Legends for Supplementary Figures:
Supplementary Figure 1. Quantile – Quantile (Q-Q) plot of observed vs expected –log10p-values for total incident VTE in CHARGE.
Supplementary Figure 2. Net change in signal for each SNP in the F5 region after exclusion of FV Leiden carriers in CHARGE.

Supplementary Figure 3. Net change in signal for each SNP in the ABO region after adjustment for rs514659 in CHARGE.

Supplementary Figure 4. Regional association plot for total incident VTE at the SUSD1 region on chromosome 9 in CHARGE. The horizontal line indicates the genome-wide significance threshold of p=5.0x10-8. The top SNP is shown by blue triangle. The color of the remaining SNPs reflects the r2 with the top SNP based on the HapMap CEU data with the following color scheme: r2≥0.8 – red, 0.5 ≤ r2 < 0.8  - orange, 0.2 ≤ r2 < 0.5  - yellow, r2 < 0.2  - white. The light blue line represents the recombination rate (the y axis at right side) based on the data from the HapMap CEU population. Gene annotations are shown under the x axis.
Supplementary Figure 5. Regional association plot for total incident VTE at the OTUD7A region on chromosome 15 in CHARGE.
Supplementary Figure 6. Regional association plot for total incident VTE at the CNTN6 region on chromosome 3 in CHARGE.
Supplementary Figure 7. Regional association plot for total incident VTE at the SV2C region on chromosome 5 in CHARGE.
