue line represents the ratio of the number of SNVs in
the CDS regionsin Finns compared to Britons. The black line shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 3: Ratio of promoter variants in Finns compared to Britons. The blue line represents the ratio of the number of SNVs
in the promoterregionsin Finns compared to Britons. The black line shows the baseline enrichment observed across the whole genome.
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Supplementary Figure 4: Ratio of fantom5 enhancer variants in Finns compared to Britons. The blue line represents the ratio of the number
of SNVs in the fantom5 enhancerregionsin Finns compared to Britons. The black line shows the baseline enrichmentobserved across the

whole genome.
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Supplementary Figure 5: Ratio of DHS variantsin Finns compared to Britons. The blue line represents the ratio of the number of SNVs in
the DHS regionsin Finns compared to Britons. The black line shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 6: Ratio of intronic variantsin Finns compared to Britons. The blue line represents the ratio of the numberof SNVs in
the intronsin Finns compared to Britons. The blackline shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 7: Ratio of super-enhancer variantsin Finns compared to Britons. The blue line represents the ratio of the number of
SNVs in the super-enhancerregionsin Finns compared to Britons. The black line shows the baseline enrichmentobserved across the
whole genome.
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Supplementary Figure 8: Ratio of UTR variantsin Finns compared to Britons. The blue line represents the ratio of the numberof SNVs in
the untranslated regionsin Finns compared to Britons. The black line shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 9: (A) Ratio of numberof SNVs in Kuusamo Finns compared to other Finns (non-Kuusamo). The blue line represents
the ratio of the number of all SNVs across the genome. (B) The blue columns show the log10 number of variantsin each minorallele
frequency bin for Kuusamo Finns and the red columns show the log10 number of variants for other Finns.
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Supplementary Figure 10: Ratio of LoF and missense damaging SNVsin Kuusamo Finns compared to other Finns. The red
line represents the ratio of the number of LoF variants and the blue line represents the ratio of missense damaging variants.
The blackline shows the baseline enrichmentobserved across the whole genome.
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Supplementary Figure 11: (A) Allele frequency spectrum of variants across the whole genome in Finns compared to the
Britons. The blackline represents the ratio of the number of variants observed in Finns to those in Britons showing significant
enrichmentin SNVs with MAF 1 - 5%. (B) Similarto plot Abut showing significantenrichmentin SNVs with MAF 3 — 5%.



