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Fig S1 Variants detected in the KIV-2 VNTR in 2,504 individuals from 1000 Genome Project in whole-
genome sequencing data. Positions are numbered as in Coassin & Schönherr et al, J Lipid Res 57 
2019. Panel A) KIV-2 variant calling was performed extracting reads from one single region of interest 
(ROI) based on automatically defined start and end coordinates of the KIV-2 VNTR as in Mukamel et 
al. Science 373 2021. Panel B) KIV-2 variant calling was performed extracting reads from two 
alternative ROIs assigned in the signature-based approach for KIV-2 variant calling developed in the 
work at hand. The signature-based approach strongly reduces the noise compared to Panel A by 
minimizing the false positive calls in non KIV-2B samples. 

 



 

 

 

Fig S2 Absolute frequency of the carriers for each KIV-2 mutations detected at least once in KIV-2 
exon 1 (Panel A) and 2 (Panel B). The mutations are filtered for missense, nonsense, splicesite 
mutations or mutations within the splicing region (as within the 25 bp upstream and downstream 
KIV-2 exon). The number of individuals carrying at least one of the above mutations in KIV-2 exon 1 
and exon 2 are 36,699 and 94,758, respectively. Y-axis limit=7500.  

 

Fig S3 Distribution (given as median [interquantile range]) of the variant level for the KIV-2B 
canonical variants 14A>G, 41T>C and 86A>T in exon 1 detected in UK Biobank participants of White 
(Panel A) South Asians (Panel B) and Black ancestries (Panel C). n=number of carriers.  

 


