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Supplementary Figure 1. QQ Plots comparing the GCC model to the kinship and LME models in Danish (upper plot) and
Chinese (lower plot) data. The x-axis in both the left and right plots shows -log10 of p-values from GWAS using the LME and Kinship
models, respectively. The y-axis in both plots shows -log10 of p-values from GWAS using the GCC model.
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Supplementary Figure 2. Scatter plot comparing SNP p-values from the GCC GWAS to SNP p-values from the LME model
GWAS in both Danish (upper plot) and Chinese (lower plot) data. The x-axis in both plots shows -log10 of SNP p-values from the LME
GWAS. The y-axis in both plots shows -log10 SNP p-values from the GCC model GWAS.
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Supplementary Figure 3. Manhattan plots of the GCC, Kinship and LME GWAS results for the discovery data (A) and the replication data
(B). The Manhattan plots in each plot from top to bottom are GCC GWAS, Kinship GWAS and LME GWAS, respectively.
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Supplementary Figure 4. Post-GWAS summary from FUMA of SNPs and mapped genes for the GCC GWAS in the Danish
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding
functional annotation assigned by ANNOVAR. Bars are colored log2 (enrichment) related to all SNPs in the reference panel. (B) The table
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which
could contain more than one independent lead SNPs.

Wwww.aging-us.com 5 AGING



A Functional consequences of SNPs on genes B summary of SNPs and mapped genes

085 #Genomic risk loci 24
#Lead SNPs 24

.-m #Ind. Sig. SNPs 24

*p<0.05

TesaeAt #candidate SNPs 705
#candidate GWAS tagged SNPs 501
#mapped genes 618

C Summary per genomic risk loci

#qgenes physically

Genomic loci Size (kb) #SNPs #mapped genes located in loci
1:219874421-219908948 - - =
2:9254414-9297553 — 1 -
2:63316165-63615723 = f 1
3:65956197-65959940 — = . .
3:110532427-110916189 s . R
3:183632049-183757626 — = - -
3:194620090-194661968 — — 1 4
4:10558320-10588578 = . .
4:93455880-93592657 = - 1
6:33459420-33471652 | B - B
6:41217007-41239822 s 2 .
6:164778121-164902992 - E B B
7:6957957-6967853 - — . -
7:17549675-17570230 — - - =
7:76924941-76937739 - = . -1
8:18469146-18504853 - 1 =
10:124203787-124230024 - = - .
11:20436582-20512214 - = . 1
12:130965876-130981194 - = E
13:111018235-111043100 — 1 —
15:38120181-38165476 - = . -1
15:96695723-96703373 - - - -
16:3136160-3229429 = . .
19:14196728-14290238 - s . .

T T T T T T T T T T T T T T T T 1 1T 1T T 171 T T 1 1 17 17711

OO0 000000 0000V VNVWONVNONOLOAONAYMYTENHOAN DD

GSELLSS VFC IS VY G D NNV ST WS ~
Size (kb) #SNPs #mapped genes #genes physically

located in loci

Supplementary Figure 5. Post-GWAS summary from FUMA of SNPs and mapped genes for the GCC GWAS in the Chinese
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs which have corresponding
functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B) The table
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which

could contain more than one independent lead SNPs.
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Supplementary Figure 6. Post-GWAS summary from FUMA of SNPs and mapped genes for the Kinship and LME GWAS in the
Danish sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have
corresponding functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B)
The table shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic

loci which could contain more than one independent lead SNPs.
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Supplementary Figure 7. Post-GWAS summary from FUMA of SNPs and mapped genes for the Kinship GWAS in the Chinese
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding
functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B) The table
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which

could contain more than one independent lead SNPs.
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Supplementary Figure 8. Post-GWAS summary from FUMA of SNPs and mapped genes for the LME GWAS in the Danish
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding
functional annotation assigned by ANNOVAR. Bars are colored log2 (enrichment) related to all SNPs in the reference panel. (B) The table
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which
could contain more than one independent lead SNPs.
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