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Supplementary Figure 10. Region plots showing the effects of association in the TMEM106B gene locus when conditioning on the lead
variant in UK Biobank "Lifetime Anxiety Disorder", or a variant putatively part of the causal pathway for frontotemporal degeneration
(rs1990620)
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Region plot showing association on chromosome 7 with "Lifetime
Anxiety Disorder" in the UK Biobank when conditioning on rs1990620;
a variant identified as playing a putatively causal role in the
downstream effects of TMEM106B on frontotemporal degeneration.
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Region plot showing association on chromosome 7 with putatively
causal variant rs1990620; identified as playing a putatively causal role in
the downstream effects of TMEM106B on frontotemporal degeneration
when conditioning on rs3807866; the lead variant on chromosome 7
associated with "Lifetime Anxiety Disorder" in a genome-wide analysis in
the UK Biobank.
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