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Table S1. Characteristics of the identified MAGs from the soil and from the Bacillus enrichments
	MAG ID
	Completeness ()
	Contamination ()
	Genome size (Mbp)
	Taxonomy

	bin.3
	100
	0.1
	3.23

	Clostridium perfringens

	bin.2
	98.7
	3.9
	3.42

	Bacillus coagulans

	bin.1
	99.3

	8.9
	4.90

	Bacillus amyloliquefaciens

	bin.001
	100
	1.4
	4.21
	Peribacillus simplex

	bin.002
	100
	0.7
	5.90
	Bacillus licheniformis















Table S2. Antimicrobial Resistance Genes of B. licheniformis SAMN36381076 MAG
	AMR Mechanism
	Genes
	Product
	Antibiotics class

	Antibiotic inactivation enzyme
	CatA family

	Chloramphenicol O-acetyltransferase (EC 2.3.1.28) CatA superfamily
	Phenicol antibiotics

	
	FosB,
	Fosfomycin resistance protein FosB
	Fosfomycin


	Antibiotic target modifying enzyme
	RlmA(II)
	23S rRNA (guanine(748)-N(1))-methyltransferase (EC 2.1.1.188)
	Macrolides, Lincosamides

	Antibiotic target protection protein
	BcrC
	Undecaprenyl-diphosphatase BcrC (EC 3.6.1.27), 
	Peptide antibiotics
conveys bacitracin

	Antibiotic target replacement protein
	fabL
	Enoyl-[acyl-carrier-protein] reductase [NADPH] (EC 1.3.1.104), FabL
	Triclosan

	Efflux pump conferring antibiotic resistance
	BceA,

	Bacitracin export ATP-binding protein BceA
	Peptide antibiotics (bacitracin)

	
	BceB
	Bacitracin export permease protein BceB
	Peptide antibiotics (bacitracin)


	
	EbrA
	Multidrug resistance protein EbrA
	Multiple antibiotic resistance

	
	EbrB
	Multidrug resistance protein EbrB
	Multiple antibiotic resistance

	
	YkkCD
	Broad-specificity multidrug efflux pump YkkC
	Tetracyclines, aminoglycosides, phenicol antibiotics

	Gene conferring resistance via absence
	gidB
	16S rRNA (guanine(527)-N(7))-methyltransferase (EC 2.1.1.170)
	
Aminoglycosides
(streptomycin)

	Protein altering cell wall charge conferring antibiotic resistance
	GdpD

	Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)
	Peptide antibiotics
(daptomycin)

	
	MprF

	L-O lysylphosphatidylglycerol synthase (EC 2.3.2.3)
	Peptide antibiotics
(daptomycin, defensin)

	
	PgsA
	CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase (EC 2.7.8.5)
	Peptide antibiotics (daptomycin)
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[bookmark: _Toc215064300][bookmark: _Toc215070760]Figure S1.   Predicted BGC encoded in B. licheniformis SAMN36381076 MAG by antiSMASH. Fengycin, butirosin A, 3 unknown metabolites were predicted with core biosynthetic genes, lichenysin, bacillibactin/bacillibactin E/bacillibactin F, thermoactinoamide A, lichenicidin VK21 A1/ Lichenicidin VK21 A2, schizokinen, and pulcherriminic acid were predicted with core biosynthetic genes.
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Figure S2. Putative redox functionality within the tailings niche.  A. Annotation for MAGs from the tailings soil (B. coagulans (bin.2), B. amyloliquefaciens (bin.1), and C. perfringens (bin3)). 
[image: A close-up of a survey]
Figure S3. Putative redox functionality within the tailings niche.  Annotated functionality for culturable bacteria (B. licheniformis SAMN36381076 (bin.2.1478) and B. simplex SAMN36381075 MAG (bin.1.1402)).






    

[bookmark: _Toc215064301][bookmark: _Toc215070761]Figure S4. Percentage of cell viability of Raw 264.7 macrophages after 24 hours of treatment with M. tuberculosis H37Rv (D1), and B. licheniformis OM182835 (BLM) semi-purified metabolites (A), Hydrogen peroxide “H2O2” (B), Lipopolysaccharide “LPS” (C).






[bookmark: _Toc215064302][bookmark: _Toc215070762]Figure S5.  Reactive Oxygen Species (ROS) production in Raw 264.7 macrophages after 24 hours of treatment with H2O2.



[bookmark: _Toc215064303][bookmark: _Toc215070763]Figure S6.  Nitric Oxide accumulation of Raw 264.7 macrophages after lipopolysaccharide (LPS) treatment for 24 hours.









Figure S7. Cell viability assay to determine the lowest concentration used in the treatment assays. 
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Figure S8. The differential expression landscape of Raw 264.7 macrophage cells exposed to semi-purified metabolites from M. tuberculosis (D1) after 2 hours.  A. Principal Component Analysis (PCA) showing variance in expression patterns. B. Differential expression of profile centered on cptr1b transcript (control vs D1). D. Enrichment pathway analysis according to Gene Ontology (control vs D1).
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Figure S9. Feature-Based Molecular Networking (FBMN) for metabolites derived from B. licheniformis OM182835 (BLM). 
[image: ]
Figure S10. Feature-Based Molecular Networking (FBMN) for metabolites derived from M. tuberculosis H37Rv (D1).
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Figure S11. MS/MS fragmentation spectrum of precursor m/z 1110.7912.
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Figure S12. MS/MS fragmentation spectrum of precursor m/z 1042.8030.
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Figure S13. MS/MS fragmentation spectrum of precursor m/z 974.8150.
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