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Supplementary Figure 1: UCSC genome browser views of the three MYBPC genes. Blue 

represents coding genes, and green represents non-coding genes. A, MYBPC1 (on the + 

strand) and AC117505.1. B, MYBPC2 (on the + strand) flanked by AC020909.1, FAM71E1 and 

SPIB. C, MYBPC3 (on the – strand) flanked by SPI1 and MADD.  
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Supplementary Figure 2: Data flow diagram of raw data filtering and analysis techniques. 

Numbers within parentheses represent the number of variants per gene; C1=MYBPC1, 

C2=MYBPC2 and C3=MYBPC3.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Filter the raw data (C1-195862, C2-14041 and C3-30471 
variants) to remove duplicate variants (C1-152151, C2-9516 
and C3-20868 unique variants)

Consider variants corresponding to the longest isoform of 
each gene (C1-8617, C2-3870 and C3-3070 variants)

Split the variants into their specific consequential 
categories (C1-748, C2-921 and C3-1087 coding variants)

Identify the mutated and resultant nucleotides and amino 
acids under each category

Identify the domains within which the variants are located. 
Repeat this in pathogenic variants (predicted by SIFT and 
Polyphen)


