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Supplementary Figure S1. Mean kingdom-level taxonomic composition of goat manure (GM), maize rhizosphere soil (RS) and control soil (CR). Bars show bacterial, archaeal, viral, eukaryotic and unresolved assignments. Values were calculated from compartment means.
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Supplementary Figure S2. Bray-Curtis principal coordinate analysis of genus-level microbial composition in goat manure (GM), maize rhizosphere soil (RS) and control soil (CR). Each point represents one composite sample; axis labels show the percentage of variation explained.
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Supplementary Figure S3. Mean CAZy level 2 composition in goat manure (GM), maize rhizosphere soil (RS) and control soil (CR). The codes used in the figure are defined in Supplementary Table S4. 
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Supplementary Figure S4. Shared prevalent EC-resolved CAZy features across goat manure (GM), maize rhizosphere soil (RS), and control soil (CR). Features were considered prevalent when detected at relative abundance ≥ 1 x 10-5 in all three samples within a compartment. Values are mutually exclusive Venn regions; the central value represents features shared across all compartments.


Supplementary Table S1. Harmonised physicochemical properties of maize rhizosphere soil (RS), control soil (CR) and goat manure (GM). Values are mean ± SD (n = 3). Exact p values are from two-sided permutation tests comparing RS and CR only. Soil N and P are reported in mg kg-1, whereas manure N, P and K are reported as percentage dry weight.
	Physicochemical parameter
	RS
	CR
	GM
	Exact p 
(RS vs CR)

	pH
	6.45 ± 0.03
	7.35 ± 0.01
	7.96 ± 0.13
	0.10

	Moisture content (%)
	3.03 ± 0.07
	2.42 ± 0.08
	5.00 ± 0.12
	0.10

	Total N
	638.79 ± 5.79 mg kg-1
	592.90 ± 3.30 mg kg-1
	2.37 ± 0.16% dry wt
	0.10

	P
	137.00 ± 6.24 mg kg-1
	117.67 ± 4.73 mg kg-1
	0.637 ± 0.025% dry wt
	0.10

	K
	6.40 ± 0.70% dry wt
	6.43 ± 0.29% dry wt
	0.517 ± 0.049% dry wt
	1.00



Supplementary Table S2. General information on the metagenomics sequence dataset.
	

	GM
	RS
	CR

	Total length (bp)
	1 062 467 409
	1 287 976 565
	864 830 656

	Scaftigs number
	974 284
	1 341 264
	1 095 425

	Average length (bp)
	1 092,59
	959,62
	789,81

	Max length (bp)
	444 598
	241 584
	65 101

	Raw base (G)
	13,22
	18,32
	18,85

	Clean base (G)
	13,20
	18,24
	18,77

	Clean Q20 (%)
	99,35
	99,06
	99,13

	Clean Q30 (%)
	97,27
	96,22
	96,58

	% GC
	47,12
	66,97
	67,04




Supplementary Table S3. Shared genera detected in goat manure (GM), maize rhizosphere (RS) and control samples (CR)
	Genus
	Mean Relative Abundance GM
	Mean Relative Abundance RS
	Mean Relative Abundance CR

	Acidiphilium
	0,000330614
	9,55099E-05
	9,74233E-05

	Actinomyces
	7,9973E-05
	6,36881E-05
	0,000103389

	Actinospica
	1,09217E-05
	0,000275447
	0,000140733

	Algoriphagus
	3,26574E-05
	1,40747E-05
	1,50768E-05

	Alicyclobacillus
	3,59184E-05
	0,000118928
	9,0194E-05

	Anatilimnocola
	3,60146E-05
	2,47851E-05
	5,68236E-05

	Aneurinibacillus
	2,41746E-05
	1,1907E-05
	1,32202E-05

	Arthrobacter
	0,000216486
	0,001888252
	0,001774116

	Azospirillum
	0,000290242
	0,000628721
	0,000779445

	Bacillus
	0,003214192
	8,75521E-05
	0,000134326

	Bifidobacterium
	0,000526498
	2,77065E-05
	2,92248E-05

	Bordetella
	2,68051E-05
	3,32231E-05
	3,26765E-05

	Brachybacterium
	3,05964E-05
	2,35496E-05
	2,89301E-05

	Bradyrhizobium
	0,001161565
	0,018155673
	0,016031847

	Brevibacillus
	8,02904E-05
	4,75364E-05
	4,74124E-05

	Brevibacterium
	2,45083E-05
	2,55509E-05
	2,3431E-05

	Burkholderia
	1,85513E-05
	0,000122329
	9,94134E-05

	Chitinophaga
	5,73201E-05
	2,77366E-05
	2,94891E-05

	Clostridium
	0,024599139
	2,57721E-05
	2,76292E-05

	Cohnella
	0,000279788
	4,14504E-05
	4,39962E-05

	Comamonas
	0,000213118
	1,45126E-05
	1,27403E-05

	Corallococcus
	0,00013646
	0,000100838
	0,000149338

	Corynebacterium
	0,000421604
	2,17385E-05
	2,4465E-05

	Deinococcus
	2,57481E-05
	0,00029282
	0,000295772

	Demequina
	1,58191E-05
	3,46695E-05
	3,4517E-05

	Desulfofundulus
	1,79015E-05
	1,59064E-05
	2,14413E-05

	Desulfovibrio
	0,000508232
	2,2945E-05
	2,90783E-05

	Escherichia
	0,003151166
	2,40464E-05
	2,74301E-05

	Flavobacterium
	0,000259297
	2,26468E-05
	2,63043E-05

	Gemmata
	3,89179E-05
	0,0001089
	0,000181626

	Geobacter
	2,30293E-05
	3,80419E-05
	3,76711E-05

	Geomonas
	1,38775E-05
	4,61275E-05
	3,71799E-05

	Gimesia
	3,54288E-05
	1,79301E-05
	1,84548E-05

	Halomonas
	1,46554E-05
	4,09312E-05
	5,10888E-05

	Hymenobacter
	0,000175545
	8,67299E-05
	8,28509E-05

	Klebsiella
	0,00020565
	2,01637E-05
	2,94121E-05

	Lacipirellula
	2,37195E-05
	1,47245E-05
	4,33752E-05

	Legionella
	1,68177E-05
	2,17347E-05
	1,96354E-05

	Leptospira
	2,71447E-05
	5,64824E-05
	8,4201E-05

	Luteolibacter
	3,92363E-05
	1,99643E-05
	1,91934E-05

	Mesorhizobium
	2,3892E-05
	0,001135235
	0,001710773

	Methanosarcina
	0,000158979
	2,49813E-05
	2,5369E-05

	Methylobacterium
	0,000255017
	0,000519527
	0,00121964

	Microbacterium
	9,04405E-05
	0,000707206
	0,001945084

	Moorella
	9,02073E-05
	3,10092E-05
	2,4107E-05

	Mucilaginibacter
	6,10097E-05
	3,72577E-05
	2,84213E-05

	Mycobacterium
	5,188E-05
	0,005382525
	0,005373718

	Mycobacteroides
	0,000114301
	9,34339E-05
	0,000173918

	Neobacillus
	0,000174383
	2,95504E-05
	2,48419E-05

	Nocardioides
	4,20219E-05
	0,022064893
	0,034623222

	Novosphingobium
	2,34884E-05
	9,45852E-05
	0,000102742

	Paenibacillus
	0,003410359
	0,000355608
	0,000351442

	Paludisphaera
	1,34407E-05
	0,000139526
	0,000182891

	Paraburkholderia
	1,46442E-05
	0,000204508
	0,000168866

	Pedobacter
	0,000109805
	1,80305E-05
	2,23197E-05

	Pelotomaculum
	0,000109464
	1,78459E-05
	1,6313E-05

	Pontibacter
	2,98479E-05
	2,87667E-05
	3,32291E-05

	Priestia
	0,000162993
	0,000134105
	0,000100529

	Prosthecobacter
	2,0285E-05
	2,26604E-05
	1,99403E-05

	Pseudomonas
	0,000133073
	0,000229677
	0,000231205

	Rhizobium
	2,10235E-05
	0,000182449
	0,000183492

	Sphingomonas
	2,9265E-05
	0,012141924
	0,014046822

	Staphylococcus
	0,000241527
	1,28653E-05
	3,15813E-05

	Stenotrophomonas
	1,34066E-05
	2,60064E-05
	3,6838E-05

	Streptomyces
	0,000201756
	0,010015108
	0,008729751

	Symbiobacterium
	1,78261E-05
	1,75843E-05
	1,92931E-05

	Tautonia
	1,65313E-05
	0,00016294
	0,000257108

	Tetrasphaera
	1,29408E-05
	0,000372589
	0,000200466

	Tumebacillus
	1,5296E-05
	2,26029E-05
	2,06345E-05

	Vibrio
	0,000243236
	1,57613E-05
	1,63965E-05






Supplementary Table S4. The codes and feature names of the CAZy level 2 features with the highest prevalence, plotted in Supplementary Figure S5.
	Feature
	Typical substrate/process

	GT2
	Broad glycan assembly; cell-envelope/exopolysaccharide biosynthesis

	GT4
	Polysaccharide, glycolipid and cell-surface glycan biosynthesis

	GH13
	Starch/glycogen degradation and α-glucan turnover

	CBM50
	Binding to peptidoglycan and/or chitin

	GT1
	Transfer of sugars to small molecules, lipids or secondary metabolites

	GH28
	Pectin degradation

	GH3
	Cellulose/hemicellulose oligosaccharide turnover

	GH5
	Cellulose and hemicellulose degradation

	GH23
	Peptidoglycan hydrolysis

	CBM48
	Binding to α-glucans such as glycogen and starch

	GT51
	Bacterial cell-wall biosynthesis

	GH43
	Hemicellulose and arabinoxylan degradation

	GH1
	Hydrolysis of β-glucosides and related oligosaccharides

	GT119
	Probable glycan/cell-envelope biosynthesis

	GH2
	Degradation of diverse oligosaccharides including galactans and mannans

	CBM13
	Binding to galactose-containing and other complex carbohydrates

	CBM2
	Binding to structural plant polysaccharides

	CE8
	De-esterification of pectin

	GH15
	Starch degradation to glucose

	GH35
	Galactan/galactoside degradation

	GT35
	Glycogen/starch metabolism

	GT47
	Complex glycan biosynthesis

	GH6
	Cellulose degradation

	GT9
	Cell-surface glycan/glycoconjugate biosynthesis

	CE4
	Deacetylation of structural polysaccharides

	GT28
	Glycoconjugate or cell-envelope glycan biosynthesis

	GH47
	Processing of mannose-rich glycans

	GH34
	Hydrolysis of α-galactosides

	GH77
	Remodelling of starch/glycogen

	CBM32
	Binding to host- or plant-associated glycans

	GH31
	α-Glucan and related oligosaccharide turnover

	CE9
	Deacetylation of amino-sugar-containing substrates

	GT19
	Cell-surface glycan or peptidoglycan-associated biosynthesis

	GH38
	Mannose-containing glycan degradation

	GT5
	α-Glucan biosynthesis/storage metabolism



Supplementary Table S5. The codes and feature names of the 20 EC-level features with the highest prevalence, plotted in Figure 8.
	Plot code
	EC number
	Feature name

	E01
	EC 2.4.1.-
	Hexosyltransferases

	E02
	EC 2.4.1.157
	UDP-Glc: 1,2-diacylglycerol 3-glucosyltransferase

	E03
	EC 2.4.1.-
	N-acetylgalactosaminyltransferase

	E04
	EC 2.4.1.-
	GDP-Man alpha-mannosyltransferase

	E05
	EC 2.4.1.-
	DTDP-L-Rha: alpha-L-rhamnosyltransferase

	E06
	EC 2.4.1.17
	UDP-GlcA: beta-glucuronosyltransferase

	E07
	EC 2.4.1.-
	[inverting] beta-1,6-glucosyltransferase

	E08
	EC 2.4.1.-
	UDP-Glc: beta-glucosyltransferase

	E09
	EC 2.4.1.225
	UDP-GlcA: N-acetylglucosaminyl-proteoglycan beta-1,4-glucuronosyltransferase

	E10
	EC 2.4.1.-
	beta-1,3-N-acetylglucosaminyltransferase

	E11
	EC 2.4.1.-
	[inverting] UDP-Glc: protein O-beta-glucosyltransferase

	E12
	EC 2.4.1.34
	UDP-Glc: beta-1,3-glucan synthase _ callose synthase

	E13
	EC 2.4.1.-
	beta-1,3-glucosyltransferase

	E14
	EC 2.4.1.-
	beta-1,3-galactosyltransferase

	E15
	EC 2.4.1.226
	UDP-GlcA: N-acetylgalactosaminyl-proteoglycan beta-1,3-glucuronosyltransferase

	E16
	EC 2.4.1.-
	UDP-GalNAc: beta-1,3-N-acetylgalactosaminyltrasferase

	E17
	EC 2.4.1.289
	DTDP-L-Rha: N-acetylglucosaminyl-PP-decaprenol alpha-1,3-L-rhamnosyltransferase

	E18
	EC 2.4.1.175
	UDP-GalNAc: beta-1,3-glucuronyl-N-acetylgalactosaminyl-proteoglycan beta-1,4-N-acetylgalactosaminyltransferase

	E19
	EC 2.4.1.-
	UDP-Gal: alpha-GlcNAc-PP-lipid beta-1,3-galactosyltransferase

	E20
	EC 2.4.1.-
	UDP-Glc : GalNAc-PP-Und beta-1,3-glucosyltransferase
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Supplementary Table S6. Shared CAZy features across maize rhizosphere (RS), goat manure (GM), and control soil (CR) samples.
	CAZy EC level feature
	Mean Relative Abundance RS
	Mean Relative Abundance GM
	Mean Relative Abundance CR

	Hexosyltransferases (EC 2.4.1.-)
	0,008779185
	0,006205396
	0,008726

	UDP-Glc: 1,2-diacylglycerol 3-glucosyltransferase (EC 2.4.1.157)
	0,007803682
	0,005562277
	0,007558

	N-acetylgalactosaminyltransferase (EC 2.4.1.-)
	0,007583299
	0,005252717
	0,007343

	GDP-Man alpha-mannosyltransferase (EC 2.4.1.-)
	0,007581264
	0,005249341
	0,00734

	DTDP-L-Rha: alpha-L-rhamnosyltransferase (EC 2.4.1.-)
	0,005127616
	0,003797865
	0,00514

	UDP-GlcA: beta-glucuronosyltransferase (EC 2.4.1.17)
	0,005126984
	0,003795579
	0,005138

	[inverting] beta-1,6-glucosyltransferase (EC 2.4.1.-)
	0,005125802
	0,003795579
	0,005138

	UDP-Glc: beta-glucosyltransferase (EC 2.4.1.-)
	0,005125802
	0,003795579
	0,005138

	UDP-GlcA: N-acetylglucosaminyl-proteoglycan beta-1,4-glucuronosyltransferase (EC 2.4.1.225)
	0,004492158
	0,003533076
	0,004422

	beta-1,3-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,004357798
	0,00345353
	0,004228

	[inverting] UDP-Glc: protein O-beta-glucosyltransferase (EC 2.4.1.-)
	0,004252681
	0,003336604
	0,004133

	UDP-Glc: beta-1,3-glucan synthase _ callose synthase (EC 2.4.1.34)
	0,004233919
	0,003306108
	0,004106

	UDP-GalNAc: beta-1,3-N-acetylgalactosaminyltrasferase (EC 2.4.1.-)
	0,004238191
	0,003297551
	0,004108

	beta-1,3-galactosyltransferase (EC 2.4.1.-)
	0,004238191
	0,003297551
	0,004108

	beta-1,3-glucosyltransferase (EC 2.4.1.-)
	0,004238191
	0,003297551
	0,004108

	UDP-GlcA: N-acetylgalactosaminyl-proteoglycan beta-1,3-glucuronosyltransferase (EC 2.4.1.226)
	0,004238191
	0,003297551
	0,004108

	DTDP-L-Rha: N-acetylglucosaminyl-PP-decaprenol alpha-1,3-L-rhamnosyltransferase (EC 2.4.1.289)
	0,004225881
	0,003302201
	0,00409

	UDP-GalNAc: beta-1,3-glucuronyl-N-acetylgalactosaminyl-proteoglycan beta-1,4-N-acetylgalactosaminyltransferase (EC 2.4.1.175)
	0,0042241
	0,003296545
	0,004091

	GDP-beta-L-Fuc : D-Glc-beta-1,3-D-GalNAc-PP-Ph alpha-1,4-L-fucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	[inverting] UDP-GlcNAc: teichoic acid beta-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Chitin transglycosylase (EC 2.4.1.16)
	0,004222065
	0,003293169
	0,004088

	[inverting] UDP-GlcNAc: [chitooligosaccharide] beta-1,4-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-GlcA: [hyaluronan] beta-1,4-glucuronyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	[inverting] GDP-Man: beta-mannan beta-1,4-mannosyltransferase _ glucomannan synthase (EC 2.4.1.32)
	0,004222065
	0,003293169
	0,004088

	GDP-Man: Dol-P beta-mannosyltransferase (EC 2.4.1.83)
	0,004222065
	0,003293169
	0,004088

	LOS beta-1,4-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	alpha-1,3-rhamnosyltransferase (unspecified donor) (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-GlcA: LOS beta-glucuronyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Xyloglucan beta-1,4-glucan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Hyaluronan synthase (EC 2.4.1.212)
	0,004222065
	0,003293169
	0,004088

	Chlorobactene beta-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	beta-1,4-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	beta-1,4-galactosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-GlcNAc: [hyaluronan] beta-1,3-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	beta-1,3-glucosyltransferase (EC 2.4.1.305)
	0,004222065
	0,003293169
	0,004088

	GDP-Man: beta-mannosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	beta-Man-P-decaprenol: alpha-1,6-mannooligosaccharide alpha-1,6-mannosyltransferase (EC 2.4.1.199)
	0,004222065
	0,003293169
	0,004088

	[inverting] UDP-Glc: glycocin S-beta-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	alpha-1,4-L-fucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-L-Arap-4N-formyl : undecaprenyl-P alpha-L-4N-formylarabinosyltransferase (EC 2.4.2.-)
	0,004222065
	0,003293169
	0,004088

	alpha-1,6-L-fucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	beta-1,3-1,4-glucan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	[inverting] dTDP-spectinose: beta-spectinosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Gal:queuosine beta-galactosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc: beta-1,4-glucan synthase _ cellulose synthase (UDP-forming) (EC 2.4.1.12)
	0,004222065
	0,003293169
	0,004088

	N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Staphyloxanthin beta-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc: dolichyl-phosphate beta-glucosyltransferase (EC 2.4.1.117)
	0,004222065
	0,003293169
	0,004088

	UDP-Gal: alpha-GlcNAc-PP-lipid beta-1,3-galactosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Alternating beta-1,3_4-N-acetylmannan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Poly-beta-1,6-N-acetylglucosamine synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc: bactoprenol beta-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Arabinoglucan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-GalNAc: undecaprenyl-P beta-N-acetylgalactosaminyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Mannuronan synthase (EC 2.4.1.33)
	0,004222065
	0,003293169
	0,004088

	UDP-Galf: [galactan] Galf-Galf-Rhalpha-GlcNAc-PP-decaprenol beta-1,5_1,6-galactofuranosyltransferase (EC 2.4.1.288)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc: teichoic acid beta-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	[inverting] glucomannan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Galf: rhamnopyranosyl-N-acetylglucosaminyl-PP-decaprenol beta-1,4_1,5-galactofuranosyltransferase (EC 2.4.1.287)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc : GalNAc-PP-Und beta-1,3-glucosyltransferase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	UDP-Glc: beta-1,6-glucan synthase (EC 2.4.1.-)
	0,004222065
	0,003293169
	0,004088

	Xylan beta-1,4-xylosidase (EC 3.2.1.37)
	0,002904686
	0,004276949
	0,003121

	beta-galactosidase (EC 3.2.1.23)
	0,00265427
	0,003792383
	0,003658

	Digalactosyldiacylglycerol synthase (EC 2.4.1.241)
	0,003780641
	0,00239956
	0,00361

	ADP-Glc glycogen synthase _ starch synthase (EC 2.4.1.21)
	0,003701623
	0,002349662
	0,003611

	beta-glucosidase (EC 3.2.1.21)
	0,002594313
	0,003418341
	0,003581

	GDP-Man: alpha-1,3-mannosyltransferase (EC 2.4.1.-)
	0,003691522
	0,002312868
	0,003581

	GDP-Man: Man2GlcNAc2-PP-dolichol alpha-1,6-mannosyltransferase (EC 2.4.1.257)
	0,003651508
	0,002299199
	0,003581

	alpha-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003649105
	0,002299074
	0,003554

	UDP-GlcNAc: alpha-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003695252
	0,002247924
	0,003552

	UDP-Gal alpha-galactosyltransferase (EC 2.4.1.-)
	0,003694797
	0,002247902
	0,002853

	UDP-Glc: LOS alpha-1,3-glucosyltransferase (EC 2.4.1.-)
	0,003694797
	0,002247902
	0,003443

	alpha-1,2-mannosyltransferase (EC 2.4.1.-)
	0,003560656
	0,002086749
	0,00344

	GDP-Man: Man3GlcNAc2-PP-dolichol_Man4GlcNAc2-PP-dolichol alpha-1,2-mannosyltransferase (EC 2.4.1.131)
	0,003558601
	0,002087309
	0,00344

	[retaining] UDP-GlcNAc: polypeptide alpha-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003558451
	0,002086646
	0,00344

	UDP-Glc: alpha-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086646
	0,00344

	GDP-Man: Man1GlcNAc2-PP-dolichol alpha-1,3-mannosyltransferase (EC 2.4.1.132)
	0,003558223
	0,002086623
	0,00344

	UDP-Glc: tetrahydrobiopterin alpha-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	GDP-Rha: alpha-1,3-rhamnosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	GDP-Man : alpha-1,4-mannosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-Glc:rhamnose alpha-1,3-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	alpha,alpha-trehalose phosphorylase (configuration-retaining) (EC 2.4.1.231)
	0,003558223
	0,002086623
	0,00344

	LPS alpha-1,6-galactosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	GDP-Man: cellobiosyl-PP-polyprenyl alpha-1,3-mannosyltransferase (EC 2.4.1.252)
	0,003558223
	0,002086623
	0,00344

	UDP-Glc: teichoic acid alpha-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	GDP-Man: glucosyl-3-phosphoglycerate 2-alpha-mannosyltransferase (EC 2.4.1.270)
	0,003558223
	0,002086623
	0,00344

	GDP-Man:queuosine alpha-mannosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Sucrose-phosphate synthase (EC 2.4.1.14)
	0,003558223
	0,002086623
	0,00344

	NDP-Glc: alpha-glucose alpha-glucosyltransferase _ a,alpha-trehalose synthase (EC 2.4.1.245)
	0,003558223
	0,002086623
	0,00344

	UDP-GlcNAc: teichoic acid alpha-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-GalNAc: N,N_-diacetylbacillosaminyl-PP-Und alpha-1,3-N-acetylgalactosaminyltransferase (EC 2.4.1.290)
	0,003558223
	0,002086623
	0,00344

	UDP-sulfoquinovose: sulfoquinovosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Phosphatidylinositol alpha-mannosyltransferase (EC 2.4.1.57)
	0,003558223
	0,002086623
	0,00344

	UDP-Gal: cellobiuronic acid-PPL alpha-galactosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-beta-L-Rha:beta-Glcp beta-1,4-L-rhamnosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-Xyl: tetrahydrobiopterin alpha-xylosyltransferase (EC 2.4.2.-)
	0,003558223
	0,002086623
	0,00344

	UDP-GlcA: pterin alpha-glucuronyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-GlcNAc: L-malate alpha-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	[retaining] dTDP-L-Rha: beta-L-rhamnosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	UDP-GlcNAc:rhamnose alpha-1,3-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	alpha-1,2-N-acetylgalactosaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Sucrose synthase (EC 2.4.1.13)
	0,003558223
	0,002086623
	0,00344

	Phosphatidylinositol N-acetylglucosaminyltransferase (EC 2.4.1.198)
	0,003558223
	0,002086623
	0,00344

	UDP-Glc: alpha-1,2-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	1L-myo-inositol-1-P alpha-N-acetylglucoaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	[retaining] UDP-GlcNAc: ribostamycin O-alpha-N-acetylglucosaminyltransferase (EC 2.4.1.285)
	0,003558223
	0,002086623
	0,00344

	ADP-Glc-dependent alpha-maltose-1-phosphate synthase (EC 2.4.1.342)
	0,003558223
	0,002086623
	0,00344

	[retaining] UDP-GlcNAc: 2-deoxystreptamine O-alpha-N-acetylglucosaminyltransferase (EC 2.4.1.283)
	0,003558223
	0,002086623
	0,00344

	[inverting] UDP-GlcNAc: selenophosphate beta-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Cholesterol alpha-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Diglucosyl diacylglycerol synthase (EC 2.4.1.208)
	0,003558223
	0,002086623
	0,00344

	EPS alpha-1,6-galactosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	Elongating UDP-Glc:alpha-1,6-glucosyltransferase (EC 2.4.1.-)
	0,003558223
	0,002086623
	0,00344

	alpha-xylosyltransferase (EC 2.4.2.-)
	0,003558223
	0,002086623
	0,0027

	alpha-L-arabinofuranosidase (EC 3.2.1.55)
	0,002017182
	0,003541175
	0,002723

	Endo-beta-1,4-xylanase (EC 3.2.1.8)
	0,002215233
	0,003063059
	0,002513

	alpha-glucosidase (EC 3.2.1.20)
	0,002316058
	0,002825074
	0,002193

	beta-N-acetylhexosaminidase (EC 3.2.1.52)
	0,001789819
	0,003108811
	0,002865

	alpha,alpha-trehalase (EC 3.2.1.28)
	0,00253108
	0,002285992
	0,00263

	[retaining] 4-alpha-glucanotransferase _ amylomaltase (EC 2.4.1.25)
	0,002025954
	0,002615319
	0,002406

	alpha-glucosyltransferase (EC 2.4.1.-)
	0,002061794
	0,002563082
	0,00234

	Glucodextranase (EC 3.2.1.70)
	0,002329213
	0,00220204
	0,002355

	[retaining] sucrose alpha-glucosidase (EC 3.2.1.48)
	0,002002434
	0,002484917
	0,002355

	[retaining] oligo-alpha-1,6-glucosidase (EC 3.2.1.10)
	0,002002434
	0,002484917
	0,002355

	Oligosaccharide alpha-4-glucosyltransferase (EC 2.4.1.161)
	0,002002434
	0,002484917
	0,001862

	Exo-beta-1,4-glucanase _ cellodextrinase (EC 3.2.1.74)
	0,002068846
	0,002145432
	0,002297

	Isoamylase (EC 3.2.1.68)
	0,002003682
	0,002192432
	0,002189

	[retaining] alpha-amylase (EC 3.2.1.1)
	0,00187361
	0,002239631
	0,002193

	[retaining] cyclomaltodextrinase (EC 3.2.1.54)
	0,001871672
	0,00223721
	0,002191

	[retaining] pullulanase (EC 3.2.1.41)
	0,001871672
	0,00223721
	0,002191

	[retaining] alpha-1,4-glucan branching enzyme (EC 2.4.1.18)
	0,001871672
	0,00223721
	0,002191

	[retaining] maltogenic alpha-amylase (EC 3.2.1.133)
	0,001871672
	0,00223721
	0,002191

	[retaining] maltohexaose-producing alpha-amylase (EC 3.2.1.98)
	0,00183432
	0,002189322
	0,002154

	Trehalose synthase _ maltose glucosylmutase (EC 5.4.99.16)
	0,00183432
	0,002189322
	0,002154

	[retaining] a,alpha-trehalose-6-phosphate hydrolase (EC 3.2.1.93)
	0,00183432
	0,002189322
	0,002154

	[retaining] sucrose phosphorylase (EC 2.4.1.7)
	0,00183432
	0,002189322
	0,002154

	Glucosylglycerate phosphorylase (EC 2.4.1.352)
	0,00183432
	0,002189322
	0,002154

	[retaining] maltooligosyltrehalose trehalohydrolase (EC 3.2.1.141)
	0,00183432
	0,002189322
	0,002154

	[retaining] maltopentaose-producing alpha-amylase (EC 3.2.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] maltotetraose-producing alpha-amylase (EC 3.2.1.60)
	0,00183432
	0,002189322
	0,002154

	[retaining] cyclic alpha-1,6-maltosyl-maltose hydrolase (EC 3.2.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] alpha-glucoside phosphorylase (EC 2.4.1.-)
	0,00183432
	0,002189322
	0,002154

	alpha-1,4-glucan: phosphate alpha-maltosyltransferase (EC 2.4.99.16)
	0,00183432
	0,002189322
	0,002154

	[retaining] maltotriose-producing alpha-amylase (EC 3.2.1.116)
	0,00183432
	0,002189322
	0,002154

	[retaining] neopullulanase (EC 3.2.1.135)
	0,00183432
	0,002189322
	0,002154

	Malto-oligosyltrehalose synthase (EC 5.4.99.15)
	0,00183432
	0,002189322
	0,002154

	[retaining] sucrose 6(F)-phosphate phosphorylase (EC 2.4.1.329)
	0,00183432
	0,002189322
	0,002154

	Palatinase (EC 3.2.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] cyclomaltodextrin glucanotransferase (EC 2.4.1.19)
	0,00183432
	0,002189322
	0,002154

	alpha-1,6-maltooligosyltransferase (EC 2.4.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] alpha-transglucosidase _ alpha-glucosyltransferase (EC 2.4.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] acarviosyltransferase (EC 2.4.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] alpha-maltosyltransferase (EC 2.4.1.-)
	0,00183432
	0,002189322
	0,002154

	[retaining] isomaltulose synthase _ sucrose isomerase _ sucrose glucosylmutase (EC 5.4.99.11)
	0,00183432
	0,002189322
	0,002154

	[retaining] glucosylglycerol phosphorylase (EC 2.4.1.359)
	0,00183432
	0,002189322
	0,002154

	[retaining] amylosucrase (EC 2.4.1.4)
	0,00183432
	0,002189322
	0,002154

	Lichenase _ endo-beta-1,3-1,4-glucanase (EC 3.2.1.73)
	0,00184023
	0,002082537
	0,002043

	Exo-beta-1,3-glucanase (EC 3.2.1.58)
	0,001813479
	0,00207477
	0,001968

	alpha-L-arabinopyranosidase (EC 3.2.1.-)
	0,001388753
	0,002484157
	0,001908

	beta-glucuronidase (EC 3.2.1.31)
	0,001377659
	0,002489009
	0,001463

	beta-glucosylceramidase (EC 3.2.1.45)
	0,001762847
	0,002081065
	0,001448

	beta-D-galactofuranosidase (EC 3.2.1.146)
	0,001358868
	0,002368055
	0,001521

	Endo-beta-1,3(4)-glucanase _ lichenase-laminarinase (EC 3.2.1.6)
	0,001545241
	0,001967006
	0,001648

	beta-mannosidase (EC 3.2.1.25)
	0,001435503
	0,001972345
	0,001588

	Chitosanase (EC 3.2.1.132)
	0,001416247
	0,001794359
	0,001476

	beta-1,3-xylosidase (EC 3.2.1.72)
	0,001022779
	0,001809994
	0,001446

	beta-D-fucosidase (EC 3.2.1.38)
	0,001094884
	0,001472309
	0,001104

	beta-1,2-glucosidase (EC 3.2.1.-)
	0,001077111
	0,001425777
	0,001161

	Protodioscin 26-O-beta-D-glucosidase (EC 3.2.1.186)
	0,001077111
	0,001425777
	0,001147

	Endo-beta-1,4-glucanase (EC 3.2.1.4)
	0,001233162
	0,001268949
	0,001147

	Lactase (EC 3.2.1.108)
	0,000768956
	0,001371714
	0,001282

	Peptidoglycan glycosyltransferase (EC 2.4.1.129)
	0,000928477
	0,001212041
	0,001275

	Exo-beta-1,4-glucosaminidase (EC 3.2.1.165)
	0,00056605
	0,001563901
	0,001275

	beta-galactosylceramidase (EC 3.2.1.46)
	0,001138071
	0,000965505
	0,00127

	beta-primeverosidase (EC 3.2.1.149)
	0,001128044
	0,000964047
	0,001005

	beta-rutinosidase _alpha-L-rhamnose-(1,6)-beta-D-glucosidase (EC 3.2.1.-)
	0,001128044
	0,000964047
	0,001135

	Cellobiohydrolase (EC 3.2.1.91)
	0,001059463
	0,00096472
	0,000841

	beta-1,3-galactosidase (EC 3.2.1.-)
	0,00047242
	0,001504955
	0,000662

	Endo-beta-1,3-glucanase _ laminarinase (EC 3.2.1.39)
	0,00106203
	0,000871752
	0,000997

	D-4,5-unsaturated beta-glucuronyl hydrolase (EC 3.2.1.-)
	0,000607923
	0,001182104
	0,000903

	Lysozyme (EC 3.2.1.17)
	0,000726008
	0,001035975
	0,000837

	Galacturonan alpha-1,4-galacturonidase (EC 3.2.1.67)
	0,000764473
	0,000958893
	0,000558

	Chitinase (EC 3.2.1.14)
	0,00081631
	0,000897711
	0,000763

	beta-1,6-glucosidase (EC 3.2.1.-)
	0,000605262
	0,001100364
	0,00105

	Xyloglucan-specific endo-beta-1,4-glucanase _ endo-xyloglucanase (EC 3.2.1.151)
	0,000902248
	0,000772928
	0,00105

	Exo-beta-1,3-1,4-glucanase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	Tomatinase beta-1,2-glucosidase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	beta-glycan phosphorylase (EC 2.4.1.-)
	0,00058749
	0,001053831
	0,00105

	Avenacinase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	Stevioside-beta-1,2-glucosidase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	MLG exo-beta-1,4-glucosidase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	Coniferin beta-glucosidase (EC 3.2.1.126)
	0,00058749
	0,001053831
	0,00105

	[retaining] xyloglucan-specific exo-beta-1,4-glucosidase (EC 3.2.1.-)
	0,00058749
	0,001053831
	0,00105

	[retaining] isoprimeverose-producing oligoxyloglucan hydrolase (EC 3.2.1.120)
	0,00058749
	0,001053831
	0,00105

	[retaining] beta-NAcetylglucosaminoside phosphorylase (EC 2.4.1.-)
	0,00058749
	0,001053831
	0,00105

	Exo-alpha-sialidase (EC 3.2.1.18)
	0,000712069
	0,00082577
	0,00105

	[retaining] arabinoxylan-specific endo-beta-1,4-xylanase (EC 3.2.1.-)
	0,000724987
	0,000803025
	0,00105

	Rhamnogalacturonan alpha-1,2-galacturonohydrolase (EC 3.2.1.173)
	0,000632664
	0,000816496
	0,00105

	Rhamnogalacturonase (EC 3.2.1.171)
	0,000632664
	0,000815575
	0,00105

	Endo-polygalacturonase (EC 3.2.1.15)
	0,000632664
	0,000815575
	0,00105

	Exo-poly-alpha-digalacturonosidase (EC 3.2.1.82)
	0,000632664
	0,000815575
	0,00105

	Xylogalacturonan hydrolase (EC 3.2.1.-)
	0,000632664
	0,000815575
	0,00105

	alpha-galactosidase (EC 3.2.1.22)
	0,000488099
	0,000930582
	0,00105

	C-glycosyltransferase (EC 2.4.-.-)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: protopanaxadiol-type ginsenoside 3-O-glucosyltransferase (EC 2.4.1.364)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: ecdysteroid beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	alpha-L-noviosyltransferase (EC 2.4.1.302)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: flavone 4_-O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: anthocyanin 3_-O-beta-glucosyltransferase (EC 2.4.1.238)
	0,000903881
	0,000507092
	0,00105

	UDP-Xyl: zeatin O-beta-xylosyltransferase (EC 2.4.2.40)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: N-hydroxythioamide S-beta-glucosyltransferase (EC 2.4.1.195)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: flavone-C-glucosytransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Xyl: gentisic acid O-beta-xylosyltransferase (EC 2.4.2.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: hydroxycinnamic acid O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	Anthocyanidin 3-O-glucosyltransferase (EC 2.4.1.115)
	0,000903881
	0,000507092
	0,00105

	UDP-L-Rha:flavonol alpha-L-rhamnosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: trans-zeatin O-beta-glucosyltransferase (EC 2.4.1.203)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-GlcA: [flavone] baicalein 7-O-beta-glucuronosyltransferase (EC 2.4.1.253)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: gallic acid 1-O-beta-glycosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	Pentosyltransferases (EC 2.4.2.-)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-GlcA: [flavone] luteolin 7-O-beta-glucuronosyltransferase (EC 2.4.1.189)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: 7-deoxyloganetic acid beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Gal: N-acylsphingosine 1-beta-galactosyltransferase (EC 2.4.1.47)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: anthocyanin 5-O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	alpha-L-rhodinosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Arap: flavone-C-arabinosytransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	Flavone 7-O-beta-glucosyltransferase (EC 2.4.1.81)
	0,000903881
	0,000507092
	0,00105

	Flavonol beta-3,O-glucosyltransferase (EC 2.4.1.91)
	0,000903881
	0,000507092
	0,00105

	Flavonol-3-O-glucoside L-rhamnosyltransferase (EC 2.4.1.159)
	0,000903881
	0,000507092
	0,00105

	TDP-D-desosamine: macrolide D-desosaminyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: benzoxazinoid beta-glucosyltransferase (EC 2.4.1.202)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: 3-O-glucosyl-protopanaxadiol-type ginsenoside 2__-O-glucosyltransferase (EC 2.4.1.365)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: flavanone 7-O-beta-glucosyltransferase (EC 2.4.1.185)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: flavonol 7-O-beta-glucosyltransferase (EC 2.4.1.237)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: cinnamate beta-glucosyltransferase (EC 2.4.1.177)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: geraniol O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: 7-deoxyloganetin beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: cinnamoyl O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: cis-zeatin O-beta-glucosyltransferase (EC 2.4.1.215)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-Glc: phenol beta-glucosyltransferase (EC 2.4.1.35)
	0,000903881
	0,000507092
	0,00105

	[inverting] UDP-GlcA: [flavone] scutellarein 7-O-beta-glucuronosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: flavonol-3-O-glucoside beta-1,2-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: 6-hydroxyflavone beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: resveratrol O-beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: --O-beta-glucosyltransferase (EC 2.4.1.286)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: zeaxanthin glucosyltransferase (EC 2.4.1.276)
	0,000903881
	0,000507092
	0,00105

	UDP-GlcA: (exopolysaccharide) beta-1,4-glucuronosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,00105

	UDP-Glc: stevioside beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000613

	UDP-Glc: steviolbioside beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000857

	UDP-Glc: steviol beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000816

	[inverting] UDP-Xyl: geranyl-beta-glucopyranoside beta-1,6-xylosyltransferase (EC 2.4.2.-)
	0,000903881
	0,000507092
	0,000602

	2-hydroxyflavanone C-glucosyltransferase (EC 2.4.1.360)
	0,000903881
	0,000507092
	0,000784

	UDP-GlcA: anthocyanin-3-O-glucoside beta-glucuronosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000784

	UDP-Glc: sinapate 1,O-beta-glucosyltransferase (EC 2.4.1.120)
	0,000903881
	0,000507092
	0,000784

	UDP-Glc: scopoletin beta-glucosyltransferase (EC 2.4.1.128)
	0,000903881
	0,000507092
	0,000784

	beta-olivosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000784

	Kaempferol 3-O-galactosyltransferase (EC 2.4.1.234)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: salicylic acid beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: sterol beta-1,3-glucosyltransferase (EC 2.4.1.173)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: p-hydroxymandelonitrile-O-glucosyltransferase (EC 2.4.1.85)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: limonoid beta-glucosyltransferase (EC 2.4.1.210)
	0,000903881
	0,000507092
	0,000587

	Indole-3-acetate beta-glucosyltransferase (EC 2.4.1.121)
	0,000903881
	0,000507092
	0,000587

	[inverting] TDP-L-Rha: alpha-L-rhamnosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000587

	[inverting] UDP-GlcA: flavone 7-O-beta-glucuronyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: 4-hydroxybenzoate 4,O-beta-glucosyltransferase (EC 2.4.1.194)
	0,000903881
	0,000507092
	0,000587

	UDP-Glc: oleandomycin beta-glucosyltransferase (EC 2.4.1.-)
	0,000903881
	0,000507092
	0,000587

	Isoflavone 7-O-glucosyltransferase (EC 2.4.1.170)
	0,000903881
	0,000507092
	0,000792

	Endo-beta-1,4-mannanase (EC 3.2.1.78)
	0,000721178
	0,000653769
	0,00077

	Glycyrrhizin beta-glucuronidase (EC 3.2.1.128)
	0,000300548
	0,001063232
	0,00073

	Peptidoglycan lytic transglycosylase _ peptidoglycan lyase (EC 4.2.2.29)
	0,000637262
	0,000700264
	0,00073

	Hesperidin 6-O-alpha-L-rhamnosyl-beta-glucosidase (EC 3.2.1.168)
	0,000693586
	0,000618175
	0,00065

	Endo-beta-1,6-glucanase (EC 3.2.1.75)
	0,000656194
	0,000639283
	0,000722

	Endo-beta-1,6-galactanase (EC 3.2.1.164)
	0,000656194
	0,000639283
	0,000716

	beta-galacturonidase (EC 3.2.1.-)
	0,000279334
	0,000999768
	0,000716

	Mannosylglycoprotein endo-beta-mannosidase (EC 3.2.1.152)
	0,000279334
	0,000999768
	0,000716

	beta-galacturonidase RGII specific (EC 3.2.1.-)
	0,000279334
	0,000999768
	0,000716

	Oligoxyloglucan reducing-end-specific cellobiohydrolase (EC 3.2.1.150)
	0,000644399
	0,000602747
	0,000716

	Glucomannan-specific endo-beta-1,4-glucanase (EC 3.2.1.-)
	0,000638425
	0,000592977
	0,000524

	Mannan exo-beta-1,4-mannosidase (EC 3.2.1.-)
	0,000638422
	0,000592101
	0,000679

	beta-1,3-mannanase (EC 3.2.1.-)
	0,000638422
	0,000592101
	0,000524

	Steryl beta-glucosidase (EC 3.2.1.104)
	0,000638422
	0,000592101
	0,000526

	Endoglycosylceramidase (EC 3.2.1.123)
	0,000638422
	0,000592101
	0,000517

	Exo-alpha-1,5-L-arabinofuranosidase (EC 3.2.1.-)
	0,000442231
	0,000757094
	0,000517

	alpha-1,3-L-arabinofuranosidase (EC 3.2.1.-)
	0,000440166
	0,000757186
	0,000517

	Exo-1,4-beta-xylosidase (EC 3.2.1.-)
	0,00043529
	0,000756163
	0,000517

	alpha-1,4-L-arabinofuranosidase (EC 3.2.1.-)
	0,00043529
	0,000756163
	0,000517

	Exo-beta-1,3-galactanase (EC 3.2.1.145)
	0,00043529
	0,000756163
	0,000301

	[inverting] endo-alpha-1,5-L-arabinanase (EC 3.2.1.99)
	0,00043529
	0,000756163
	0,000282

	alpha-1,2-L-arabinofuranosidase (EC 3.2.1.-)
	0,00043529
	0,000756163
	0,000282

	6-P-beta-glucosidase (EC 3.2.1.86)
	0,000621431
	0,000515264
	0,000282

	alpha-mannosidase (EC 3.2.1.24)
	0,000373379
	0,000660458
	0,000529

	Mannosyl-oligosaccharide alpha-1,2-mannosidase (EC 3.2.1.113)
	0,00041905
	0,000576341
	0,0006

	Acetylxylan esterase (EC 3.1.1.72)
	0,000426313
	0,000533327
	0,000442

	ABA-specific beta-glucosidase (EC 3.2.1.175)
	0,000517789
	0,000393252
	0,00056

	Mannosyl-glycoprotein endo-beta-N-acetylglucosaminidase (EC 3.2.1.96)
	0,000308294
	0,000563111
	0,00056

	6-P-beta-galactosidase (EC 3.2.1.85)
	0,000489622
	0,000371946
	0,00056

	Myrosinase (EC 3.2.1.147)
	0,000489622
	0,000371946
	0,00056

	DIMBOA beta-glucosidase (EC 3.2.1.182)
	0,000489622
	0,000371946
	0,00056

	Isoflavone 7-O-glucosyl beta-glucosidase (EC 3.2.1.-)
	0,000489622
	0,000371946
	0,00056

	[retaining] anthocyanin 5-O-glucosyltransferase _ 5-O-transglucosidase (EC 2.4.1.-)
	0,000489622
	0,000371946
	0,00056

	[retaining] anthocyanin 7-O-glucosyltransferase _ 7-O-transglucosidase (EC 2.4.1.-)
	0,000489622
	0,000371946
	0,00056

	[retaining] vicianin hydrolase (EC 3.2.1.119)
	0,000489622
	0,000371946
	0,00056

	[retaining] beta-transglucosidase (EC 2.4.1.-)
	0,000489622
	0,000371946
	0,00056

	Oleuropein beta-glucosidase (EC 3.2.1.206)
	0,000489622
	0,000371946
	0,00056

	Amygdalin beta-glucosidase (EC 3.2.1.117)
	0,000489622
	0,000371946
	0,00056

	3-a-(S)-strictosidine beta-glucosidase (EC 3.2.1.105)
	0,000489622
	0,000371946
	0,00056

	Prunasin beta-glucosidase (EC 3.2.1.118)
	0,000489622
	0,000371946
	0,00056

	0-26-avenacosidase (EC 3.2.1.188)
	0,000489622
	0,000371946
	0,00056

	Raucaffricine beta-glucosidase (EC 3.2.1.125)
	0,000489622
	0,000371946
	0,000392

	beta-acuminosidase _ beta-apiosyl beta-glucosidase _ furcatin hydrolase (EC 3.2.1.161)
	0,000489622
	0,000371946
	0,000438

	Pectin methylesterase (EC 3.1.1.11)
	0,000388938
	0,00045986
	0,000298

	beta-1,2-glucooligosaccharide:beta-glucosyltransferase (EC 2.4.1.391)
	0,000214995
	0,000542328
	0,000494

	Exo-beta-1,4-galactanase (EC 3.2.1.-)
	0,000193086
	0,000505187
	0,000306

	[retaining] beta-L-arabinopyranosidase _ beta-L-arabinosidase (EC 3.2.1.88)
	0,000183079
	0,000502393
	0,000276

	Acetylesterase (EC 3.1.1.6)
	0,000292749
	0,000378707
	0,000261

	[inverting] glucoamylase (EC 3.2.1.3)
	0,000508015
	0,000128177
	0,000368

	[retaining] alpha-1,4-glucan phosphorylase (EC 2.4.1.1)
	0,00026282
	0,000348585
	0,000201

	Peptidoglycan endo-beta-1,4-N-acetylglucosaminidase (EC 3.2.1.-)
	0,000244381
	0,000350858
	0,000273

	Mannosyl-1-phosphodiester alpha-1,P-mannosidase (EC 3.2.1.-)
	0,000205265
	0,000364863
	0,000335

	Mannosyl-oligosaccharide alpha-1,3-mannosidase (EC 3.2.1.-)
	0,000205265
	0,000364863
	0,000335

	alpha-N-acetylgalactosaminidase (EC 3.2.1.49)
	0,000144671
	0,000403943
	0,000335

	Peptidoglycan N-acetylglucosamine deacetylase (EC 3.5.1.104)
	0,000269831
	0,000275146
	0,000335

	Chitin deacetylase (EC 3.5.1.41)
	0,000269831
	0,000275146
	0,000335

	Chitin oligosaccharide deacetylase (EC 3.1.1.-)
	0,000269831
	0,000275146
	0,000335

	LPS deacetylase (EC 3.5.1.-)
	0,000269831
	0,000275146
	0,000335

	Poly-beta-1,6-N-acetylglucosamine deacetylase (EC 3.5.1.-)
	0,000269831
	0,000275146
	0,000232

	UDP-Xyl: xylan beta-1,4-xylosyltransferase (EC 2.4.2.-)
	0,000293156
	0,000249927
	0,000241

	Rhamnogalacturonan alpha-L-rhamnohydrolase (EC 3.2.1.174)
	0,000128758
	0,00041055
	0,000241

	alpha-L-rhamnosidase (EC 3.2.1.40)
	0,000128758
	0,00041055
	0,000257

	LPS beta-N-acetylglucosaminyltransferase (EC 2.4.1.56)
	0,000254115
	0,000284066
	0,000257

	Heptosyltransferase (EC 2.4.99.-)
	0,000253921
	0,000283388
	0,000257

	LPS alpha-1,6-heptosyltransferase (EC 2.4.99.-)
	0,000253921
	0,000283388
	0,000257

	LOS alpha-1,6-heptosyltransferase (EC 2.4.99.-)
	0,000253921
	0,000283388
	0,00023

	Monogalactosyldiacylglycerol synthase (EC 2.4.1.46)
	0,000222418
	0,000312936
	0,00023

	UDP-GlcNAc: undecaprenyldiphospho-muramoylpentapeptide beta-1,4-N-acetylglucosaminyltransferase (EC 2.4.1.227)
	0,000222418
	0,000312936
	0,00023

	Exo-alpha-1,3-glucanase _ alpha-1,3-glucosidase (EC 3.2.1.84)
	0,000196398
	0,000318946
	0,00023

	Xyloglucan beta-1,2-galactosyltransferase (EC 2.4.1.-)
	0,000270093
	0,000239907
	0,00023

	Glucomannan beta-1,2-galactosyltransferase (EC 2.4.1.-)
	0,000270093
	0,000239907
	0,000255

	alpha-1,3-L-arabinofuranosyltransferase (EC 2.4.2.-)
	0,000270093
	0,000239907
	0,000217

	Xylogalacturonan beta-1,3-xylosyltransferase (EC 2.4.2.41)
	0,000270093
	0,000239907
	0,000217

	Pectin beta-1,4-glucuronyltransferase (EC 2.4.1.-)
	0,000270093
	0,000239907
	0,00025

	Arabinan alpha-1,5-L-arabinofuranosyltransferase (EC 2.4.2.-)
	0,000270093
	0,000239907
	0,000218

	Xyloglucan beta-1,2-galacturonyltransferase (EC 2.4.1.-)
	0,000270093
	0,000239907
	0,000156

	Dextranase (EC 3.2.1.11)
	0,000169255
	0,000332398
	0,000201

	Sulfoquinovosidase (EC 3.2.1.199)
	0,000179973
	0,000317527
	0,000158

	[reducing end] exo-chitinase (EC 3.2.1.201)
	0,000208181
	0,000270054
	0,000158

	Lipid-A-disaccharide synthase (EC 2.4.1.182)
	0,00017863
	0,000296239
	0,000216

	[retaining] beta-1,3-glucanosyltransglucosidase (EC 2.4.1.-)
	0,000218579
	0,000250983
	0,000201

	UDP-Glc glycogen synthase _ starch synthase (EC 2.4.1.11)
	0,000159689
	0,000307741
	0,000201

	alpha-3-isomaltosyltransferase _ cycloalternan-forming enzyme (EC 2.4.1.387)
	0,000168114
	0,000295595
	0,000201

	[retaining] cycloalternan-specific alpha-1,3-glucosidase _ alpha-1,3-isomaltosidase (EC 3.2.1.204)
	0,000168114
	0,000295595
	0,000201

	alpha-xylosidase (EC 3.2.1.177)
	0,000168114
	0,000295595
	0,000201

	alpha-6-glucosyltransferase (EC 2.4.1.24)
	0,000168114
	0,000295595
	0,000201

	Exo-acting protein-alpha-N-acetylgalactosaminidase (EC 3.2.1.217)
	0,000168114
	0,000295595
	0,000201

	Mannosyl-oligosaccharide alpha-1,3-glucosidase (EC 3.2.1.207)
	0,000168114
	0,000295595
	0,000201

	Exo-alpha-1,4-galactosidase (EC 3.2.1.-)
	0,000168114
	0,000295595
	0,000206

	Exo-alpha-1,4-glucan lyase (EC 4.2.2.13)
	0,000168114
	0,000295595
	0,000188

	Mannosyl-oligosaccharide alpha-1,6-mannosidase _ exo-alpha-1,6-mannosidase (EC 3.2.1.163)
	0,000174083
	0,000279876
	0,00017

	N-acetylglucosamine-6-phosphate deacetylase (EC 3.5.1.25)
	0,000198347
	0,00024264
	0,000197

	Endo-beta-1,3-xylanase (EC 3.2.1.32)
	0,000155036
	0,000283302
	0,000183

	Pullulan synthase (EC 2.4.1.-)
	0,000155993
	0,000276105
	0,000183

	alpha-1,3-glucan synthase (EC 2.4.1.183)
	0,000155993
	0,000276105
	0,000183

	alpha-1,4-glucan synthase (EC 2.4.1.-)
	0,000155993
	0,000276105
	0,000183

	NDP-Glc: starch glucosyltransferase (EC 2.4.1.242)
	0,000155993
	0,000276105
	0,000204

	Isoflavone 7-O-glucosyl alpha-1,6-rhamnosidase (EC 3.2.1.-)
	0,000114468
	0,000302759
	0,000156

	Mannosyl-oligosaccharide alpha-1,3-1,6-mannosidase (EC 3.2.1.114)
	0,000169821
	0,000240044
	0,000186

	Mixed-linkage xylan-specific endo-beta-1,4-xylanase (cleaves glycosidic bond after beta-1,3-linkage) (EC 3.2.1.-)
	0,000141294
	0,000265183
	0,000138

	[inverting] oligosaccharide reducing-end xylanase (EC 3.2.1.156)
	0,00011808
	0,000276217
	0,000146

	alpha-L-fucosidase (EC 3.2.1.51)
	7,33544E-05
	0,000311134
	0,000222

	[inverting] UDP-Xyl: protein O-beta-xylosyltransferase (EC 2.4.2.-)
	0,000167183
	0,000204713
	0,000222

	UDP-Gal: beta-1,4-galactosyltransferase (EC 2.4.1.-)
	0,000210009
	0,000137223
	0,000222

	Dolichyldiphosphooligosaccharide-protein oligosaccharyltransferase (EC 2.4.1.119)
	0,000169842
	0,000167615
	0,000222

	Dolichyl-diphosphooligosaccharide—protein glycotransferase (EC 2.4.99.18)
	0,000169842
	0,000167615
	0,000222

	Undecaprenyl-diphosphooligosaccharide--protein glycotransferase (EC 2.4.99.19)
	0,000169842
	0,000167615
	0,000182

	alpha-L-galactosidase (EC 3.2.1.-)
	6,19553E-05
	0,000274791
	0,000263

	alpha-1,2-L-fucosidase (EC 3.2.1.63)
	6,19553E-05
	0,000274791
	0,000195

	Endo-alpha-L-rhamnosidase (EC 3.2.1.-)
	0,000259683
	6,86085E-05
	0,000195

	3-O-alpha-D-galactosyl-alpha-L-arabinofuranosidase (EC 3.2.1.215)
	0,000259683
	6,86085E-05
	0,000124

	alpha-L-iduronidase (EC 3.2.1.76)
	0,000259683
	6,86085E-05
	0,000177

	3-O-beta-L-arabinopyranosyl-alpha-L-arabinofuranosidase (EC 3.2.1.-)
	0,000259683
	6,86085E-05
	0,000177

	Aryl alcohol oxidase (EC 1.1.3.7)
	0,000184763
	0,000142312
	0,000177

	Alcohol oxidase (EC 1.1.3.13)
	0,000184763
	0,000142312
	0,000177

	Dol-P-Man: Man5GlcNAc2-PP-Dol alpha-1,3-mannosyltransferase (EC 2.4.1.258)
	0,000159572
	0,000165572
	0,000177

	Mycothiol S-conjugate amidase (EC 3.5.1.115)
	0,000191589
	0,000124731
	0,000177

	Chitin disaccharide deacetylase (RE) (EC 3.5.1.105)
	0,000191589
	0,000124731
	0,000177

	Chitin disaccharide deacetylase (NRE) (EC 3.5.1.136)
	0,000191589
	0,000124731
	0,000177

	N-acetylglucosaminylphosphatidylinositol deacetylase (EC 3.5.1.89)
	0,000191589
	0,000124731
	0,000177

	N-acetylglucosamine deacetylase (EC 3.5.1.33)
	0,000191589
	0,000124731
	0,000178

	Diacetylchitobiose deacetylase (EC 3.5.1.-)
	0,000191589
	0,000124731
	0,000178

	alpha-glucuronidase (EC 3.2.1.139)
	0,00013832
	0,000169484
	0,000178

	UDP-Glc: beta-1,4-glucosyltransferase (EC 2.4.1.-)
	0,000206562
	0,000100759
	0,000164

	UDP-ManNAc: beta-N-acetyl-mannosaminyltransferase (EC 2.4.1.-)
	0,000206562
	0,000100759
	7,67E-05

	UDP-ManNAcA: beta-N-acetyl mannosaminuronyltransferase (EC 2.4.1.-)
	0,000206562
	0,000100759
	0,000158

	UDP-Glc: protein alpha-glucosyltransferase (EC 2.4.1.-)
	9,09146E-05
	0,000212497
	0,000158

	alpha-1,4-N-acetylgalactosaminyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000158

	GDP-Man: inositol-phosphorylceramide alpha-mannosyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000158

	alpha-1,4-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000162

	[retaining] UDP-GlcNAc: inositol-phosphorylceramide alpha-1,2-N-acetylglucosaminyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000194

	GDP-Man: alpha-1,6-mannosyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000194

	UDP-Gal: beta-galactoside alpha-1,4-galactosyltransferase (EC 2.4.1.-)
	9,08995E-05
	0,000212497
	0,000194

	Blood group B alpha-1,3-galactosidase (EC 3.2.1.-)
	6,98912E-05
	0,000232205
	0,000194

	Hyaluronidase _ hyaluronoglucosaminidase (EC 3.2.1.35)
	0,00016113
	0,000139981
	0,000194

	UDP-Gal: myo-inositol 3-alpha-galactosyltransferase (EC 2.4.1.123)
	0,000136574
	0,000161278
	0,000194

	Chiro-inositol 1-alpha-galactosyltransferase _ fagopyritol synthase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000194

	UDP-Gal:glucoside alpha-1,3-galactosyltransferase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000194

	[retaining] UDP-Xyl: aDXylp-1,3-aDGlcp-O-Ser alpha-1,3-xylosyltransferase (EC 2.4.2.62)
	0,000136574
	0,000161278
	0,000194

	UDP-Glc: LPS alpha-glucosyltransferase (EC 2.4.1.58)
	0,000136574
	0,000161278
	0,000194

	alpha-1,3-galactosyltransferase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000194

	UDP-Xyl: beta-glucoside alpha-1,3-xylosyltransferase (EC 2.4.2.-)
	0,000136574
	0,000161278
	0,000194

	[retaining] glycogenin alpha-glucosyltransferase (EC 2.4.1.186)
	0,000136574
	0,000161278
	0,000209

	Homogalacturonan alpha-1,4-galacturonosyltransferase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000209

	UDP-GlcA: inositol phosphorylceramide alpha-glucuronosyltransferase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000141

	UDP-GlcA: xylan alpha-glucuronyltransferase (EC 2.4.1.-)
	0,000136574
	0,000161278
	0,000141

	LPS 3-alpha-galactosyltransferase (EC 2.4.1.44)
	0,000136574
	0,000161278
	0,000141

	Chitin exo-beta-1,4-N-acetylglucosaminidase (EC 3.2.1.-)
	0,00016832
	0,000129472
	0,000141

	Nod factor hydrolase (EC 3.2.1.-)
	0,00016832
	0,000129472
	0,000141

	Chitin exo-beta-1,4-N-acetylglucobiosaminidase (EC 3.2.1.200)
	0,00016832
	0,000129472
	0,000141

	Di-N-acetylchitobiase _ reducing-end exo-hexosaminidase (EC 3.2.1.-)
	0,00016832
	0,000129472
	0,000141

	Xylan endotransglycosylase (EC 2.4.2.-)
	8,65656E-05
	0,000210924
	0,000141

	Mixed-linkage xylan-specific endo-beta-1,4-xylanase (cleaves glycosidic bond preceding beta-1,3-linkage) (EC 3.2.1.-)
	8,65656E-05
	0,000210924
	0,000141

	Tomatinase beta-galactosidase (EC 3.2.1.-)
	8,65656E-05
	0,000210924
	0,000141

	Fucosylgalactoside 3-alpha-galactosyltransferase (EC 2.4.1.37)
	7,83479E-05
	0,000207724
	0,000141

	alpha-galactosaminidase (EC 3.2.1.-)
	6,96724E-05
	0,000215745
	0,000141

	Raffinose exo-alpha-1,6-galactosidase (EC 3.2.1.-)
	6,96724E-05
	0,000215745
	0,000129

	Raffinose synthase _ galactinol-sucrose galactosyltransferase (EC 2.4.1.82)
	6,96724E-05
	0,000215745
	0,00016

	Stachyose synthase _ galactinol-raffinose galactosyltransferase (EC 2.4.1.67)
	6,96724E-05
	0,000215745
	0,000159

	alpha-1,3-xylosyltransferase (EC 2.4.2.-)
	7,82611E-05
	0,000206315
	0,000159

	beta-L-arabinofuranosyltransferase (EC 2.4.2.-)
	7,82611E-05
	0,000206315
	0,000159

	Carboxylic ester hydrolase (EC 3.1.1.-)
	0,000126667
	0,000156864
	0,000159

	beta-agarase (EC 3.2.1.81)
	0,000157241
	0,000121783
	0,000159

	6-P-alpha-glucosidase (EC 3.2.1.122)
	0,000131809
	0,000143318
	0,000159

	UDP-GalA: RGI alpha-1,2-galacturonosyltransferase (EC 2.4.1.-)
	9,9844E-05
	0,000170717
	0,000159

	[retaining] beta-1,3-glucanase (EC 3.2.1.-)
	0,000154793
	0,000114084
	0,000159

	beta-N-acetyl-6-sulfo-glucosaminidase (EC 3.2.1.-)
	6,30381E-05
	0,000205581
	0,000159

	Lacto-N-biosidase (EC 3.2.1.140)
	6,60714E-05
	0,000202546
	0,000159

	[retaining] beta-porphyranase (EC 3.2.1.178)
	0,000153768
	0,00011177
	0,000159

	beta-1,6-N-acetylglucosaminidase (EC 3.2.1.-)
	6,46954E-05
	0,000200417
	0,000112

	Endo-beta-1,4-galactosidase (EC 3.2.1.-)
	0,000154044
	0,000108869
	0,000112

	beta-carrageenase (EC 3.2.1.-)
	0,000153666
	0,000108715
	0,000112

	alpha-carrageenase (EC 3.2.1.-)
	0,000153666
	0,000108715
	0,000112

	beta-transglycosidase (EC 2.4.1.-)
	0,000153666
	0,000108715
	0,000112

	kappa-carrageenase (EC 3.2.1.83)
	0,000153666
	0,000108715
	0,000112

	GlcNAc-alpha-1,4-Gal-releasing endo-beta-galactosidase (EC 3.2.1.-)
	0,000153666
	0,000108715
	0,000112

	Endo-beta-1,3-galactanase (EC 3.2.1.181)
	0,000153666
	0,000108715
	0,000131

	Keratan-sulfate endo-beta-1,4-galactosidase _ keratanase (EC 3.2.1.103)
	0,000153666
	0,000108715
	6,59E-05

	Chitin beta-1,3_1,6-glucanosyltransferase (EC 2.4.1.-)
	0,000153666
	0,000108715
	6,59E-05

	Xyloglucan:xyloglucosyl transferase (EC 2.4.1.207)
	0,000153666
	0,000108715
	0,0001

	Glycopeptide alpha-N-acetylgalactosaminidase (EC 3.2.1.97)
	0,000209233
	5,03147E-05
	0,0001

	Branched-dextran exo-alpha-1,2-glucosidase (EC 3.2.1.115)
	0,000175349
	7,1101E-05
	0,0001

	Kojibiose glucohydrolase (alpha-1,2-glucosidase) (configuration inverting) (EC 3.2.1.216)
	0,000175349
	7,1101E-05
	0,000119

	Maltose phosphorylase (EC 2.4.1.8)
	0,000175349
	7,1101E-05
	0,000156

	alpha,alpha-trehalose phosphorylase (EC 2.4.1.64)
	0,000175349
	7,1101E-05
	0,000156

	1,3-alpha-oligoglucan phosphorylase (EC 2.4.1.334)
	0,000175349
	7,1101E-05
	0,000156

	Kojibiose phosphorylase (EC 2.4.1.230)
	0,000175349
	7,1101E-05
	0,000156

	[inverting] 3-O-alpha-glucopyranosyl-L-rhamnose phosphorylase (EC 2.4.1.282)
	0,000175349
	7,1101E-05
	0,000156

	alpha-glucan phosphorylase (EC 2.4.1.-)
	0,000175349
	7,1101E-05
	0,000156

	[inverting] a,alpha-trehalose-6-phosphate phosphorylase (EC 2.4.1.216)
	0,000175349
	7,1101E-05
	0,000156

	alpha-glucosyl-1,2-beta-galactosyl-L-hydroxylysine alpha-glucosidase (EC 3.2.1.107)
	0,000175349
	7,1101E-05
	7,72E-05

	[inverting] nigerose phosphorylase (EC 2.4.1.279)
	0,000175349
	7,1101E-05
	8,93E-05

	1,2-alpha-glucosylglycerol phosphorylase (EC 2.4.1.332)
	0,000175349
	7,1101E-05
	0,000176

	Pyranose dehydrogenase (EC 1.1.99.29)
	0,000151723
	8,58932E-05
	8,93E-05

	Cellobiose dehydrogenase (EC 1.1.99.18)
	0,000151723
	8,58932E-05
	8,93E-05

	Oligosaccharide dehydrogenase (FAD) (EC 1.1.5.-)
	0,000151723
	8,58932E-05
	0,000102

	Glucose 1-oxidase (EC 1.1.3.4)
	0,000151723
	8,58932E-05
	7,7E-05

	Glucose 1-dehydrogenase (FAD, quinone) (EC 1.1.5.9)
	0,000151723
	8,58932E-05
	7,7E-05

	Pyranose:oxygen 2-oxidoreductase _ glucose 2-oxidase (EC 1.1.3.10)
	0,000151723
	8,58932E-05
	7,7E-05

	Ecdysone oxidase (EC 1.1.3.16)
	0,000151723
	8,58932E-05
	7,7E-05

	Glucuronosyl-N-acetylglucosaminyl-proteoglycan alpha-1,4-N-acetylglucosaminyltransferase (EC 2.4.1.224)
	0,000161556
	6,863E-05
	6,72E-05

	Glucuronyl-galactosyl-proteoglycan 4-alpha-N-acetylglucosaminyltransferase (EC 2.4.1.223)
	0,0001611
	6,863E-05
	6,4E-05

	beta-fructofuranosidase _ invertase (EC 3.2.1.26)
	6,83265E-05
	0,000155058
	6,47E-05

	UDP-beta-L-Rha: rhamnogalacturonan-I alpha-L-rhamnosyltransferase (EC 2.4.1.351)
	4,91177E-05
	0,000153391
	7,19E-05

	Pectin acetylesterase (EC 3.1.1.-)
	9,01524E-05
	0,000112084
	0,00011

	Rhamnogalacturonan acetylesterase (EC 3.1.1.86)
	9,01524E-05
	0,000112084
	0,00011

	alpha-1,3-L-galactosidase (EC 3.2.1.-)
	3,77861E-05
	0,000163847
	0,00011

	alpha-1,3-L-fucosidase (EC 3.2.1.111)
	3,77861E-05
	0,000163847
	0,00011

	alpha-1,4-L-fucosidase (EC 3.2.1.-)
	3,77861E-05
	0,000163847
	0,00011

	alpha-L-glucosidase (EC 3.2.1.-)
	3,77861E-05
	0,000163847
	0,00011

	alpha-1,6-L-fucosidase (EC 3.2.1.127)
	3,77861E-05
	0,000163847
	9,22E-05

	Inverting undecapenyl-diphospho-oligosaccharyl transferase (O-antigen ligase) (EC 2.4.99.-)
	5,86886E-05
	0,000142366
	9,22E-05

	[retaining] levansucrase _ sucrose:fructan 6-fructosyltransferase (6-SFT) (EC 2.4.1.10)
	5,11294E-05
	0,00014771
	0,000125

	Endo-alpha-1,6-mannanase (EC 3.2.1.101)
	0,000140409
	5,80292E-05
	0,000125

	[retaining] sucrose:sucrose 1F-fructosyltransferase (1-SST) (EC 2.4.1.99)
	5,04304E-05
	0,000147579
	0,000125

	Levan fructotransferase (DFA-IV-forming) (EC 4.2.2.16)
	5,04304E-05
	0,000147579
	0,000125

	Endo-levanase _ beta-2,6-fructanase (EC 3.2.1.65)
	5,04304E-05
	0,000147579
	0,000125

	Endo-inulinase (EC 3.2.1.7)
	5,04304E-05
	0,000147579
	7,15E-05

	[retaining] sucrose:sucrose 6-fructosyltransferase (6-SST) (EC 2.4.1.-)
	5,04304E-05
	0,000147579
	6,46E-05

	6-kestose beta-2,6-fructosidase (EC 3.2.1.-)
	5,04304E-05
	0,000147579
	5,46E-05

	[retaining] fructan 6-exohydrolase (6-FEH) _ 6-exo-levanase _ fructan beta-2,6-fructosidase (EC 3.2.1.154)
	5,04304E-05
	0,000147579
	0,000104

	[retaining] fructan 1-exohydrolase (1-FEH) _ 1-exo-inulinase _ fructan beta-2,1-fructosidase (EC 3.2.1.153)
	5,04304E-05
	0,000147579
	7,14E-05

	[retaining] fructan:fructan 1-fructosyltransferase (1-FFT) (EC 2.4.1.100)
	5,04304E-05
	0,000147579
	7,14E-05

	[retaining] beta-2,6-fructan 6-levanbiohydrolase (EC 3.2.1.64)
	5,04304E-05
	0,000147579
	7,14E-05

	[retaining] cycloinulo-oligosaccharide fructanotransferase (EC 2.4.1.-)
	5,04304E-05
	0,000147579
	5,29E-05

	[retaining] fructan:fructan 6-fructosyltransferase (6-FFT) (EC 2.4.1.243)
	5,04304E-05
	0,000147579
	6,82E-05

	Sucrose 6 acetate beta-2,1-fructosyltransferase (EC 2.4.1.-)
	5,04304E-05
	0,000147579
	5,2E-05

	Arabinoxylan exo-alpha-1,3-L-arabinofuranosidase (EC 3.2.1.-)
	5,82926E-05
	0,0001384
	5,2E-05

	Lignin peroxidase (EC 1.11.1.14)
	8,19251E-05
	0,000103314
	5,2E-05

	Cytochrome-c peroxidase (EC 1.11.1.5)
	8,19251E-05
	0,000103314
	5,2E-05

	Peroxidases (EC 1.11.1.-)
	8,19251E-05
	0,000103314
	5,2E-05

	Ascorbate peroxidase (EC 1.11.1.11)
	8,19251E-05
	0,000103314
	5,2E-05

	Manganese peroxidase (EC 1.11.1.13)
	8,19251E-05
	0,000103314
	5,2E-05

	Versatile peroxidase (EC 1.11.1.16)
	8,19251E-05
	0,000103314
	5,2E-05

	UDP-3-O-acyl N-acetylglucosamine deacetylase (EC 3.5.1.108)
	6,92251E-05
	0,000112969
	5,2E-05

	Trans-sialidase (EC 2.4.1.-)
	3,07921E-05
	0,000150194
	5,2E-05

	2-keto-3-deoxynononic acid hydrolase _ KDNase (EC 3.2.1.-)
	3,07921E-05
	0,000150194
	5,2E-05

	Kdo hydrolase (EC 3.2.1.124)
	3,07921E-05
	0,000150194
	5,2E-05

	Anhydrosialidase (EC 4.2.2.15)
	3,07921E-05
	0,000150194
	5,2E-05

	Galactomannan exo-alpha-1,6-galactosidase (EC 3.2.1.-)
	6,79771E-05
	0,000112578
	3,43E-05

	[retaining] isomalto-dextranase (EC 3.2.1.94)
	6,79771E-05
	0,000112578
	3,43E-05

	Galactan:galactan alpha-galactosyltransferase (EC 2.4.1.-)
	6,79771E-05
	0,000112578
	3,43E-05

	Peptidoglycan beta-N-acetylmuramidase (EC 3.2.1.92)
	6,54991E-05
	9,94415E-05
	3,43E-05

	Pectate lyase (EC 4.2.2.2)
	4,96089E-05
	0,000115052
	3,43E-05

	alpha-1,4-mannosidase (EC 3.2.1.-)
	3,54441E-05
	0,000124819
	6,63E-05

	Exo-polygalacturonate lyase (EC 4.2.2.9)
	4,98083E-05
	0,000107934
	3,64E-05

	beta-1,4-glucosyl-N-acetylglucosamine phosphorylase (EC 2.4.1.-)
	2,40518E-05
	0,000132988
	3,64E-05

	beta-1,4-glucosylgalactose phosphorylase (EC 2.4.1.-)
	2,40518E-05
	0,000132988
	3,64E-05

	Chitobiose phosphorylase (EC 2.4.1.280)
	2,40518E-05
	0,000132988
	3,64E-05

	3-O-beta-D-glucopyranosyl beta-D-glucuronide phosphorylase (EC 2.4.1.392)
	2,40518E-05
	0,000132988
	5,24E-05

	Laminaribiose phosphorylase (EC 2.4.1.31)
	2,40518E-05
	0,000132988
	9,6E-05

	Cellodextrin phosphorylase (EC 2.4.1.49)
	2,40518E-05
	0,000132988
	5,22E-05

	beta-1,2-oligoglucan phosphorylase (EC 2.4.1.333)
	2,40518E-05
	0,000132988
	4,84E-05

	Mixed-linkage beta-glucooligosaccharide phosphorylase (EC 2.4.1.-)
	2,40518E-05
	0,000132988
	3,73E-05

	Acholetin phosphorylase (EC 2.4.1.-)
	2,40518E-05
	0,000132988
	3,71E-05

	Cellobionic acid phosphorylase (EC 2.4.1.321)
	2,40518E-05
	0,000132988
	3,71E-05

	Cellobiose phosphorylase (EC 2.4.1.20)
	2,40518E-05
	0,000132988
	3,71E-05

	Solabiose phosphorylase (EC 2.4.1.389)
	2,40518E-05
	0,000132988
	3,71E-05

	Pectin lyase (EC 4.2.2.10)
	4,67373E-05
	0,000107078
	3,71E-05

	Endo-beta-1,4-glucanase (xanthanase) (EC 3.2.1.-)
	9,36296E-05
	5,89458E-05
	3,71E-05

	Baicalin beta-glucuronidase (EC 3.2.1.167)
	3,89865E-05
	0,000110646
	3,71E-05

	Trehalose-6-P phosphatase (EC 3.1.3.12)
	0,000118796
	2,63226E-05
	3,71E-05

	alpha,alpha-trehalose-6-phosphate synthase (UDP-forming) (EC 2.4.1.15)
	0,000118796
	2,63226E-05
	3,71E-05

	alpha,alpha-trehalose-6-phosphate synthase (GDP-forming) (EC 2.4.1.36)
	0,000118796
	2,63226E-05
	3,71E-05

	Glucosylglycerol-phosphate synthase (EC 2.4.1.213)
	0,000118796
	2,63226E-05
	3,71E-05

	[retaining] GDP-valeniol: validamine 7-phosphate valeniolyltransferase (EC 2.-.-.-)
	0,000118796
	2,63226E-05
	3,71E-05

	beta-L-arabinofuranosidase (EC 3.2.1.185)
	3,25003E-05
	0,000107257
	4,78E-05

	[inverting] CMP-beta-KDO: alpha-3-deoxy-D-manno-octulosonic-acid (KDO) transferase (EC 2.4.3.-)
	4,67063E-05
	9,11197E-05
	3,32E-05

	beta-1,3-oligomannan phosphorylase (EC 2.4.1.-)
	1,8225E-05
	0,000101195
	3,56E-05

	beta-1,2-mannobiose phosphorylase (EC 2.4.1.339)
	1,8225E-05
	0,000101195
	4,61E-05

	beta-1,2-oligomannan phosphorylase (EC 2.4.1.340)
	1,8225E-05
	0,000101195
	5,35E-05

	beta-1,4-mannooligosaccharide phosphorylase (EC 2.4.1.319)
	1,8225E-05
	0,000101195
	3,07E-05

	beta-1,2-mannosidase (EC 3.2.1.197)
	1,8225E-05
	0,000101195
	4,82E-05

	beta-1,4-mannosyl-N-acetyl-glucosamine phosphorylase (EC 2.4.1.320)
	1,8225E-05
	0,000101195
	2,87E-05

	[inverting] beta-mannoside phosphorylase (EC 2.4.1.-)
	1,8225E-05
	0,000101195
	1,65E-05

	beta-1,4-mannosylglucose phosphorylase (EC 2.4.1.281)
	1,8225E-05
	0,000101195
	1,65E-05

	Poly alpha-D-N-acetylgalactosaminuric acid lyase (EC 4.2.2.-)
	2,56069E-05
	9,22176E-05
	1,65E-05

	Dol-P-Man:protein mannosyltransferase (EC 2.4.1.109)
	7,1728E-05
	4,29172E-05
	1,65E-05

	Exo-beta-1,4-mannobiohydrolase _ mannobiose-producing exo-beta-mannanase (EC 3.2.1.100)
	5,4728E-05
	5,42592E-05
	1,65E-05

	[retaining] UDP-GalNAc: polypeptide alpha-N-acetylgalactosaminyltransferase (EC 2.4.1.41)
	2,16515E-05
	8,60088E-05
	1,65E-05

	Unsaturated rhamnogalacturonyl hydrolase (EC 3.2.1.172)
	1,37341E-05
	8,661E-05
	1,65E-05

	D-4,5-unsaturated alpha-galacturonidase (EC 3.2.1.-)
	1,37341E-05
	8,661E-05
	1,65E-05

	[retaining] amylo-alpha-1,6-glucosidase (EC 3.2.1.33)
	3,38575E-05
	6,52919E-05
	3,01E-05

	Polyprenol-P-Man: alpha-1,2-mannosyltransferase (EC 2.4.1.-)
	6,04826E-05
	3,63909E-05
	3,9E-05

	[retaining] alpha-1,3-(3,6)-anhydro-D-galactosidase (EC 3.2.1.-)
	2,08143E-05
	7,34524E-05
	3,9E-05

	3-C-carboxy-5-deoxy-L-xylose (aceric acid) hydrolase (EC 3.2.1.-)
	1,97293E-05
	7,13859E-05
	3,9E-05

	Rhamnogalacturonan endolyase (EC 4.2.2.23)
	4,49065E-05
	4,56116E-05
	3,9E-05

	5-(hydroxymethyl)furfural oxidase (EC 1.1.3.47)
	3,30405E-05
	5,64185E-05
	3,82E-05

	Raffinose oxidase (EC 1.1.3.-)
	3,30405E-05
	5,64185E-05
	4,53E-05

	Glyoxal oxidase (EC 1.2.3.15)
	3,30405E-05
	5,64185E-05
	2,47E-05

	Galactose oxidase (EC 1.1.3.9)
	3,30405E-05
	5,64185E-05
	1,82E-05

	Hyaluronidase _ hyaluronoglucuronidase (EC 3.2.1.36)
	2,12141E-05
	6,34637E-05
	1,82E-05

	beta-4-O-methyl-glucuronidase (EC 3.2.1.-)
	2,12141E-05
	6,34637E-05
	2,38E-05

	Heparanase _ endo-beta-glucuronidase (EC 3.2.1.166)
	2,12141E-05
	6,34637E-05
	4,5E-05

	Endo-beta-1,4-galactanase (EC 3.2.1.89)
	1,7823E-05
	6,57721E-05
	4,5E-05

	Heparin lyase _ heparin lyase I (EC 4.2.2.7)
	4,22491E-05
	4,01211E-05
	4,5E-05

	Poly(beta-mannuronate) lyase _ M-specific alginate lyase (EC 4.2.2.3)
	3,3826E-05
	4,26933E-05
	4,5E-05

	(mannosyl) glucuronoxylomannan_galactoxylomannan beta-1,2-xylosyltransferase (EC 2.4.2.-)
	3,06164E-05
	4,34347E-05
	4,5E-05

	6-phospho- N-acetylmuramidase (EC 3.2.1.-)
	1,68136E-05
	5,6757E-05
	3,06E-05

	Hyaluronate lyase (EC 4.2.2.1)
	1,66345E-05
	5,22232E-05
	2,31E-05

	Glucuronoxylan endo-beta-1,4-xylanase (EC 3.2.1.-)
	1,77724E-05
	4,71824E-05
	5,42E-05

	Glucuronoarabinoxylan-specific endo-beta-1,4-xylanase (EC 3.2.1.136)
	1,77724E-05
	4,71824E-05
	5,42E-05

	Xylan exo-beta-1,4-xylobiosidase (EC 3.2.1.-)
	1,77724E-05
	4,71824E-05
	5,42E-05

	Galactan exo-1,6-beta-galactobiohydrolase (non-reducing end) (EC 3.2.1.213)
	1,77724E-05
	4,71824E-05
	4,3E-05

	Dol-P-Man: Man2-GlcNAc-phosphatidylinositol alpha-1,2-mannosyltransferase (EC 2.4.1.-)
	3,5745E-05
	2,90685E-05
	4,3E-05

	Dol-P-Man: Man3-GlcNAc-phosphatidylinositol alpha-1,2-mannosyltransferase (EC 2.4.1.-)
	3,5745E-05
	2,90685E-05
	1,9E-05

	Dol-P-Man: Man6GlcNAc2-PP-Dol alpha-1,2-mannosyltransferase (EC 2.4.1.259)
	3,5745E-05
	2,90685E-05
	1,9E-05

	Dol-P-Man: Man7GlcNAc2-PP-Dol alpha-1,6-mannosyltransferase (EC 2.4.1.260)
	3,5745E-05
	2,90685E-05
	1,9E-05

	Dol-P-Man: Man8GlcNAc2-PP-Dol alpha-1,2-mannosyltransferase (EC 2.4.1.261)
	3,5745E-05
	2,90685E-05
	3,7E-05

	GDP-L-Fuc: protein O-alpha-L-fucosyltransferase (EC 2.4.1.221)
	3,67844E-05
	2,54892E-05
	3,47E-05

	Allolactose exo-beta-1,6-galactosidase (EC 3.2.1.-)
	3,02454E-05
	3,06762E-05
	3,01E-05

	beta-1,6-D-glucuronidase (EC 3.2.1.-)
	3,02454E-05
	3,06762E-05
	1,53E-05

	UDP-GlcNAc: protein O-beta-N-acetylglucosaminyltransferase (EC 2.4.1.255)
	3,74364E-05
	2,29167E-05
	1,54E-05

	Cyclic beta-1,2-glucan synthase (elongation) (EC 2.4.1.-)
	2,20159E-05
	3,72397E-05
	1,41E-05

	UDP-Galf: beta-1,3-galactofuranosyltransferase (EC 2.4.1.-)
	2,21574E-05
	3,69848E-05
	1,41E-05

	4-O-methyl-glucuronoyl esterase (EC 3.1.1.117)
	1,34262E-05
	4,55884E-05
	1,41E-05

	Chondroitin AC lyase (EC 4.2.2.5)
	1,16281E-05
	4,30449E-05
	1,41E-05

	Glucosylglycerate hydrolase (EC 3.2.1.208)
	2,82839E-05
	2,33512E-05
	1,87E-05

	Mannosyl-oligosaccharide alpha-glucosidase (EC 3.2.1.106)
	2,82839E-05
	2,33512E-05
	3,14E-05

	Mannosylglycerate alpha-mannosidase _ mannosylglycerate hydrolase (EC 3.2.1.170)
	2,82839E-05
	2,33512E-05
	1,4E-05

	beta-D-arabinofuranosidase (EC 3.2.1.-)
	2,95419E-05
	1,66548E-05
	2,04E-05

	4-galactosyl-N-acetylglucoside 3-alpha-L-fucosyltransferase (EC 2.4.1.152)
	2,05778E-05
	2,26925E-05
	2,04E-05

	3-galactosyl-N-acetylglucoside 4-alpha-L-fucosyltransferase (EC 2.4.1.65)
	2,05778E-05
	2,26925E-05
	2,04E-05

	Glycoprotein 3-alpha-L-fucosyltransferase (EC 2.4.1.214)
	2,05778E-05
	2,26925E-05
	1,84E-05

	Exo-beta-1,4-glucuronan lyase (EC 4.2.2.-)
	1,56843E-05
	2,44391E-05
	1,29E-05

	Chondroitinase B (EC 4.2.2.19)
	1,33637E-05
	2,57999E-05
	1,07E-05

	Thiopeptidoglycan lyase (EC 4.2.2.-)
	2,1944E-05
	1,53E-05
	1,39E-05








Supplementary Table S7: Genera detected with reported plant growth-promoting and/or probiotic potential.
	Genus
	Mean Abundance GM
	Mean Abundance RS
	Mean Abundance CR
	p-value
	Reported potential

	Bradyrhizobium
	0,002167369
	0,058084239
	0,016031847
	3,65846E-05
	Plant growth-promotion

	Clostridium
	0,058257275
	7,27944E-05
	2,76292E-05
	3,65846E-05
	Probiotic-associated

	Ruminococcus
	0,054076369
	1,85082E-05
	6,38488E-06
	3,65846E-05
	Probiotic-associated

	Bacteroides
	0,053516009
	2,22184E-05
	8,56166E-06
	3,65846E-05
	Probiotic-associated

	Sphingomonas
	6,06314E-05
	0,047762037
	0,014046822
	3,65846E-05
	Plant growth-promotion

	Streptomyces
	0,001384555
	0,033636735
	0,008729751
	3,65846E-05
	Plant growth-promotion

	Akkermansia
	0,019031229
	6,40633E-06
	1,79516E-06
	3,65846E-05
	Probiotic-associated

	Paenibacillus
	0,007117387
	0,001060641
	0,000351442
	3,65846E-05
	Plant growth-promotion, and Probiotic associated

	Bacillus
	0,005881363
	0,000274763
	0,000134326
	3,65846E-05
	Plant growth-promotion, and Probiotic associated

	Enterococcus
	0,002231012
	7,99839E-06
	5,79423E-06
	3,65846E-05
	Probiotic

	Rhizobium
	5,03637E-05
	0,000549474
	0,000183492
	3,65846E-05
	Plant growth-promotion

	Lactobacillus
	0,000402184
	4,1695E-06
	2,4995E-06
	3,65846E-05
	Probiotic

	Azospirillum
	0,00055469
	0,001751945
	0,000779445
	7,65829E-05
	Plant growth-promotion

	Pseudomonas
	0,000300528
	0,000682139
	0,000231205
	0,000155796
	Plant growth-promotion







Supplementary Table S8: CAZy level 2 features detected with reported plant growth-promoting and/or probiotic potential in goat manure (GM), maize rhizosphere (RS), and control soil (CR) samples. CAZy feature codes are defined in Supplementary Table S4.
	CAZy Feature
	Mean Abundance GM
	Mean Abundance RS
	Mean Abundance CR
	p-value
	Reported Functional Potential

	GT2
	0,007560313
	1,313639E-02
	0,013255856
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GT4
	0,004735211
	1,106963E-02
	0,011155794
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GH13
	0,005200555
	5,810923E-03
	0,006985727
	1,961615E-04
	Probiotic-associated

	CBM50
	0,003322245
	2,500026E-03
	0,002580212
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GT1
	0,001163959
	2,814816E-03
	0,003406699
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GH3
	0,00251809
	1,826618E-03
	0,001905304
	4,694873E-05
	Probiotic-associated

	GH28
	0,001849635
	1,984621E-03
	0,00254136
	5,920421E-04
	Plant growth-promotion and probiotic-associated

	GH5
	0,001312658
	2,018875E-03
	0,002321269
	3,658455E-05
	Probiotic-associated

	GH23
	0,001411293
	1,899891E-03
	0,001989078
	5,920421E-04
	Plant growth-promotion

	GH2
	0,002462564
	8,721146E-04
	0,000913462
	3,658455E-05
	Probiotic-associated

	CBM48
	0,001400223
	1,662350E-03
	0,0019369
	3,080447E-04
	Plant growth-promotion and probiotic-associated

	GH43
	0,001699805
	1,385295E-03
	0,001675584
	1,413797E-02
	Probiotic-associated

	GT51
	0,001334466
	1,608962E-03
	0,001804254
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GH1
	0,000750067
	1,546801E-03
	0,001815163
	3,658455E-05
	Probiotic-associated

	CBM13
	0,00079707
	1,496627E-03
	0,001707338
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	CE8
	0,001035356
	1,178430E-03
	0,001404572
	3,658455E-05
	Probiotic-associated

	CBM2
	0,000163948
	1,715996E-03
	0,001901803
	3,658455E-05
	Probiotic-associated

	GH35
	0,001186882
	6,100529E-04
	0,000895622
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	GH15
	2,77872E-05
	1,520641E-03
	0,001542922
	3,658455E-05
	Plant growth-promotion and probiotic-associated

	CE4
	0,000640874
	8,401190E-04
	0,000746194
	3,658455E-05
	Plant growth-promotion and probiotic-associated
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