Table S1 Overview of the 16S amplicon sequencing data. PKED, non-incubated PKE solution; PKE1D, 1 day-incubated PKE solution; PKE2D, 2 days-incubated PKE solution; PKE3D, 3 days-incubated PKE solution; RD1, RD 7, and RD14 refer to Day 1, 7, and 14 of Artemia rearing water containing PKE1D.
	Group
	Rep
	Sample name
	Clean reads
	Denoised
	Feature count (non-chimeric)
	Observed ASV

	PKE solutions

	PKE1D
	1
	PKER11D8
	243727
	211072
	6672
	46

	
	2
	PKER21D9
	289331
	246562
	8361
	43

	
	3
	PKER31D0
	219688
	190519
	7547
	45

	PKE2D
	1
	D2PR1A
	93642
	69116
	42
	8

	
	2
	D2PR1B
	117797
	91099
	45
	7

	
	3
	D2PR2B
	111375
	83423
	240
	8

	PKE3D
	1
	PKER13D1
	208260
	177384
	17281
	78

	
	2
	PKER23D2
	199954
	167976
	14744
	74

	
	3
	PKER33D3
	286964
	241031
	23402
	90

	PKED
	1
	DPR1A
	122870
	93765
	326
	9

	
	2
	DPR2B
	126206
	95655
	728
	27

	
	3
	DPR1B
	159304
	122486
	708
	24

	PKE-enriched Artemia rearing water

	RD1
	1
	R130D3TE
	223637
	191874
	32483
	280

	
	2
	R230D3TF
	246834
	213186
	37343
	214

	
	3
	R430D3TG21
	249379
	210668
	40779
	199

	RD7
	1
	R130D7TE
	239366
	203019
	26102
	130

	
	2
	R230D7TF
	212209
	179281
	33711
	117

	
	3
	R430D7TG22
	273763
	237285
	23179
	169

	RD14
	1
	R130D12TE
	246851
	211703
	29073
	137

	
	2
	R230D12TF
	223780
	191307
	23619
	131

	
	3
	R430D12TG23
	209309
	177100
	19588
	113 





Table S2 Changes in predictive microbial functional community of PKE1D, when compared to PKED. Significant change was flagged by Welch’s t-test at FDR <0.05. PKED, non-incubated PKE solution; PKE1D, 1 day-incubated PKE solution. 
	Pathway
	Mean relative frequency (%)
	FDR
	Difference between means

	
	PKED
	PKE3D
	
	

	GDP-D-glycero-alpha;-D-manno-heptose biosynthesis
	0.02
	0.50
	0.00
	-0.48

	queuosine biosynthesis
	0.44
	0.61
	0.00
	-0.17

	L-lysine biosynthesis VI
	0.61
	0.71
	0.00
	-0.10

	superpathway of L-isoleucine biosynthesis I
	0.65
	0.79
	0.00
	-0.14

	L-lysine biosynthesis I
	0.58
	0.69
	0.00
	-0.11

	superpathway of guanosine nucleotides de novo biosynthesis I
	0.60
	0.71
	0.00
	-0.11

	superpathway of guanosine nucleotides de novo biosynthesis II
	0.58
	0.69
	0.00
	-0.12

	UDP-N-acetylmuramoyl-pentapeptide biosynthesis I (meso-diaminopimelate containing)
	0.51
	0.64
	0.00
	-0.13

	superpathway of aromatic amino acid biosynthesis
	0.56
	0.67
	0.00
	-0.10

	GDP-mannose biosynthesis
	0.73
	0.66
	0.00
	0.07

	inosine-5'-phosphate biosynthesis III
	0.43
	0.57
	0.00
	-0.14

	methylerythritol phosphate pathway I
	0.51
	0.62
	0.00
	-0.11

	peptidoglycan biosynthesis I (meso-diaminopimelate containing)
	0.51
	0.64
	0.00
	-0.13

	chorismate biosynthesis I
	0.53
	0.62
	0.00
	-0.09

	methylerythritol phosphate pathway II
	0.51
	0.62
	0.00
	-0.11

	urate biosynthesis/inosine 5'-phosphate degradation
	0.58
	0.69
	0.00
	-0.11

	superpathway of L-tyrosine biosynthesis
	0.48
	0.29
	0.00
	0.19

	L-arginine biosynthesis II (acetyl cycle)
	0.56
	0.68
	0.00
	-0.12

	TCA cycle IV (2-oxoglutarate decarboxylase)
	0.55
	0.69
	0.00
	-0.14

	NAD biosynthesis I (from aspartate)
	0.47
	0.29
	0.00
	0.18

	superpathway of L-phenylalanine biosynthesis
	0.48
	0.29
	0.00
	0.20

	superpathway of ubiquinol-8 biosynthesis (prokaryotic)
	0.36
	0.55
	0.00
	-0.19

	L-lysine biosynthesis III
	0.63
	0.73
	0.00
	-0.10

	thiamin salvage II
	0.45
	0.67
	0.00
	-0.22

	guanosine ribonucleotides de novo biosynthesis
	0.54
	0.66
	0.00
	-0.12

	TCA cycle I (prokaryotic)
	0.70
	0.78
	0.00
	-0.08

	phosphopantothenate biosynthesis I
	0.48
	0.68
	0.00
	-0.19

	methylphosphonate degradation I
	0.11
	0.72
	0.00
	-0.61

	inosine-5'-phosphate biosynthesis I
	0.50
	0.62
	0.00
	-0.12

	sulfate reduction I (assimilatory)
	0.53
	0.38
	0.00
	0.16

	coenzyme A biosynthesis I
	0.50
	0.62
	0.00
	-0.12

	anhydromuropeptides recycling
	0.46
	0.13
	0.00
	0.34

	phosphatidylglycerol biosynthesis I (plastidic)
	0.61
	0.74
	0.00
	-0.13

	6-hydroxymethyl-dihydropterin diphosphate biosynthesis I
	0.50
	0.61
	0.00
	-0.11

	phosphatidylglycerol biosynthesis II (non-plastidic)
	0.61
	0.74
	0.00
	-0.13

	L-histidine degradation II
	0.17
	0.03
	0.00
	0.14

	glycine betaine degradation I
	0.35
	0.52
	0.00
	-0.16

	superpathway of phospholipid biosynthesis I (bacteria)
	0.64
	0.78
	0.00
	-0.14

	superpathway of purine nucleotides de novo biosynthesis I
	0.61
	0.72
	0.01
	-0.11

	UDP-N-acetyl-D-glucosamine biosynthesis I
	0.52
	0.62
	0.01
	-0.10

	CMP-3-deoxy-D-manno-octulosonate biosynthesis I
	0.45
	0.61
	0.01
	-0.16

	tetrapyrrole biosynthesis II (from glycine)
	0.50
	0.61
	0.01
	-0.11

	biotin biosynthesis I
	0.53
	0.29
	0.01
	0.24

	pyruvate fermentation to acetone
	0.29
	0.10
	0.01
	0.19

	superpathway of geranylgeranyl diphosphate biosynthesis II (via MEP)
	0.42
	0.22
	0.01
	0.20

	L-arginine biosynthesis IV (archaebacteria)
	0.52
	0.64
	0.01
	-0.11

	L-arginine biosynthesis I (via L-ornithine)
	0.53
	0.64
	0.01
	-0.11

	TCA cycle VIII (helicobacter)
	0.61
	0.35
	0.01
	0.26

	polyisoprenoid biosynthesis (E. coli)
	0.50
	0.62
	0.01
	-0.12

	superpathway of pyrimidine nucleobases salvage
	0.56
	0.70
	0.01
	-0.14

	UMP biosynthesis
	0.59
	0.74
	0.01
	-0.15

	preQ0 biosynthesis
	0.41
	0.19
	0.01
	0.22

	L-tryptophan biosynthesis
	0.56
	0.68
	0.01
	-0.13

	superpathway of pyrimidine ribonucleotides de novo biosynthesis
	0.58
	0.73
	0.01
	-0.15

	pyrimidine deoxyribonucleotide phosphorylation
	0.49
	0.62
	0.01
	-0.12

	superpathway of glycolysis, pyruvate dehydrogenase, TCA, and glyoxylate bypass
	0.43
	0.30
	0.01
	0.14

	urea cycle
	0.33
	0.10
	0.01
	0.24

	superpathway of glycolysis and Entner-Doudoroff
	0.43
	0.16
	0.01
	0.27

	L-isoleucine biosynthesis III
	0.71
	0.98
	0.01
	-0.27

	cis-vaccenate biosynthesis
	0.72
	0.93
	0.01
	-0.21

	myo-inositol degradation I
	0.00
	0.00
	0.01
	0.00

	ubiquinol-7 biosynthesis (prokaryotic)
	0.39
	0.56
	0.01
	-0.17

	L-histidine biosynthesis
	0.51
	0.66
	0.01
	-0.14

	spirilloxanthin and 2,2'-diketo-spirilloxanthin biosynthesis
	0.00
	0.00
	0.01
	0.00

	isopropanol biosynthesis
	0.29
	0.00
	0.01
	0.29

	adenosine deoxyribonucleotides de novo biosynthesis II
	0.64
	0.74
	0.01
	-0.10

	ubiquinol-8 biosynthesis (prokaryotic)
	0.39
	0.56
	0.01
	-0.17

	guanosine deoxyribonucleotides de novo biosynthesis II
	0.64
	0.74
	0.01
	-0.10

	ubiquinol-10 biosynthesis (prokaryotic)
	0.39
	0.56
	0.01
	-0.17

	ubiquinol-9 biosynthesis (prokaryotic)
	0.39
	0.56
	0.01
	-0.17

	L-histidine degradation I
	0.29
	0.02
	0.01
	0.27

	NAD salvage pathway I
	0.34
	0.53
	0.01
	-0.19

	superpathway of branched amino acid biosynthesis
	0.79
	1.13
	0.01
	-0.34

	CDP-diacylglycerol biosynthesis II
	0.68
	0.83
	0.01
	-0.16

	flavin biosynthesis I (bacteria and plants)
	0.56
	0.65
	0.02
	-0.10

	CDP-diacylglycerol biosynthesis I
	0.68
	0.83
	0.02
	-0.16

	L-leucine degradation I
	0.39
	0.25
	0.02
	0.14

	superpathway of adenosine nucleotides de novo biosynthesis II
	0.68
	0.78
	0.02
	-0.10

	ppGpp biosynthesis
	0.40
	0.14
	0.02
	0.27

	superpathway of UDP-N-acetylglucosamine-derived O-antigen building blocks biosynthesis
	0.15
	0.00
	0.02
	0.15

	pentose phosphate pathway
	0.47
	0.09
	0.02
	0.38

	glycolysis I (from glucose 6-phosphate)
	0.51
	0.22
	0.02
	0.29

	6-hydroxymethyl-dihydropterin diphosphate biosynthesis III (Chlamydia)
	0.57
	0.71
	0.02
	-0.14

	chorismate biosynthesis from 3-dehydroquinate
	0.53
	0.62
	0.02
	-0.10

	guanosine nucleotides degradation III
	0.46
	0.12
	0.02
	0.35

	TCA cycle VI (obligate autotrophs)
	0.52
	0.10
	0.02
	0.42

	heme biosynthesis I (aerobic)
	0.41
	0.57
	0.02
	-0.16

	L-valine biosynthesis
	0.91
	1.43
	0.02
	-0.52

	L-isoleucine biosynthesis I (from threonine)
	0.91
	1.43
	0.02
	-0.52

	myo-, chiro- and scillo-inositol degradation
	0.00
	0.01
	0.02
	-0.01

	superpathway of glyoxylate bypass and TCA
	0.41
	0.61
	0.02
	-0.21

	TCA cycle V (2-oxoglutarate:ferredoxin oxidoreductase)
	0.66
	0.74
	0.02
	-0.08

	homolactic fermentation
	0.34
	0.13
	0.02
	0.20

	TCA cycle VII (acetate-producers)
	0.41
	0.31
	0.02
	0.10

	L-tyrosine degradation I
	0.28
	0.03
	0.02
	0.26

	superpathway of GDP-mannose-derived O-antigen building blocks biosynthesis
	0.34
	0.55
	0.02
	-0.20

	gondoate biosynthesis (anaerobic)
	0.94
	1.31
	0.02
	-0.37

	ADP-L-glycero-&beta;-D-manno-heptose biosynthesis
	0.18
	0.60
	0.03
	-0.42

	superpathway of adenosine nucleotides de novo biosynthesis I
	0.72
	0.81
	0.03
	-0.09

	superpathway of heme biosynthesis from uroporphyrinogen-III
	0.38
	0.12
	0.03
	0.26

	taxadiene biosynthesis (engineered)
	0.25
	0.08
	0.03
	0.17

	lipid IVA biosynthesis
	0.42
	0.61
	0.03
	-0.19

	glycolysis II (from fructose 6-phosphate)
	0.47
	0.16
	0.03
	0.31

	8-amino-7-oxononanoate biosynthesis I
	0.57
	0.39
	0.03
	0.18

	L-isoleucine biosynthesis II
	0.94
	1.39
	0.03
	-0.45

	4-hydroxyphenylacetate degradation
	0.00
	0.00
	0.03
	0.00

	purine ribonucleosides degradation
	0.31
	0.07
	0.03
	0.24

	purine nucleotides degradation II (aerobic)
	0.41
	0.14
	0.03
	0.27

	N10-formyl-tetrahydrofolate biosynthesis
	0.32
	0.60
	0.03
	-0.28

	superpathway of L-lysine, L-threonine and L-methionine biosynthesis I
	0.46
	0.55
	0.03
	-0.09

	allantoin degradation to glyoxylate III
	0.21
	0.01
	0.03
	0.21

	UDP-N-acetylmuramoyl-pentapeptide biosynthesis II (lysine-containing)
	0.49
	0.46
	0.03
	0.03

	adenine and adenosine salvage III
	0.33
	0.10
	0.03
	0.23

	adenosylcobalamin salvage from cobinamide I
	0.17
	0.11
	0.03
	0.06

	acetyl-CoA fermentation to butanoate II
	0.24
	0.08
	0.03
	0.16

	fatty acid elongation -- saturated
	0.89
	1.31
	0.03
	-0.42

	glycogen biosynthesis I (from ADP-D-Glucose)
	0.35
	0.08
	0.03
	0.27

	stearate biosynthesis II (bacteria and plants)
	0.60
	0.85
	0.03
	-0.25

	superpathway of chorismate metabolism
	0.00
	0.01
	0.03
	-0.01

	glycolysis III (from glucose)
	0.46
	0.24
	0.03
	0.23

	superpathway of purine deoxyribonucleosides degradation
	0.26
	0.07
	0.03
	0.19

	colanic acid building blocks biosynthesis
	0.23
	0.09
	0.03
	0.13

	L-ornithine biosynthesis
	0.57
	0.64
	0.03
	-0.07

	aerobic respiration I (cytochrome c)
	1.47
	1.68
	0.03
	-0.21

	phospholipases
	0.16
	0.00
	0.03
	0.16

	peptidoglycan biosynthesis III (mycobacteria)
	0.50
	0.47
	0.03
	0.03

	aromatic biogenic amine degradation (bacteria)
	0.30
	0.00
	0.04
	0.29

	adenosine nucleotides degradation II
	0.51
	0.31
	0.04
	0.20

	pyruvate fermentation to propanoate I
	0.43
	0.68
	0.04
	-0.25

	UDP-2,3-diacetamido-2,3-dideoxy-&alpha;-D-mannuronate biosynthesis
	0.19
	0.00
	0.04
	0.19

	catechol degradation I (meta-cleavage pathway)
	0.07
	0.01
	0.04
	0.06

	superpathway of sulfur oxidation (Acidianus ambivalens)
	0.12
	0.00
	0.04
	0.11

	pyrimidine deoxyribonucleotides de novo biosynthesis II
	0.29
	0.42
	0.04
	-0.13

	tetrapyrrole biosynthesis I (from glutamate)
	0.38
	0.64
	0.04
	-0.27

	ectoine biosynthesis
	0.46
	0.27
	0.04
	0.18

	mycolate biosynthesis
	0.67
	0.92
	0.04
	-0.25

	sucrose degradation III (sucrose invertase)
	0.27
	0.04
	0.04
	0.23

	octane oxidation
	0.53
	0.18
	0.04
	0.35

	oleate biosynthesis IV (anaerobic)
	0.65
	0.88
	0.04
	-0.24

	superpathway of L-threonine biosynthesis
	0.58
	0.65
	0.05
	-0.07

	creatinine degradation I
	0.32
	0.15
	0.05
	0.17

	pyrimidine deoxyribonucleotides de novo biosynthesis I
	0.31
	0.61
	0.05
	-0.30





[bookmark: _GoBack]Table S3 Changes in predictive microbial functional community of PKE3D, when compared to PKED. Significant change was flagged by Welch’s t-test at FDR <0.05. PKED, non-incubated PKE solution; PKE3D, 3 day-incubated PKE solution.
	Pathway
	Mean relative frequency (%)
	FDR
	Difference between means

	
	PKED 
	PKE3D
	
	

	aerobic respiration I (cytochrome c)
	1.47
	0.46
	0.00
	1.01

	8-amino-7-oxononanoate biosynthesis I
	0.57
	0.04
	0.00
	0.53

	pyruvate fermentation to isobutanol (engineered)
	1.11
	0.61
	0.03
	0.50

	biotin biosynthesis I
	0.53
	0.04
	0.00
	0.50

	Kdo transfer to lipid IVA III (Chlamydia)
	0.62
	0.14
	0.01
	0.48

	TCA cycle IV (2-oxoglutarate decarboxylase)
	0.55
	0.08
	0.00
	0.47

	heme biosynthesis II (anaerobic)
	0.61
	0.17
	0.01
	0.44

	6-hydroxymethyl-dihydropterin diphosphate biosynthesis III (Chlamydia)
	0.57
	0.15
	0.00
	0.43

	mycolate biosynthesis
	0.67
	0.25
	0.01
	0.43

	ectoine biosynthesis
	0.46
	0.04
	0.01
	0.42

	oleate biosynthesis IV (anaerobic)
	0.65
	0.24
	0.01
	0.41

	fatty acid elongation -- saturated
	0.89
	0.48
	0.02
	0.41

	palmitoleate biosynthesis I (from (5Z)-dodec-5-enoate)
	0.62
	0.21
	0.01
	0.41

	stearate biosynthesis II (bacteria and plants)
	0.60
	0.21
	0.01
	0.40

	sulfate reduction I (assimilatory)
	0.53
	0.14
	0.00
	0.39

	(5Z)-dodec-5-enoate biosynthesis
	0.60
	0.21
	0.01
	0.39

	fatty acid &beta;-oxidation I
	0.48
	0.09
	0.01
	0.39

	TCA cycle I (prokaryotic)
	0.70
	0.31
	0.00
	0.39

	octane oxidation
	0.53
	0.15
	0.03
	0.38

	L-arginine biosynthesis III (via N-acetyl-L-citrulline)
	0.57
	0.19
	0.00
	0.38

	preQ0 biosynthesis
	0.41
	0.03
	0.00
	0.38

	superpathway of glyoxylate bypass and TCA
	0.41
	0.03
	0.01
	0.37

	6-hydroxymethyl-dihydropterin diphosphate biosynthesis I
	0.50
	0.13
	0.00
	0.37

	TCA cycle V (2-oxoglutarate:ferredoxin oxidoreductase)
	0.66
	0.29
	0.00
	0.37

	superpathway of glycolysis, pyruvate dehydrogenase, TCA, and glyoxylate bypass
	0.43
	0.06
	0.00
	0.37

	CMP-3-deoxy-D-manno-octulosonate biosynthesis I
	0.45
	0.10
	0.00
	0.35

	glyoxylate cycle
	0.46
	0.11
	0.00
	0.35

	superpathway of heme biosynthesis from uroporphyrinogen-III
	0.38
	0.04
	0.01
	0.35

	L-isoleucine biosynthesis II
	0.94
	0.60
	0.02
	0.33

	L-isoleucine biosynthesis I (from threonine)
	0.91
	0.58
	0.03
	0.33

	L-valine biosynthesis
	0.91
	0.58
	0.03
	0.33

	superpathway of guanosine nucleotides de novo biosynthesis I
	0.60
	0.27
	0.00
	0.33

	lipid IVA biosynthesis
	0.42
	0.10
	0.01
	0.33

	tetrapyrrole biosynthesis II (from glycine)
	0.50
	0.18
	0.00
	0.32

	pyrimidine deoxyribonucleotides de novo biosynthesis III
	0.49
	0.17
	0.01
	0.32

	superpathway of L-methionine biosynthesis (by sulfhydrylation)
	0.50
	0.18
	0.00
	0.32

	TCA cycle VIII (helicobacter)
	0.61
	0.30
	0.01
	0.32

	pyrimidine deoxyribonucleotide phosphorylation
	0.49
	0.19
	0.00
	0.31

	superpathway of fatty acid biosynthesis initiation (E. coli)
	0.49
	0.18
	0.01
	0.30

	heme biosynthesis I (aerobic)
	0.41
	0.11
	0.00
	0.30

	L-leucine degradation I
	0.39
	0.09
	0.00
	0.30

	superpathway of sulfate assimilation and cysteine biosynthesis
	0.55
	0.24
	0.01
	0.30

	ubiquinol-7 biosynthesis (prokaryotic)
	0.39
	0.10
	0.00
	0.30

	ubiquinol-9 biosynthesis (prokaryotic)
	0.39
	0.10
	0.00
	0.30

	ubiquinol-10 biosynthesis (prokaryotic)
	0.39
	0.10
	0.00
	0.30

	ubiquinol-8 biosynthesis (prokaryotic)
	0.39
	0.10
	0.00
	0.30

	TCA cycle VII (acetate-producers)
	0.41
	0.11
	0.00
	0.29

	aromatic biogenic amine degradation (bacteria)
	0.30
	0.00
	0.03
	0.29

	isopropanol biosynthesis
	0.29
	0.00
	0.01
	0.29

	fatty acid salvage
	0.37
	0.08
	0.04
	0.29

	TCA cycle VI (obligate autotrophs)
	0.52
	0.23
	0.02
	0.29

	pyruvate fermentation to propanoate I
	0.43
	0.14
	0.02
	0.29

	superpathway of guanosine nucleotides de novo biosynthesis II
	0.58
	0.30
	0.00
	0.28

	glycine betaine degradation I
	0.35
	0.07
	0.00
	0.28

	superpathay of heme biosynthesis from glutamate
	0.36
	0.08
	0.02
	0.28

	creatinine degradation I
	0.32
	0.04
	0.02
	0.27

	queuosine biosynthesis
	0.44
	0.17
	0.00
	0.27

	superpathway of ubiquinol-8 biosynthesis (prokaryotic)
	0.36
	0.10
	0.00
	0.27

	superpathway of heme biosynthesis from glycine
	0.37
	0.12
	0.03
	0.25

	GDP-mannose biosynthesis
	0.73
	0.48
	0.00
	0.25

	L-tyrosine degradation I
	0.28
	0.04
	0.02
	0.25

	methylaspartate cycle
	0.33
	0.09
	0.01
	0.24

	adenosine nucleotides degradation II
	0.51
	0.27
	0.01
	0.24

	flavin biosynthesis I (bacteria and plants)
	0.56
	0.32
	0.00
	0.24

	ppGpp biosynthesis
	0.40
	0.17
	0.01
	0.24

	L-tryptophan biosynthesis
	0.56
	0.33
	0.00
	0.23

	superpathway of pyrimidine ribonucleotides de novo biosynthesis
	0.58
	0.36
	0.00
	0.22

	urate biosynthesis/inosine 5'-phosphate degradation
	0.58
	0.36
	0.01
	0.22

	L-histidine degradation I
	0.29
	0.07
	0.01
	0.22

	superpathway of branched amino acid biosynthesis
	0.79
	0.57
	0.01
	0.21

	superpathway of GDP-mannose-derived O-antigen building blocks biosynthesis
	0.34
	0.13
	0.01
	0.21

	L-isoleucine biosynthesis III
	0.71
	0.50
	0.00
	0.21

	2-methylcitrate cycle II
	0.22
	0.02
	0.04
	0.21

	superpathway of purine nucleotides de novo biosynthesis I
	0.61
	0.40
	0.01
	0.21

	guanosine nucleotides degradation III
	0.46
	0.26
	0.02
	0.20

	UDP-2,3-diacetamido-2,3-dideoxy-&alpha;-D-mannuronate biosynthesis
	0.19
	0.00
	0.03
	0.19

	L-ornithine biosynthesis
	0.57
	0.39
	0.00
	0.19

	phosphopantothenate biosynthesis I
	0.48
	0.30
	0.00
	0.19

	urea cycle
	0.33
	0.15
	0.01
	0.18

	allantoin degradation to glyoxylate III
	0.21
	0.04
	0.03
	0.17

	ethylmalonyl-CoA pathway
	0.26
	0.09
	0.05
	0.17

	superpathway of L-serine and glycine biosynthesis I
	0.72
	0.56
	0.01
	0.16

	phospholipases
	0.16
	0.01
	0.03
	0.15

	L-arginine biosynthesis II (acetyl cycle)
	0.56
	0.42
	0.01
	0.14

	L-arginine biosynthesis I (via L-ornithine)
	0.53
	0.40
	0.01
	0.13

	L-arginine biosynthesis IV (archaebacteria)
	0.52
	0.40
	0.01
	0.13

	L-histidine degradation II
	0.17
	0.05
	0.00
	0.12

	pyruvate fermentation to acetone
	0.29
	0.19
	0.02
	0.10

	gluconeogenesis I
	0.65
	0.55
	0.01
	0.10

	colanic acid building blocks biosynthesis
	0.23
	0.13
	0.03
	0.10

	superpathway of menaquinol-8 biosynthesis I
	0.10
	0.01
	0.04
	0.10

	superpathway of menaquinol-11 biosynthesis
	0.09
	0.00
	0.04
	0.09

	superpathway of menaquinol-12 biosynthesis
	0.09
	0.00
	0.04
	0.09

	superpathway of menaquinol-13 biosynthesis
	0.09
	0.00
	0.04
	0.09

	superpathway of histidine, purine, and pyrimidine biosynthesis
	0.47
	0.38
	0.03
	0.09

	thiamin salvage II
	0.45
	0.36
	0.02
	0.08

	L-histidine biosynthesis
	0.51
	0.43
	0.01
	0.08

	superpathway of demethylmenaquinol-8 biosynthesis
	0.07
	0.00
	0.04
	0.07

	coenzyme M biosynthesis I
	0.00
	0.00
	0.03
	0.00

	toluene degradation IV (aerobic) (via catechol)
	0.00
	0.00
	0.02
	0.00

	superpathway of fucose and rhamnose degradation
	0.00
	0.00
	0.03
	0.00

	pyrimidine deoxyribonucleotides de novo biosynthesis IV
	0.00
	0.00
	0.02
	0.00

	pyrimidine deoxyribonucleotides biosynthesis from CTP
	0.00
	0.01
	0.02
	-0.01

	L-glutamate degradation VIII (to propanoate)
	0.00
	0.01
	0.04
	-0.01

	D-galactarate degradation I
	0.00
	0.02
	0.01
	-0.02

	superpathway of D-glucarate and D-galactarate degradation
	0.00
	0.02
	0.01
	-0.02

	2-amino-3-carboxymuconate semialdehyde degradation to 2-oxopentenoate
	0.00
	0.02
	0.00
	-0.02

	teichoic acid (poly-glycerol) biosynthesis
	0.00
	0.03
	0.02
	-0.03

	adenosylcobalamin biosynthesis I (early cobalt insertion)
	0.00
	0.03
	0.04
	-0.03

	catechol degradation to 2-oxopent-4-enoate II
	0.00
	0.04
	0.04
	-0.03

	meta cleavage pathway of aromatic compounds
	0.00
	0.04
	0.00
	-0.04

	cob(II)yrinate a,c-diamide biosynthesis I (early cobalt insertion)
	0.00
	0.04
	0.01
	-0.04

	toluene degradation V (aerobic) (via toluene-cis-diol)
	0.00
	0.04
	0.00
	-0.04

	succinate fermentation to butanoate
	0.00
	0.04
	0.00
	-0.04

	myo-inositol degradation I
	0.00
	0.05
	0.01
	-0.05

	purine nucleobases degradation I (anaerobic)
	0.00
	0.07
	0.00
	-0.07

	3-phenylpropanoate degradation
	0.00
	0.07
	0.00
	-0.07

	superpathway of UDP-N-acetylglucosamine-derived O-antigen building blocks biosynthesis
	0.15
	0.22
	0.03
	-0.07

	superpathway of N-acetylglucosamine, N-acetylmannosamine and N-acetylneuraminate degradation
	0.00
	0.07
	0.01
	-0.07

	myo-, chiro- and scillo-inositol degradation
	0.00
	0.07
	0.01
	-0.07

	L-glutamate degradation V (via hydroxyglutarate)
	0.00
	0.08
	0.01
	-0.08

	L-lysine biosynthesis III
	0.63
	0.72
	0.01
	-0.09

	superpathway of L-lysine, L-threonine and L-methionine biosynthesis I
	0.46
	0.56
	0.01
	-0.09

	aspartate superpathway
	0.44
	0.54
	0.02
	-0.10

	glutaryl-CoA degradation
	0.00
	0.10
	0.00
	-0.10

	anhydromuropeptides recycling
	0.46
	0.58
	0.03
	-0.12

	mannan degradation
	0.00
	0.12
	0.00
	-0.12

	superpathway of L-isoleucine biosynthesis I
	0.65
	0.79
	0.00
	-0.14

	superpathway of (R,R)-butanediol biosynthesis
	0.03
	0.17
	0.03
	-0.14

	L-lysine biosynthesis VI
	0.61
	0.75
	0.00
	-0.15

	thiazole biosynthesis I (E. coli)
	0.12
	0.28
	0.03
	-0.17

	superpathway of N-acetylneuraminate degradation
	0.01
	0.20
	0.01
	-0.20

	L-lysine biosynthesis I
	0.58
	0.78
	0.00
	-0.20

	heterolactic fermentation
	0.08
	0.34
	0.01
	-0.27

	NAD salvage pathway I
	0.34
	0.62
	0.00
	-0.28

	sucrose degradation IV (sucrose phosphorylase)
	0.08
	0.37
	0.01
	-0.29

	Bifidobacterium shunt
	0.09
	0.38
	0.01
	-0.29

	cis-vaccenate biosynthesis
	0.72
	1.02
	0.00
	-0.30

	pyrimidine deoxyribonucleotides de novo biosynthesis II
	0.29
	0.59
	0.00
	-0.30

	galactose degradation I (Leloir pathway)
	0.12
	0.43
	0.00
	-0.31

	peptidoglycan maturation (meso-diaminopimelate containing)
	0.16
	0.47
	0.00
	-0.32

	glycolysis I (from glucose 6-phosphate)
	0.51
	0.83
	0.01
	-0.32

	pentose phosphate pathway (non-oxidative branch)
	0.95
	1.27
	0.03
	-0.32

	glycolysis II (from fructose 6-phosphate)
	0.47
	0.83
	0.01
	-0.36

	N10-formyl-tetrahydrofolate biosynthesis
	0.32
	0.70
	0.01
	-0.38

	homolactic fermentation
	0.34
	0.72
	0.00
	-0.38

	polyisoprenoid biosynthesis (E. coli)
	0.50
	0.89
	0.01
	-0.39

	5-aminoimidazole ribonucleotide biosynthesis I
	0.65
	1.04
	0.00
	-0.39

	5-aminoimidazole ribonucleotide biosynthesis II
	0.64
	1.05
	0.00
	-0.41

	superpathway of 5-aminoimidazole ribonucleotide biosynthesis
	0.64
	1.05
	0.00
	-0.41

	coenzyme A biosynthesis I
	0.50
	0.94
	0.00
	-0.44

	superpathway of L-threonine biosynthesis
	0.58
	1.06
	0.00
	-0.47

	adenosine deoxyribonucleotides de novo biosynthesis II
	0.64
	1.11
	0.01
	-0.47

	guanosine deoxyribonucleotides de novo biosynthesis II
	0.64
	1.11
	0.01
	-0.47

	UDP-N-acetyl-D-glucosamine biosynthesis I
	0.52
	1.01
	0.00
	-0.49

	adenosine ribonucleotides de novo biosynthesis
	0.73
	1.22
	0.00
	-0.49

	superpathway of adenosine nucleotides de novo biosynthesis II
	0.68
	1.17
	0.01
	-0.49

	superpathway of adenosine nucleotides de novo biosynthesis I
	0.72
	1.22
	0.00
	-0.50

	superpathway of aromatic amino acid biosynthesis
	0.56
	1.07
	0.00
	-0.50

	inosine-5'-phosphate biosynthesis I
	0.50
	1.01
	0.00
	-0.50

	chorismate biosynthesis from 3-dehydroquinate
	0.53
	1.04
	0.00
	-0.51

	methylerythritol phosphate pathway I
	0.51
	1.02
	0.00
	-0.51

	methylerythritol phosphate pathway II
	0.51
	1.02
	0.00
	-0.51

	peptidoglycan biosynthesis I (meso-diaminopimelate containing)
	0.51
	1.03
	0.00
	-0.52

	chorismate biosynthesis I
	0.53
	1.05
	0.00
	-0.52

	UDP-N-acetylmuramoyl-pentapeptide biosynthesis I (meso-diaminopimelate containing)
	0.51
	1.03
	0.00
	-0.52

	peptidoglycan biosynthesis III (mycobacteria)
	0.50
	1.02
	0.00
	-0.52

	CDP-diacylglycerol biosynthesis I
	0.68
	1.20
	0.00
	-0.53

	CDP-diacylglycerol biosynthesis II
	0.68
	1.20
	0.00
	-0.53

	pentose phosphate pathway
	0.47
	1.00
	0.00
	-0.53

	UDP-N-acetylmuramoyl-pentapeptide biosynthesis II (lysine-containing)
	0.49
	1.03
	0.00
	-0.53

	phosphatidylglycerol biosynthesis I (plastidic)
	0.61
	1.15
	0.00
	-0.54

	phosphatidylglycerol biosynthesis II (non-plastidic)
	0.61
	1.15
	0.00
	-0.54

	guanosine ribonucleotides de novo biosynthesis
	0.54
	1.09
	0.00
	-0.54

	superpathway of phospholipid biosynthesis I (bacteria)
	0.64
	1.18
	0.00
	-0.55

	purine ribonucleosides degradation
	0.31
	0.86
	0.00
	-0.55

	pyrimidine deoxyribonucleosides salvage
	0.28
	0.83
	0.00
	-0.55

	superpathway of L-aspartate and L-asparagine biosynthesis
	0.25
	0.81
	0.01
	-0.56

	UMP biosynthesis
	0.59
	1.16
	0.00
	-0.57

	superpathway of purine deoxyribonucleosides degradation
	0.26
	0.83
	0.00
	-0.57

	superpathway of geranylgeranyl diphosphate biosynthesis II (via MEP)
	0.42
	1.00
	0.00
	-0.57

	sucrose degradation III (sucrose invertase)
	0.27
	0.85
	0.00
	-0.58

	adenine and adenosine salvage III
	0.33
	0.91
	0.00
	-0.58

	tRNA charging
	0.44
	1.02
	0.00
	-0.59

	glycolysis III (from glucose)
	0.46
	1.10
	0.00
	-0.63

	glycogen degradation I (bacterial)
	0.14
	0.79
	0.00
	-0.65

	L-lysine biosynthesis II
	0.07
	0.73
	0.00
	-0.66

	superpathway of pyrimidine deoxyribonucleosides degradation
	0.16
	0.82
	0.00
	-0.66

	taxadiene biosynthesis (engineered)
	0.25
	0.92
	0.00
	-0.67

	pyruvate fermentation to acetate and lactate II
	0.30
	0.98
	0.01
	-0.68

	glycogen biosynthesis I (from ADP-D-Glucose)
	0.35
	1.05
	0.00
	-0.69

	superpathway of pyrimidine nucleobases salvage
	0.56
	1.29
	0.00
	-0.73

	starch degradation V
	0.12
	1.05
	0.00
	-0.94

	acetylene degradation
	0.09
	1.15
	0.00
	-1.06




