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Figure S2A. Functional Enrichment Analysis of Annotated Genes within Runs of Homozygosity (ROH) Islands (>100 KB). This figure presents 

functional enrichment analysis on genes identified within runs of homozygosity (ROH) islands, detected in the BirThree and 3.KJPNv2 datasets 

via BCFtools and PLINK (by setting 99.9th percentile threshold based on the frequencies of overlapping ROH100 regions shared among individuals). 

The gProfiler was used to identify enriched biological pathways (BP), molecular functions (MF), and cellular components (CC) from Gene 

Ontology (GO), KEGG, and Reactome. The y-axis displays the enrichment score, indicating statistical significance, while the x-axis and color 

coding represent the data source. Dot size corresponds to the number of genes associated with each term. A summary of comparative statistics 

with other datasets is also provided.  
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Figure S2B. Functional Enrichment Analysis of Annotated Genes within Runs of Homozygosity (ROH) Islands (> 1.5 MB). This figure presents 

functional enrichment analysis on genes identified within runs of homozygosity (ROH) islands, detected in the BirThree and 3.KJPNv2 datasets 

via BCFtools and PLINK (by setting 99.5th percentile threshold based on the frequencies of overlapping ROH1500 regions shared among 

individuals). The gProfiler tool was used to identify enriched biological pathways (BP), molecular functions (MF), and cellular components (CC) 

from Gene Ontology (GO), KEGG, and Reactome. The y-axis displays the enrichment score, indicating statistical significance, while the x-axis and 

color coding represent the data source. Dot size corresponds to the number of genes associated with each term. A summary of comparative 

statistics with other datasets is also provided.  
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