Supplementary Information

[bookmark: _Ref161741427]Supplemental Figure 1: Design instantiation of an urban bioremediation infrastructure system highlighting two different module designs displayed within a public space adjacent to the experimental room. 
DNA Yield
None of the surface samples collected in either room returned detectable DNA concentrations (i.e. above the Qubit limit of detection). Many, but not all, samples taken from the growth media of the plant-based systems yielded quantifiable DNA. The percent differences between the organic and hydroponic growth media were calculated using the formula:




The number of samples with undetectable DNA concentrations in each group are as follows: Gaia (0/20), HAC (14/20), HBC (19/20), Experimental Room (13/13), Control Room (8/8). More summary statistics are reported in Table 1 below. 

[bookmark: _Ref143788689]Supplemental Table 1: DNA extraction results and metagenomic library outcomes compared between growth media and room surface samples. Statistics are reported for the total weight of DNA (ng) extracted within the 50 µl of the final solution. The number of samples within each group with DNA concentrations below the detection limit of 0.5 ng/mL are also reported. None of the room surface samples resulted in “detectable” DNA concentrations using the quantification methods outlined. 86 out of the total 88 collected samples resulted in successful libraries using the reported shotgun sequencing methods. Shapiro tests indicate the data are not normally distributed. Wilcox tests return a significant p-value for Gaia vs. HBC only (0.01).

Microbiome Diversity
[bookmark: _Toc158198796]Sequencing Controls
Supplemental Figure 2: Analysis of the number of identified species, and their average relative abundance within samples, for field blank and experimental samples. The number of species within each section are reported. The average relative abundance of species that were not identified within the controls (244) and those that were identified in both experimental and field blank samples (37) are reported in the gray pull-outs. None of the field blank species were identified within every experimental sample. 

Supplemental Table 2: P-values for statistical tests run in Figure 3 of the main document. Columns and rows denoted with a * indicate data was not normally distributed and required a Wilcox test. All other data met the distribution requirements for a paired sample t test. Wilcox test results are in bold. 




Supplemental Figure 3: Relative abundance of species (out of 100) within taxonomic groups of interest. It should be noted that these results are, in general, the inverse of the main text Figure 3 which reports the species-level diversity of each sample type within each taxonomic group: As diversity increases and more species are present, the overall relative abundance of each species can be expected to decrease.

Supplemental Table 3: Number of species identified in taxonomic groups of interest for the growth media (GAI, HAC, HBC), the Experimental (Exp. Rm.) and Control (Cont. Rm.) and the Field Blank controls (-). The root of each taxonomic group of interest is identified by the preceding letter as appropriate: Kingdom (k), Phylum (p), Class (c), Order (o), Family (f), and Genus (g). 

Metabolic Potential & Implications for IAQ

Supplemental Figure 4: Dimension reduction UMAP of identified metabolic pathways by Plant Treatment

Supplemental Figure 5: Unmapped vs. Mapped pathways for field blank negatives (“FB”), Control Room (“CR”), Experimental Room (“ER”), and samples taken from the three growth media types. Kruskal Wallis tests for the unmapped (p << 0.05) and mapped (p < 0.05) groups both indicate significant differences. Mapped: chi-squared = 33.971, df = 5, p-value = 2.412e-06. Unmapped: chi-squared = 24.237, df = 5, p-value = 0.0001955. 

