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Supplementary Fig. 3. Heatmap of OrthoANI value calculated with Orthologous Average Nucleotide Identity Tool (OAT) software for strain
BRMEA1" and closely related strains of Neobacillus. The color-code heatmap displays the closest species in red and the farthest in green. The
unweighted pair group method with an arithmetic mean (UPGMA) dendrogram based on the OrthoANI values of eight species is listed on
the left.

Subsystem Coverage Subsystem Category Distribution Subsystem Feature Counts

Cofactors, Vitamins, Prosthetic Groups, Pigments (158)
Cell wall and Capsule (66)

Virulence, Disease and Defense (53)
Potassium metabolism (3)
Photosynthesis (0)

Miscellaneous (20)

Phages, Prophages, Transposable elements, Plasmids (7)
Membrane Transport (38)

Iron acquisition and metabolism (10)
RMA Metabolism (78)

Nucleosides and Nucleotides (113)
Protein Metabolism (244)

Cell Division and Cell Cycle (4)

Motility and Chemotaxis (12)

Regulation and Cell signaling (27)
Secondary Metabolism (3)

DNA Metabolism (74)

Fatty Acids, Lipids, and Isoprenocids (70)
Nitrogen Metabolism (22)

Dormancy and Sporulation (88)
Respiration (74)

Stress Response (52)

Metabolism of Aromatic Compounds (19)
Amino Acids and Derivatives (368)
Sulfur Metabolism (2)

Phosphorus Metabolism (8)
Carbohydrates (285)

21%

79%

Supplementary Fig. 4. Count and distribution of the strain BRMEA1" subsystem categories using RAST annotation.



