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Supplementary Fig.1 Forest plot showing a comparison of some genetic variants. APCDR:
African Partnership for Chronic Disease Research consortium in Africa (N=~14,000). AWI-
Gen; Africa Wits-INDEPTH Partnership for Genomic Research (N=~11,000). GLGC; Global
lipid genetic consortium of African ancestry (N=~99,000). P: Two-tailed p-value, not adjusted
for multiple comparisons, developed using R. The error bars show odds ratio + 95%

confidence intervals.

APCDR OR 95%CI P
rs148939072 1.132 (1.032-1.231) 00151681
rs1712248 = 0.951 (0. 926-0 976) 8 6413e-05
rs4149307 - 0.955 (0.926-0.985) 0.00241653
rs138294113 1.178 (1. 144-1.211) 7.17269e-22
rs8116470 -q- 0.994 (0.957-1.031) 0.761591
AWI-Gen OR 95%ClI P
rs148939072 —— 1.157 (1.058-1256)  0.00514316
rs1712248 = 0.950 (0 918-0 982) 0.000584086
rs4149307 = 0.947 (0.914-0 980) 0.00165014
rs138294113 1.131 (1.093-1.169) 5.96596e-11
rs8116470 -q- 1.020 (0.981-1.060) 0.358033
GLGC_AFR OR 95%CI -
rs148933072 1203(7171-1.235)  818e-30
rs1712248 B 0.922 (0.913-0.932) 1.13e-67
rs4149307 = 0.950 (0 941-0.960) 491e-25
rs138204113 1.231 (7.218-1.245) 5 76e-198
rs8116470 H 1.037 (1.026-1.049) 131e-09




Supplementary Fig.2 Locus zoom plot for top novel loci associated with lipid traits in
individuals of African ancestry from the MTAG analysis (N=~125,000). (a) Locuszoom plot
showing associations around the TMEM®64 region. (b) Locuszoom plot showing associations
around ZNF782 region. (c) Locuszoom plot showing associations around the intergenic region
between MSANTD3 and TMEFF1. (d) Locuszoom plot showing associations around the
LOC100507346 region.




Supplementary Fig.3 Venn diagram showing the number of independent genetic loci
associated with lipid traits identified by meta-analysis and MTAG approach in individuals of
African ancestry. The blue colour is the number of independent genetic loci for meta-analysis
GWAS and yellow color is the number of independent genetic loci for MTAG analysis. The
overlapping area between blue and yellow are number of loci shared between meta-analysis
GWAS and MTAG. HDL; high-density lipoprotein, TG: triglycerides, TC: total cholesterol.
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Supplementary Fig.4 Regional association plots of 16:56889590-57089590 for LDL and TG,
integrated with fine-mapping MPP. (a) rs247616 with marginal posterior probability of causality
(MPP) =0.501 for single trait LDL. (b) rs183130 with MPP= 0.999 of causality with mult-itrait
LDL. (c) rs4783961 with MPP=0.332 of causality for single trait TG. (d) rs183130 with
MPP=0.999 of causality for multi-trait TG. We display p-values by location height (y-axis) and
MPP by diameter of the points. Variants that are the same colour may be thought of as
interchangeable and are said to belong to the same SNP group; variants in different groups
have r>>0.6 and rarely appear in a model together. This figure was generated using the web

tool flashfm-ivs (http://shiny.mrc-bsu.cam.ac.uk/apps/flashfm-ivis/)



http://shiny.mrc-bsu.cam.ac.uk/apps/flashfm-ivis/
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Supplementary Fig.5 Regional association plots of 21:46753876-46975775 for TC, TG, and
HDL, integrated with fine-mapping. (a) rs77974343 with marginal posterior probability of
causality (MPP) =0.275 for single trait TC. (b) rs116386571 with MPP= 0.989 of causality with
mult-itrait TC (c) rs116386571 with MPP=1 of causality for single trait TG. (d) rs116386571
with MPP=1 of causality for multi-trait TG. (e) rs116386571 with MPP=0.863 of causality for
single trait HDL.(f) rs116386571 with MPP=0.999 of causality for multi-trait HDL. We display
p-values by location height (y-axis) and MPP by diameter of the points. We display p-values
by location height (y-axis) and MPP by diameter of the points. Variants that are the same
colour may be thought of as interchangeable and are said to belong to the same SNP group;
variants in different groups have r>>0.6 and rarely appear in a model together. This figure was

generated using the web tool flashfm-ivs (http://shiny.mrc-bsu.cam.ac.uk/apps/flashfm-ivis/)



http://shiny.mrc-bsu.cam.ac.uk/apps/flashfm-ivis/
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