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Figure S1 — Environmental variables across the transect fit with a loess smoother.  
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Figure S2 – Sensitivity of terrestrial-derived OTU fate to threshold of OTU incidence cutoff 
(minimum fraction of sites detected). We present cutoff of 0.75 in the main text, but qualitative 
conclusions remain consistent across thresholds, with some taxa declining and others maintained 
along the gradient.  
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Figure S3 – Partitioning β-diversity into nestedness and turnover components in the aquatic 
samples relative to the terrestrial soil samples. Partitioning was done on the Sørensen 
dissimilarity index, a presence-absence analogue of the Bray-Curtis dissimilarity used in the 
main figures. Note that the main text converted the dissimilarity values to similarity, but here, the 
partitions of Sørensen index remain partitions of a dissimilarity metric and therefore represent 
community differences due to nestedness and turnover components. 
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Figure S4 – Overlap of OTUs between the different subsets of the meta-ecosystem. Of the 7397 
OTUs detected in the soil samples, 28% (n = 2081) were detected in the aquatic samples, and 
only 8% (n = 602) were detected in an active state. Of the 6335 OTUs detected in the total 
aquatic community, 32% (n = 2081) were also detected in soils, and 67% were not detected in 
soils. Of the 2085 OTUs in the active aquatic community, 29% were detected in soils, while 71% 
were not. 
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