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Fig. S1. Variations of the pH and FA concentration under different ammonia dosages.
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Fig. S2. (a) Variations of pH, (b) FA concentration, and (c) n-caproate productionunder different ammonia dosages at an initial pH 6.
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Fig. S3. Microbial community structures: the relative abundance at phylum level at (a) control, (b) 2 g/L ammonia, and (c) 5 g/L ammonia; the relative abundance at class level at (d) control, (e) 2 g/L ammonia, and (f) 5 g/L ammonia.
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Fig. S4. (a) Taxonomic cladogram from LEfSe analysis. The phylum, class, order, family and genus levels are listed in order from inside to outside of the cladogram, where a: family Inquilinaceae, b: genus Inquilinus, c: family Sutterellaceae, d: genus Sutterella, e: genus Candidatus Ovatusbacter, f: genus Methanomethylovorans, g: genus GCA , h: order Clostridiales, i: family Caloramatoraceae, j: genus Fonticella, k: family Clostridiaceae, l: genus Clostridium sensu stricto 13, m: genus Clostridium sensu stricto 12, n: genus Clostridium sensu stricto 15, o: genus Peptoniphilus, p: family Anaerovoracaceae, q: family Proteiniboraceae, r: genus Proteiniborus, s: family Peptostreptococcaceae, t: genus Romboutsia, u: genus Paraclostridium, v: order Paenibacillales, w: family Paenibacillaceae, x: genus norank family Paenibacillaceae , y: order Cytophagales, z: family Microscillaceae, a1: genus OLB12 , b1: genus norank family Microscillaceae, c1: phylum Actinobacteriota, d1: class Actinobacteria, e1: family Nocardiaceae. (b) LDA values of the discriminative microbial taxa at control, 2 g·L-1 ammonia, and 5 g·L-1 ammonia reactors. 
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