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Supplementary Figures 

Figure S1 Map of Gotjawal forest sample sites on Jeju Island, Korea. Originally 
published in Kim, J.-S. et al. Microbial Community Structure and Functional Potential of 
Lava-Formed Gotjawal Soils in Jeju, Korea. (In review) 
 

 

 

 

 

 

 

 

 



Figure S2 Bar plot of taxa at the phyla level in the system showing taxonomic 

homogeneity across sites. Rarefaction depth of 41,000 used. 

 
 

 



Figure S3 Counts of P genes by PICRUSt and GeoChip scaled independently. 
 
Black = PICRUSt. Red = Geochip. Separated for scale. 

 

 
 

 

 



Figure S4 Procrustes Error Plot for Procrustes analysis between PICRUSt and 

GeoChip datasets. 

 

 

 

 

 

 

 

 

 

 



Figure 5 A) Bubble plot of taxa identified by new assay at each site. B) Total counts 

identified in new assay at each site by PICRUSt. 
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