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Most Abundant Acidobacteriota Strains Among Forest and Tundra Soill
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Forest DESeg2 was used to determine which strains were significantly (p-value <0.05) enriched or depleted when comparing one understory to all others. Results were

sorted by log2Fold Change. Bubble plots represent the 20 strains with the greatest log2Fold increase and the 20 strains with the greatest log2Fold decrease. Samples
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