
Highlighted here with A-D

A) Father’s age at death, 
B) Mother’s age at death,
C) Combined parental age at death (z-scored),
D) Binary phenotype: at least one parent attained the top 1%

cut-off, derived from the mother’s/father’s ages at death

75,244 participants included in at least one analysis

1)



QQ plot for GWAS of father’s age at death in 63,775 UK Biobank participants (9million imputed variants)2)



QQ plot for GWAS of mother’s age at death in 52,776 UK Biobank participants (9million imputed variants)3)



QQ plot for GWAS of combined parent’s age at death in 45,627 UK Biobank participants (9million imputed variants)4)



QQ plot for GWAS of “top 1% of age at death range” in 42,273 UK Biobank participants (9million imputed variants)5)



Locus Zoom plot displaying variants +/- 250kbp around variant rs1051830
P-values are the association with Father’s age at death
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Locus Zoom plot displaying variants +/- 250kbp around variant rs62227724
P-values are the association with Mother’s age at death

7)



Locus Zoom plot displaying variants +/- 250kbp around variant rs75824829
P-values are the association with “top 1% of age at death range”

8)



Locus Zoom plot displaying variants +/- 250kbp around variant rs528161076
P-values are the association with “top 1% of age at death range”

rs528161076 not in 1000 genomes panel (Nov 2014) 
so not in Locus Zoom plot. It is located 1323 bases from 
rs79109928 (both are MAF 0.98). In the UK Biobank
the R2 value = 0.943.

9)



10)  Comparing GRS associations with parental age-at-death phenotypes before/after exclusion of APOE variant rs4420638

Parent’s age-at-death (combined z-scores) (linear regression models)

Father’s age-at-death (linear regression models)

Mother’s age-at-death (linear regression models)

At least one parent reached top 1% (logistic regression models)


