
Supplementary Table S1. Potentially deleterious variants identified in candidate genes in HNPGLs and association with clinical-pathological 
characteristics of the patients.  
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IHC, immunohistochemistry. SDHB+, positive IHC staining. SDHB-, negative IHC staining. SDHB*, weak diffuse IHC staining. NA, data unavailable. VAF, 
variant allele frequency.  



 

Supplementary Figure S1. Protein-protein interaction network made with STRING database for candidate genes in HNPGLs. Network nodes represent 
proteins that are coded by candidate genes. Edges represent protein-protein interactions (PPI), which are marked with the following colors: purple 
represents PPI that have been determined through experimental methods, turquoise represents PPI that have been sourced from curated databases, 
light green represents PPI that have been identified through text mining, black represents gene co-expression, light blue represents PPI that have been 
identified through protein homology, green represents PPI that have been identified through gene neighborhood analysis, and blue represents gene 
co-occurrence. 


