Significant concordance of genetic variation that increases both the risk for OCD and the volumes of the nucleus accumbens and putamen

Supplementary Information

Supplementary Figure 1 (a-h). Global evidence of pleiotropy between each brain volume GWAS (nucleus accumbens, amygdala, caudate, globus pallidus, hippocampus, putamen, thalamus, and intracranial volume) and OCD GWAS. Plots show the results from SECA separated into separate panels, one for each comparison.

[bookmark: _GoBack]Supplementary Figure 2 (a-h). Global evidence of concordance between each brain volume GWAS (nucleus accumbens, amygdala, caudate, globus pallidus, hippocampus, putamen, thalamus, and intracranial volume) and OCD GWAS. Plots show the results from SECA separated into separate panels, one for each comparison.



Supplementary Figure 1 (a). Global evidence of pleiotropy between nucleus accumbens volume and OCD GWAS. P1 in the plot is the nucleus accumbens GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.093).

[image: Macintosh HD:Users:dhibar:Desktop:Maccumb_conditioned_OCD_iSECA_output:BTheatmap.pdf]
Supplementary Figure 1 (b). Global evidence of pleiotropy between amygdala volume and OCD GWAS. P1 in the plot is the amygdala GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.298).
 
[image: Macintosh HD:Users:dhibar:Desktop:Mamyg_conditioned_OCD_iSECA_output:BTheatmap.pdf]


Supplementary Figure 1 (c). Global evidence of pleiotropy between caudate nucleus volume and OCD GWAS. P1 in the plot is the caudate nucleus GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.0043).

[image: Macintosh HD:Users:dhibar:Desktop:Mcaud_conditioned_OCD_iSECA_output:BTheatmap.pdf]
Supplementary Figure 1 (d). Global evidence of pleiotropy between hippocampus volume and OCD GWAS. P1 in the plot is the hippocampus GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.0597).

[image: Macintosh HD:Users:dhibar:Desktop:Mhippo_conditioned_OCD_iSECA_output:BTheatmap.pdf]
Supplementary Figure 1 (e). Global evidence of pleiotropy between globus pallidus volume and OCD GWAS. P1 in the plot is the globus pallidus GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 1).

[image: Macintosh HD:Users:dhibar:Desktop:Mpal_conditioned_OCD_iSECA_output:BTheatmap.pdf]


Supplementary Figure 1 (f). Global evidence of pleiotropy between putamen volume and OCD GWAS. P1 in the plot is the putamen GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.0131).
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Supplementary Figure 1 (g). Global evidence of pleiotropy between thalamus volume and OCD GWAS. P1 in the plot is the thalamus GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.0896).
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Supplementary Figure 1 (h). Global evidence of pleiotropy between intracranial volume (ICV) and OCD GWAS. P1 in the plot is the ICV GWAS and P2 is the OCD GWAS. The global evidence for pleiotropy was not significant after accounting for multiple testing (P = 0.294).

[image: Macintosh HD:Users:dhibar:Desktop:ICV_conditioned_OCD_iSECA_output:BTheatmap.pdf]


Supplementary Figure 2 (a). Global evidence for concordant effects between nucleus accumbens and OCD GWAS. P1 in the plot is the nucleus accumbens GWAS and P2 is the OCD GWAS. The global evidence for positive concordance was significant after accounting for multiple testing (P = 2.0x10-4).
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Supplementary Figure 2 (b). Global evidence for concordant effects between amygdala and OCD GWAS. P1 in the plot is the amygdala GWAS and P2 is the OCD GWAS. The global evidence for concordance was not significant after accounting for multiple testing (P = 1).
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Supplementary Figure 2 (c). Global evidence for concordant effects between caudate nucleus and OCD GWAS. P1 in the plot is the caudate nucleus GWAS and P2 is the OCD GWAS. The global evidence for concordance was not significant after accounting for multiple testing (P = 0.084).
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Supplementary Figure 2 (d). Global evidence for concordant effects between hippocampus and OCD GWAS. P1 in the plot is the hippocampus GWAS and P2 is the OCD GWAS. The global evidence for concordance was not significant after accounting for multiple testing (P = 1).
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Supplementary Figure 2 (e). Global evidence for concordant effects between globus pallidus and OCD GWAS. P1 in the plot is the globus pallidus GWAS and P2 is the OCD GWAS. The global evidence for concordance was not significant after accounting for multiple testing (P = 0.0503).
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Supplementary Figure 2 (f). Global evidence for concordant effects between putamen and OCD GWAS. P1 in the plot is the putamen GWAS and P2 is the OCD GWAS. The global evidence for positive concordance was significant after accounting for multiple testing (P = 8.0x10-4).
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Supplementary Figure 2 (g). Global evidence for concordant effects between thalamus and OCD GWAS. P1 in the plot is the thalamus GWAS and P2 is the OCD GWAS. The global evidence for positive concordance was significant after accounting for multiple testing (P = 0.223).

[image: Macintosh HD:Users:dhibar:Desktop:iSECA_mthal_conditioned_ocd:FTheatmap.pdf]


Supplementary Figure 2 (h). Global evidence for concordant effects between intracranial volume (ICV) and OCD GWAS. P1 in the plot is the ICV GWAS and P2 is the OCD GWAS. The global evidence for positive concordance was significant after accounting for multiple testing (P = 0.0070).

[image: Macintosh HD:Users:dhibar:Desktop:ICV_conditioned_OCD_iSECA_output:FTheatmap.pdf]
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