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4. Conclusion

The last decade of genomic research has led to the identification of 163
common genetic loci conferring modest risk for CAD and MI. It is fore-
seeable that more variants will be identified by increasing GWAS sample
sizes. In addition, whole-exome and whole-genome sequencing studies
have identified rare risk variants in families and large patient cohorts with
stronger effects. Nevertheless, although only part of the heritable risk
for CAD is yet explained, we have developed a much more comprehen-
sive picture of the biology underlying the disease, and with increasing
numbers of functional studies aiming to decipher the link between ge-
netic variation and CAD, we will finally identify novel treatment targets,
as exemplified by PCSK9, ANGPTL4, ANGPTL3, and GUCY1A1. Hence, the

findings generated by CAD GWAS represent an excellent starting point
for the development of individualized treatment strategies in the future.
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