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4 Comammox dominates ammonia oxidation in weakly acidic soils
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Comammox Is the key and core species in weakly acidic solls
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4 Comammox is the key and core species in weakly acidic soils
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€< Cell metabolic diagram for soil comammox Nitrospira
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4: Comammox is a major cobalamin producer in weakly acidic solls
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Take home massage

d Comammox Nitrospira is the dominant ammonia oxidizers in weakly
acidic solls.

d Comammox Nitrospira is the K-strategy species in weakly acidic solls.

d Comammox Nitrospira may promote bacterial cooperation under low

pH conditions via cobalamin sharing.
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