
Fig. S7. Results from sampling-based model simulating conditions hypothesized to affect bias in 

estimates of microbial diversity. We express standardized estimates of diversity using richness 

ratios, which is the quotient of taxon richness in the total and intact DNA pools. As described in 

the main text, with increasing relic DNA pool size, physical protection leads to an 

underestimation of taxon richness while hot spots of activity lead to the underestimation of taxon 

richness. We also evaluated how immigration of relic DNA from a regional species pool affects 

estimates of microbial diversity. Because the regional species pool is more diverse than the local 

community, an increased immigration rate into the relic DNA pool decouples the dynamics 

between the intact and relic DNA pools leading to elevated bias.  

 

 



 


