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Supplementary figure legends:
Supplementary Figure S1. Separate sample instrumental variable (SSIV) analysis. Sample 1 refers to
young Chinese men from Hong Kong; sample 2 refers to older men from the Guangzhou Biobank Cohort

Study (GBCS).

Supplementary Figure S2. Flow chart for establishing the genetic prediction rule. References 1-5 are:
(1) Olson, S.H., Bandera, E.V., Orlow, 1. Am J Epidemiol. 165, 235-45 (2007); (2) Travis, R.C., et al.
Cancer Epidemiol Biomarkers Prev. 18, 2734-44 (2009); (3) Sowers, M.R., Wilson, A.L., Kardia, S.R.,
Chu, J., Ferrell, R. Am J Med. 119, S23-30 (2006); (4) Ahn, J., et al. Hum Mol Genet. 18, 3749-57 (2009);

(5) Chen, Y.C., et al. Cancer Epidemiol Biomarkers Prev. 16, 1973-81(2007).



Supplementary Figure S1.

Confounders

Sample 1 Sample 2

| 2
Genetic Serum Cognitive
variants testosterone function



Supplementary Figure S2.

Select candidate SNP= associated with serum testosterons/prostate cancer in litsraturs’~

|

Drop SNP= which are lack of information or withallele frequency<3% in
Hapmap Chinese population

Aszess SNPsin our sample of voung men (Heng Kong students); drop SNPs
withallele frequency<3%

Perform Hardy-Weinberg Equilibrium (HWE) test in the young men

!

Perform linkage equilibrivm (LD) testin the voung men

l

Steprovise linear repression was used to find a parsimonious set of SNPz which

Genetic
pradiction rule

best predicted log testosterons

Replication in 1000 bootstrapping samples was uzed for internal validation




