Effect of lactic acid bacteria on the structure and potential function of the microbial community of Nongxiangxing Daqu
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[bookmark: _GoBack]Table S1 . Lactic acid bacteria metabolic function pathway enrichment
	
	Pathway
	Candidate genes with pathway annotation (1115)
	All genes with pathway annotation (3489)
	Pvalue
	Qvalue
	Pathway ID

	1
	Biosynthesis of amino acids
	116 (10.4%)
	186 (5.33%)
	0.000000
	0.000000
	ko01230

	2
	Phosphotransferase system (PTS)
	49 (4.39%)
	60 (1.72%)
	0.000000
	0.000000
	ko02060

	3
	Biosynthesis of secondary metabolites
	275 (24.66%)
	647 (18.54%)
	0.000000
	0.000000
	ko01110

	4
	Ribosome
	54 (4.84%)
	90 (2.58%)
	0.000000
	0.000001
	ko03010

	5
	Aminoacyl-tRNA biosynthesis
	26 (2.33%)
	35 (1%)
	0.000000
	0.000007
	ko00970

	6
	Galactose metabolism
	33 (2.96%)
	49 (1.4%)
	0.000000
	0.000007
	ko00052

	7
	Pyrimidine metabolism
	39 (3.5%)
	65 (1.86%)
	0.000002
	0.000046
	ko00240

	8
	Glycolysis / Gluconeogenesis
	38 (3.41%)
	70 (2.01%)
	0.000078
	0.001116
	ko00010

	9
	Starch and sucrose metabolism
	37 (3.32%)
	68 (1.95%)
	0.000091
	0.001116
	ko00500

	10
	Pantothenate and CoA biosynthesis
	20 (1.79%)
	30 (0.86%)
	0.000094
	0.001116
	ko00770

	11
	Peptidoglycan biosynthesis
	26 (2.33%)
	43 (1.23%)
	0.000101
	0.001116
	ko00550

	12
	Metabolic pathways
	675 (60.54%)
	1952 (55.95%)
	0.000101
	0.001116
	ko01100

	13
	Alanine, aspartate and glutamate metabolism
	26 (2.33%)
	44 (1.26%)
	0.000173
	0.001754
	ko00250

	14
	Homologous recombination
	19 (1.7%)
	30 (0.86%)
	0.000384
	0.003618
	ko03440

	15
	Purine metabolism
	53 (4.75%)
	114 (3.27%)
	0.000693
	0.005938
	ko00230

	16
	Pyruvate metabolism
	40 (3.59%)
	81 (2.32%)
	0.000720
	0.005938
	ko00620

	17
	Mismatch repair
	17 (1.52%)
	27 (0.77%)
	0.000865
	0.006714
	ko03430

	18
	Protein export
	14 (1.26%)
	22 (0.63%)
	0.002167
	0.015889
	ko03060

	19
	Valine, leucine and isoleucine biosynthesis
	11 (0.99%)
	16 (0.46%)
	0.002718
	0.017995
	ko00290

	20
	Carbon metabolism
	89 (7.98%)
	218 (6.25%)
	0.002726
	0.017995
	ko01200



