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(Xylan’ and “pectin)

(adjusted p-value < 0.05) og2FoldChange value greater than 1 or ess than -1 were retained.
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0 NAG) s he GlSent ool
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175211

KEGG_Category

)

KEGG_Subcategory

No roles mapped out of 0 KOs
Transcrption
ped out of 0 KO-
Intracelular tafficking, assembly, and processing
rles mapped out of 0 KOs

No roles mapped out of 0 KOs,
No roles mapped out o 0 KOs
Transport and binding proteins
No roles mapped out of 0 KOs

R polymerase

Pepidases

‘Amino acids, peptides and amines

No roles mapped out of 0 KOs
No roles mapped out of 0 KOs

No roes mapped out o 0 KOs
No roles mapped out of 0 KOs,

Transcriptir

Carbonydrate metabolism

Transgort and binding proteins

No roles mapped out of 0 KOs

No roles mapped out of 1 KOS

Intracellular trafficking, assembly, and processing
No roles mapped out of 0 KOs

Transiation

No roles mapped out o 0 KOs

Transiation

Transiation

Noroes mapped it o 0K0s

Energy metaboli

Transation

Carbonygrate metabolism

Ribosomal proteins: synthesis and modification
Translaton factors

Transcrption factors
Ciate cyle (TCA cycle)

UnirefFunction
endo-1-beta-xianase
Not_in_Uni
DNA-directed RNA polymerase suburit beta
Not_in_uni

0 gt <osiongprosn
Uncharacterized prot

Uniref
58¢_bac_5 domain-containing protein
Uncharacterized protein

Uncharacterized protein
ONnng rarcpton regutor, o iy
s10

8¢
£
H

Beta-lactamase domain-containing protein
Coldshock protein
Ciate synthase

Protein export, secretion, and sorting,
Ribosomal proteis: synthesis and modifcation

Translaton factors
ibosomal proteins: synthesis and modification

Not_in_Uniref
DUFSES domancotalningproen
Protein translocase subunit S

Not_in_Uniref

Transfer & biogenesis
Translaton factors

Glutamate-tRNA igase.

Elongation factor Tu

Tetratricopeptide repeat protein
ibonucleoside-tiphosphate reductase

pimdne et
Giyeolysis /

isiine metshatom
Phemya

Histdinol dehydrogenase

Translation factors
R polymerase

Enzyme

Eongatin facor
NA-directed RIVA polymerase suburit beta

Transiation

Translation

Energy metabolism

Energy metabolism
<ot

Ribosomal proteins: synthesis and modiication
Ribosomal proeins: synthesis and moification
Oxidative phospharylation
Oxidative phosphorylation

30 ribosomal protein s21
505 ribosomal protein L2

@ Voo chtr syt et )
No roles mapped out of 0 KOs Giyoral oxidase-fike pro
Transcrption Transeription factors 1 shock e S bon,Csph i
Transcrption Transcription factors Coldshock oA g rten iy
No roles mapped out of KOs Serne/treonive ot e
molysin, contains CBS.
Transcription R polymerase DN drecied VA poymerse subuni bt
el s, rowth,ana st Cell division celldvision protein Fisz
Nuclec acid me Pyrimidine metabalism Ribonucleoside-diphosphate reductase beta chain
Noroles mappedon o005 Uncharacterized protein
No roles mapped out of 0 KOs, TPR_REGION domain-containing protein
Carbohydrate metabolism Pyrate metabolism
‘Amino acid metabolis i
Amino acid metabolism i
No roes mapped out of 0 KOs e comarlogenes e W, F2.45-incing doun
Fatty acid and lipid metabolism Biosyntnesis Aoyl carier protein
Transcrption R polymerase DNA-directed RNA polymerase suburit beta'
No roles mapped out of 0 KOs Uncharacterized protein
Carbonhydrate metabolism Giycolysi /
Transiation Ribosomal
o roles mapped out of 0 KOs Uncharacterized protein
celllar bl
No roles mapped out of 0 KOs, Uncharacterized protein
Transation Transfer & biogenesis Phenylalanine—tRNA ligase alpha suburit
Transation Ribosomal proteins: synthesis and modification oma protel
Carbohyarate metabolism Cirate cyle (1CA cyle) Isocitrate dehydrogenase (NADP]
Nucleic acid metabolism Pyrimidine metabalism ibonucleoside-dighosphate reducti
Carbonygrate metabolism Cirate cyle (1CA cycle) it e ——
Carbonydrate metabolism
No roles mapped out of 0 KOs Not_in_Uy
No roles mapped out of 0 KOs Giycosytransferase
bonydrate metabolism Girate cycle (TCA cyele) malatezquinone oxido
No roles mapped out of 1 KOs NADH-ubiquinone oxidoreductase chain 1
No roes mapped out of 0 KOs PaqD family peptide modifcation chaperone
Amino acid metabolism i
Energy metabolism
rbohydrate metabolism Cirate cyle (TCA cyle) Fumarate hydratase class I
Nuclei acid metabolism D replcation, recombination, and re ERCCA-type nuclease
Transation Ribosomal proteins: synthesis and modification 50 ibosomal protein L32
o roles mapped out of 0 KOs, Putative copper-binding
Nuclei acid metabolism Pyrimidine metabalism CorFr famiy sl egdator
Carbonyarate metabolism Cirate cyle (TCA cyle) 2-oxoglutarate dehydrogenase E1 component
No roles mapped out of 0 KOs Not_in_Uniref
Tond-dependent recepi
Carbohydrate metabolism Cirate cycle (TCA cyle) Socnare Con s 14O forming] subunt beta
No ol trans
Intracellular trafficking, assembly, and processing  Peptidases Carboylterminal processing protease
Energy metabol

Nucleic acid metabol

No roles mapped out of 0 KOs,

0 replcation, recombination, and repair

0 replcation,recombination, and re
Ribosomal proeins: synthesis and modification
Ribosomal proteins: synthesis and moification
Blosynthesis

H

DNA gyrase subunit 8
SusC/RagA family Ton.linked outer membrane protein
MBL fold metallo-hydrolase

ribosomal protein 13
Multifunctional fusion protein
Gyeosytransferase

G/

O phosprraton

No roles mapped out of 0 KOs
o oles mapped out o 0 KOs

Transiation

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Cellstructure, growth, and death

Translaton factors

Cell dvision

No roles mapped out of 0 KOs
No roles mapped out of 1K0s.

Carbohydrate metabolism
Signal tanstuction
Transiation

Amino acid metabolism

No roles mapped out of 0 KOS

ranscription
Nuclei acid metabolism

Ribosomal protins: synthesis and modification
Translaton factors

ypethetical protein

mor & ainie amicase
er membrane transport energization protein Exbs
Giyeo,_trans_2 like domai-containing protein

Sialate O-acetylesterase

30 ribosomal protein s9

Elongation actor 6

Taris
Transfer & biogenesis
Valine,

Tetratrcopeptide repeat-containing protein
Proline.-tRNA ligase

R polymerase
Pyrimidine metabolism

Carbohydrate metabolism
No roles mapped out of 0 KOs
Intracellular trafficking, assemb

DUF4157 domain-containing protein
DNA-directed RNA polymerase subunit beta'
Ribonuceoside-diphosphate reductase

Ayl hydroperoide reductase C

Uncharacterized protein

Transiation

Faty adda i ettt
o roles mapped ou

o ls mapped o f 0K

Translation

Translaton factors
Biosynthesis

Transfer & biogenesis

Elongation factor 6

3-0x0acyl-{acyl-carier proten] synthase 2
fot.in_Uniref

Glucose/galactose tr

polyibonucotie mceondranstrase

No rles mapped out of 0 KOs
Cellstructure, growth, and death

o rols mapped ot f 0 K05
e e g asamy, andpecessing
No rles mapped. 05

oo ot

Cell dvison
Purine metabolism

Transcription factors
Transiaton factors

Pepidases

Citrate cyle (TCA cyle)

ining protein
ooty A eares sgme 0 st
longation f
Cnaracedsaaremein
Probable cytosol aminopeptidase
aspartate aminotransferase family protein
Socinate-Co g 140 fomine) sbunt aoha

Intracellular trafficking, assembly, and processi

No roles mapped out of 0 KOs

H

‘Amino acid metabolsm
Nucleic boiism
Carbonydrate metabolism

uclec acid metabls
Prosthetic groups, cofactors, and carrers
No roles mapped out of 1 KOs
cell morilty and adherance
Transcript
Fatty acid and lipid metabolism
No roles mapped out o 0 KOs,

Iacelar afcing, assembl, ad procesing
Intracellular tafficking,

Ribosomal protens: synthesis and moification
Transeription factors

Peptidases

Ribosomal protins: synthesis and moification
tRand R

LAGLIDADG endonclease
50 ribosomal protein L1
Coleshock protein
Uncharacterized protein
Xaa-Pro cipeptidas

ot in_uniref
305 ribosomal protein s1

Valine,
Biosynthesis Acy carrer protein
Taris Uncharacterized protein

D rep b
Cirate cyle (TCA cele)
i

Tye
Iyptheticalprotein

o
Biotin and lipoate metablsm

Loyl synthase
KD comain-containing protein

R polymerase

protein
DNA-directed RNA polymerase suburit (Fragment)

Biosynthesis

Translaton factors
Pepidases

Transporter
Elongation actor Tu
Lon protease

No roles mapped out o 0 KOs

Ribosomal prteins: synthesis and moification

505 ribosomal protein L16
PAS domain -box protein
Carrir domain.containing protein

Not_in_Uniref

Transiation
No roles mapped out of 0 KOs
Carbohydrate metabolism
Transation

Amino acid metabolism
Transiati

Transiation
Transation

Amino acid metabolism
Carbonyarate metabolism

Ribosomal e

ate metabolism
Translaton factors

sigma
Sugar tansporter

Lactate utilzation protein
Elongation factor Tu

fibosomal protein §30P

Valine,
Transfer & biogenesis

Translation factors
Ribosomal proeins: synthesis and moification
Ribosomal proteins: synthesis and modification

Translation iniiation factor F-3
305 ribosomal protein 51
30 ribosomal protein $13

Giyeolysis

14857957
162175501

it listed,

Eorichment Domain  Phylum  Class
232623

Order  Famiy  Gews  Spedes

LOLE-16 Polysacchari Not_in_Uni
156E.20 Polysaccharh Bacterla
L1012 Polysacchari Not_in_U

¢
Bacteroidetes

p X

Bacteroidetes bacterium

590613 Actinobact
225620 Payacehars o, tsanaic smmaaton vale

compost metagenome

9.46-19 Polysacchari Not_in_Uriref
317613 Polysaccharh Bacierla  Candidatus Rokubacterla
24312 Polysacchar Bacteria  Protecbacter Betaprotecbacteria

317617 Polysacchari Archaea  Thaumarchaeota
3

Candidatus Rokubacteria bacterium
bacteria bacterium RIFCSPLOWO?_12_FULL 62_13
Pontbactersp. HE17204

Thaumarchaecta archacon

L0715 Polysaccharh Bacterla  Firmicutes  Bacll

25015 Polysacchar Bacteria

Bacilales

5
LSSE.11 Polysaccharh Bacterla  Chloroflex:
15

Bc
Chiorofle bacterium 54-19
v

185E16 Polysaccharh Bacterla
532614 Polysacchar Bacteria
327611 pomacehr Now . Uniet
Actinobacter Actinobacteria
yane
.83E-14 Polysacchari No_taxonomic_annotation_avalable
19

wes Clostridia

acterldere Ot Conhogaes
mic Clostidales

Tolypothich: Hassallia

Clostridales bacterium

Acibaceta bt
Hassallia bys
e riregs mesgoome

182616 Polysacchar Bacteria
2

Bacteroidete Cytophagia _Cytophagales

Crryseolinea Chryseolinea serpers

5.96E-19 Polysacchar Not_in_Uniref

238617 Polysaccharh Bacterla  Bacteroidetes Bacteroidetes bacterium
2206

330623 Polysacchar Bacteria  Bacteroidetes

255621 Polysaccharh Bacterla  Bacteroidetes Bacteroidetes bacterium 01812
240616 Polysacchari Bacteria  Cyanobacteria Nostoeales TolypothrichiHassallia  Hassallia byssoidea

138

735E rhropoda  Insecta Bacillus

A

59416 Polysacchar No,_taxonomic_annotation_available

163613 Polysaccharh Bacterla  Candidatus Saccharibacteria
Polysacchari Bacteria

Candidatus Saccharlbacteria bacterium RAACS_TM7_L

171618 Polysacchari Bacterla  Firmicutes Bacili  Bacilales  Paenibacillac Paenibacillus Pacribacilus polympa.

372617

38562 Koreensis

6.15€18 Polysaccharh Bacterla  Bacteroidetes Bacteroidetes bacterium
75€.19 Polysacchari Bacterla  Cyanobacteria Nostocales TolypothrichiHassallia  Hassalla byssoidea

243618 Polysacchari Bacteria  Firmicutes  Bacill

asee21

171616 Polysacchari Bacteria  Bacteroidetes Bacteroidetes bacterium ADurb 8inA245

889E21 »

215616 Ohtackwangia koreensis

83817

234615 P

2ase.1

118616 Polysacchar Bacteria
6.28E.19 Polysaccharh No_taxanomic_annotation_available
67617 Polysacchar Bacteria

873619 Polysaccharh Bacteria

23715 Polysaccharh Bacterla  Acdobacteria

Bacteroidete Cytophagia Cytophagales
Bacteroidete Cytophagia Cytophagales

Crryseolinea

Chryseclinea Chryseolinea flava

Acidobacteria bacterium

levucez

124619 koreensis

573610 Polysaccharh Bacteria  Protebacter Deltaproteobacteria Deltaproteobacteria bacterium 13_1 40CH 4
256

205816 Actinoplanes.

36015 Polysaccharh Bacterla Chryseolinea

265€.16 Polysacchar Bacteria

7.88€-19 Polysacchar Bacteria

109€.15 Polysaceharh Bacterla

771614 Polysacchari Bacteria

5.00E.18 Polysaccharh Eukaryota
1

Bacteroidetes
Bacteroidete Cytophagia _ Cytopha

Bacteroidete Cytophagla Cytophagales
Bacteroidetes

ales colines
Aropats Branchiood Dipostsca Ospicae ool

Daphnia magna

527616 Polysacchar Bacteria

103€.29 Polysaccharh Bacterla  Firmicutes  Clostridia _ Clostrdiales Ruminococe: Peudoflavor Pseudoflavonifractor capillosus
389613

L0317 poacchatbactra  Fimictes Bacl  aclles  Gclacese Gaihs | Bacls oreris

400E10 ekvangia koreensis
25715 Polysacchar Bacteria  Bacteroidete Cytophagia  Cytophagales

64614 Koreensis
12262 b

3.68E-15 Polysacchar Not_in_Uniref

27912 Polysaccharh Bacterla  Bacteroidetes Bacteroidetes bacterium
197616

8341 Ascomycota Eurotiomyce Exophiala dermaritcis
15514 Polysaccharh Bacterla  Gemmatimonadetes Gemmatimonadetes bacterium
435E-16 Polysacchari Bacteri:

L17E-11 Polysacchark Bacterla  Firmicutes  Clostridia

Bacteroidete Cytophagia  Cytophaea
140612 Polysaccharh Viruses
15

o peprcocac e
ales inea

uncultured Mediterranean phage

9:216-16 Polysacchari Bacteria  Cyanobacteria

Osclltoriale Microcoleace Microcoleus Microcoleus . PCC 7113

425613 Polysacchari Bacterla  Bacteroidetes

23815 Polysacchari Not_in_U:

Bacteroidetes bacterium

=
118613 Polysacchari Bacteria  Firmicutes  Bacill

Bacllales

166E.15 Polysaccharh Bacterla
925617 Polysacchari Bacteria
4

Bacteroidete Cytophagla Cytophagales
Bacteroidete Cytophagia _Cytophagales

Chryseolinea

24815 Polysaccharh Bacterla  Bacteroidetes

9.626-13 Polysacchari Bacteria

Koreensis
Bacteroidetes bacterium B1(2017)
bacterium

Koreensis

Cpanabacteria

Nostocales

Tolypothrich: Hassallia

Hassalla byssoidea

15614 Polysacchar Bacteria
1

7715 Polysaccharh Bacterla  Bacteroidetes

101E18 Polysaccharh Bacterla

527614 Polysaccharh Eukaryota  Ascomycota Pezizomycet Pezizales
4

Bacteroidete Cytophagla Cytophagales

Perizacese Tefezia

Terferia boudieri

104.09 Polysacchari Bacteria  Candidatus Rokubacteria

1.56€:20 Polysacchar Bacteria

Candidatus Rokubacteria bacterium

65713 Polysacchar Bacteria
152€16 Polysaccharh Bacterla
14008 Polysacchar Bacteria

Acidobact
Aetobace Actincbaciria

9.02€.15 Polysaccharh Bacterla
24909 Polysacchari Bacteria
296€-13 Polysacchar Bacteria
379€.20 Polysacehar Bacterla

Bacteroidetes

Bacteroidete Cytophagia Cytophagales

Crryseolinea

165E.15 Polysaccharh Bacterla
1

Bacteroidete Cytophagla Cytophagales

Chnyseclinea

23014 Polysacchar Bacteria
15

Bacteroidete Cytophagia  Cytophagales

Chnyseclinea

uncultured bacterium 122006105
Acidobacteria bacterium
Actinobacteria bacterium

Bacteroidetes bacterium 01812
Runella zeae
Ohtackwangia koreensis

Kerc 2546

920E-14 Polysacchari Bacteria
2

psychrophilum
NiCa7A 2

Arthropoda. Insecta

Bacillus

S0tE15 Potachassactra
14 Polysacchari Not_in_ Urire

Bacteroidete Cytophagla Cytophagales
£

Koreensis

PupLIE

4.98E-13 Polysacchari Eukaryota  Arthropod.
2.13.08 Polysaccharh Not_in_Uniref
4

nsecta

Phasmatode.Baci

dae  Bacilus

237611 Polysacchar Bacteria
125615 Polysaccharh Bacterla
13817 Polysacchar Bacteria
329618 Polysacchar Bacteria

Gemmatimonadetes.
Chioroflex:

Gemmatimonadetes bacterium
Chiorofle bacterium

439611 Polysacchari Bacteria  Acidobacteri Blastocatellia Blastocatella bacterium
322613 Polysacchari Eukeryota  Arthvopoda Insecta  Phasmatode Bacilidae  Bacillus

636612 sp.sat
830E-15 Polysacchari Bacterla  Firmicutes Bacili  Bacilales  Bacilaceae

4286-12 Polysacchari Bacteria  Planctomycetes. Planctomycetes bacterium
738613 Polysaccharh Bacterla  Bacteroidetes

970615 Ascomyeota Sordariomye Diaporth

37561

120610 Polysaccharh Eukaryota  Arthropoda Insecta  Phasmatode Bacilidae  Baclllus

PuPL9IF

1126.08 Polysacchari Bacteria  Acdobacteria Acidobacteria bacterium
1L02E14 Polysacchari Bacterla  Gemmatimonadetes. Gemmatimonadetes bacterium
4.076-13 Polysacchari Not_in_Uniref

772614 Polysacchari Bacieria  Bacteroidetes Bacteroicetes bacterium
23116 Polysacchark Bacterla  Acdobacteria Acidobacteria bacterium
592614

1.76€-10 Polysaccharh Bacteria  Chloroflext Chiorofle bacterium

107615 Vo W11

24712 Polysacchari Bacteria  Bacteroidetes roidetes bacterium

260611 Polysaccharh Bacterla

Bacteroidete Cytophagla_Cytophagales

Chryseclinea Chwxamnu flava

e

9.376-13 Polysacchari Bacteria

271611

432612 Polysacchari Bacteria  Bacteroidetes

5. 26627
Bacteroicetes bacterium

5.36E.07 Polysacchari Bacterla  Gemmatimonadetes. Gemmatimonadetes bacterium
6313

La0e-13

283612 Pedobacter sp. V48

404E-15 Polysacchari Bacteria
9.70E-15 Polysacchari Bacteria
109E.16 Polysaccharh Bacterla
68E-10 Polysacchari Bacteria

Proteobacter Betaproteobacteria

40914

5.97E.08 Polysacchar Bacteria  Gyanobacterla Nostocales
265015 Popaca Bacra Sactrldns

133613 Polysaccharh Noti

TID vyt Decteia | Opebac Nostocales

6.56E-13 Polysacchar No,taxonomic_annotation_availzble

e

p. 17mu
Nostoc sp. Peltigera ¢ DB3992

Tolypothrich: Hassallia

Hassalla byssoidea

124610
54416 Polysaccharh Bacteria

378610 PupL9IE
13313 b

952617 humi

40E-15 Polysacchari Bacteria
7.86€-18 Polysacchar Bacteria
431614 Polysacchari Bacteria
12712 Polysacchari Bacteria
294612 Polysacchar Bacteria

Proteobacter Betaproteob Burkholderiales
Bacteroidete Cytophagia Cytophagales

Bacteroidete Cytophagia Cytophagales



9895564

‘Amino acid metabolism
Transiation

Transcrption

No roles mapped out o 1 KOs
Transiation

No roles mapped out of 0 KOs
cell motilty and adherance

Translation factors
Transcrption factors

Translation factors

Fiagella complex and assocated proteins

No roles mapped out of 0 KOs
No roles mapped out of 0 KOs,

No roles mapped outof 1 KOs
Transportand binding proteins

ibosomal proeins: synthesis and moification
Crme i Ten vt

Ribosomal proteins: synthesis and modifcation
Pyrate metabolism

Amino acids peptides and amines

Sorestimfair & nhcondal |
A polymerase sigma factor i

Wonasomemmnepyaivinymbase o

Elongation factor Tu

Not_in_uy

Flagellin

Uncharacterized protein

3-hydromybutyrate dehycog

Hyord sensor histidine kinase/response regulator

o dermae cotaig rotain
Putative septation protein SpoVG
Pestiseficel ransprt e sutate i e

Transiation Translation factors Transiaton iniiation factor F
Carbonyarate metabolism
Transiation Translaton factors Elongation actor 6
bolism of other a ool
Intracellular trafficking, assembly, and processing  Peptidases Lon protease
Transcrption General

Ribosomal proteins: synthesis and moification
Nitrogen metabolism

RNA-binding transcriptional accessory protein
305 ribosomal protein 510
Ferredoxin-nirate reductase:

Giyeolyss /

“Ton-dependent receptor

Translati ibosomal proteins: synthesis and modifcation 305 ribosomal protein S16.
Transiation Translaton factors Elongation factor Tu

celllar iy and. Peptitt o s s omerase
Translation Transfer & biogenesis ie-tRNA ligase
Nuclei acid metabolism Pyrimidine metabalism oo shosphe roshosphoknsse
Intracelllar trafficking, assembly, and processi

Intracellular trafficking, assembly, and processing
0 roles mapped out of 2 KO

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Peptidases

Translaton factors

OmpA family protein
OmpA famiyprosn
perdent i etalprotss

Peptidoglycan-binding protein

No roes mapped out of 0 KOs,
Faty ackd and d metabolm

Biosynthesis

Sl lunsduumn

No roles mapped out of 0 KOs

eyl carer protein
Fes assembly scaffold apoprotein scU

D replcation, recombination, and repair
i

Kinase
NIRC/P50 family protein

Biopolymer transporter EX6D

Beta siding clamp

Not_in_uy
o ———

No roes mapped out o 0 KOs
No roles mapped out of 0 KOs,
Unknown function

Transation

No roles mapped out of 0 KOs,
Transport and binding proteins
Regulatory functions

No roles mapped out of 0 KOs

Not_in_uy
Uncharacterized protein

Enzymes of
Translation factors

Arions
Protein nteractions

Elongation actor Tu
Not_in_ur

Sulat nd Wt g ot O
flagellar motor switch prote

Transiation Translaton factors
Translation Translaion factors Elongation factor 6
Nuclei acid metabolism Pyrimidine metabolism crpsynthase
Transation Ribosomal proteins: synthesis and modification 305 ibosomal protein S7
Transiation Ribosomal proteins: synthesis and modifcation 505 ribosomal protein L34
Carbonyarate metabolism Amino
Transiation Ribosomal proteins: synhest and modification 505 ibosomal proten /12
No roles mapped out of 0 KOs SWIB domain-containing protein
Carbonyarate metabolism Butanoate metabolism Esterase
Transgort and binding proteins Anions Uncharacterized protein

cellular bl
No roles mapped out o 0 KOs Tong-dependent receptor
Intracellutar bl Protein etion, and sortng,
Intracellular bl and. "
Transati bosomal syt ndmadfcon 50 ool e U4
Transcrption R polymera DNA-directed RNA polymerase subunit bta'
No roles mapped out of 1 KOs Uncharacterized protein
Tondton Ribosomal protein: synthesis and modification 50 ribosomal protein L16
Trans| Transiaton factors Translation elongation factor TU (Fragment)
e pped it o 0KOs NAD(P)-dependent alcohal dehydrogenase

celllar
No roles mapped out of 1 K05 Isocitrate dehycrogenase kinase/phosphatase
Transa tRand R

Iluar bl and. pepticyl-proyt cis-trans isomerase

Carbonyarate metabolism Giyeolysis /

No roes mapped out of 0 KOs
Transiation
Regulatory functions

Carbonyarate metabolism
Nuclei acid metabl

Intracelular tafficking, assembly, and processing
Transiation

No roles mapped out of 1K0s

Energy metabolism

Intracelllar trafficking, assembly, and processing
Energy metaboli

Energy sm

Transport and binding proteins

Intracellular trafficking, assembly, and processing
No rles mapped out of 0 KOs

Ribosomal proteins: synthesis and moification
Dinteraction:
General

el ualasstd s
505 ribosomal pro

AT maotiose and ONA dependent el euor
Chemical-damaging agent resistance pro

Giyeolysis
D replcat

pepida:
Ribosomal proteins: synthesis and modification

AAA family ATPase
ibosomal protein 1
Patatin-ike phospholipase

Peptigases endopeptidase Lo
Carbon
Carbon
Pepidases ATP-dependent zinc metalloprotease FisH

Not_in_uniref

Transcipt

No roles mapped out of 2 KOs
No roles mapped out of 1K0s

Transcription factors
Protein interactions
purine metabolism

Cold shock protein
BAX inhibitor B1)-1/YccA family protein
Adenylate kinase
Proline/betaine transporter
Suteraspetng APase

st

Transiation al et b andmadition 30 osal
Transcrption Trmserpion oo coldshockpotein
Regulatory functions ot merscions. Serine/threonine protein kinase

No roles mapped out o 0 KOs

Uncharacterized protein

Carbonyarate metabolism
Transcription

Amino acid metabolism

No roles mapped out of 0 KOs

Girate cyle (TCA cycle)
R polymerase
Arginine biosyrihesis

Ribosomal proteins: synthesis and modification
Oxidative phospharylation
Transfer R biogenesis

Succnate--Cof ligase [ADP-forming] suburit beta

Ubiquinal cytochrome C oxidoreductase, cytoehvome C1 suburit
Valine--tRNA igase
Not_in_ur

Carbon
Transeription factors

mutase
Cold shock-like transciption regulator protein

Intracellular iy and.
ntracelllar bl and.
Transgort and binding proteins &, ABCtranspor o
Transcript R polymerase Glutathione S-transferase

Energy metabolism

No roles mapped out o 0 KOs
Transiation

No roles mapped out of 0 KOs
Transcrption

Ribosomal proteins: synthesis and modifcation

Transeription factors
pepti

OmpA family protein
SWIB domain-containing protein
308 ribosomal protein $11

Porin

Coleshock DNA-bincing domain protein
Uncharacterized protein

Intracellular trafficking, assembly, and processing
cellular bl and.

Transiation
Energy metabolism

No roles mapped out of 0 KOs
Cell moriltyand acherance:

Transiation
Energy metabolism
Transiation

Nucl boiism

id meta
No roles mapped out of 0 KOs,
Nuclei acid metabolism
Transiation

No roles mapped out of 1K0s.
No roles mapped out of 0 KOs

Ribosomal proteins: synthesis and modification
Electron transport
Transcription factors

Jicati binat

50 ribosomal protein 13
Electron transporter Rafs
A polymerase sigma factor RpoD

A
Ribosomal protins: synthesis and moification
Translation factors

Histidine metabolism

Giyeolys

305 ribosomal protein 54
Translation iniiation factor F-3

Transcription factors

Giyeol

Not_in_Uniref
RNA palymerase-binding transcription factor DisA
Not_in_Uniref

J

s/
Girate cyle (TCA cycle]

2-oxoglutarate dehydrogenase
Sulfatase domain-containing protein
hygtheticalprotein
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63E 1
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L0707 Polysacchari Bacteria  Proteobacter Gammaprotecbcteria Gammaproteobacteria bacterium
14714 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiales
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483E-10 Polysacchari Bacteria  Bacter
26820 Polysaccharh Bacterla  Proteabacterla

0910
B44E.07 Polysacchar Eukaryota

1

compost metagenome

Phasmatode Bacilidae  Bacilus

Arthropoda. Insecta

248606
488E-10 Polysacchari Bacterla  Candidatus Kaiserbacteria

209012 Py o oncn precatn ralale

1.59€-10 Polysacchar No,_taxonomic_annotatior

SB4E 15 boyncebor Bocet | Froteabacer aaapmm Burkholderiales
1.32.09 Polysacchar No_taxonomic_annotation_avai
Lr00 s pecone e Seprcs utldales
631613 P

307608

7.206.09 Polysaccharh Not_in_Unirel

380012 i s | ot Sttt g
220011

116809 Polysacchar No_taxonomic_amtation_avalable

6.27.06 Polysacchari Bacteria  Verrucomicrobia

28312 Polysacchar Bacteria  Proteabacter Betaproteob Burkholderiales

Candidatus Kaserbacteria bacterium GW2011 GWC2_52_8b.

Rivibacter  Rivbacter subsaxonicus

Burkholderiales bacterium 70-64

Verrucomicrobia bacterium

Comamonas sp. BIGHO124

367E.08 Polysacchari Bacteria  Acidobacteria Acidobacteria bacterium
870615 P Azospira oryzae
16914 o

9,801 P
6.60E15 Polysaccharh Bacterla  Proteabacter Betaprotecbacteria
482617 Polysacchari Bacteria  Proteobacter Betaprateob Burkholderisles
3.05€.09 Polysacchar No_taxonomic_annotation_availzble

Thaumarcha

505617
159€-10 Polysacchar Bacterla  Verrucomicrobia
3.99£.09 Polysacchar No_taxonomic_annotation_available
443607 Polysacchari Bacteria

L67E-12 Polysaccharh Bacterla

Verrucomicrobia bacterium

Bacteroidetes
Proteobacter Betaproteob Burkholderiales Rhizobacter Rhizobacter sp. 516

235601 r
235610 Lautropia  Lautropia mirabilis
118615 Actinobacter 443
3.15€.09 Polysacchari No,taxonomic_annotation_availabs
1.776.09 Polysaccharh Eukaryota  Athropoda Insecta  Phasmatode Bacilidae  Bacillus
419E-11 Polysacchari No_taxonomic_annotation_avaiable
32312 Polysacchari No_taxonomic_annotation_availabs
15410 Polysaccharh Bacterla  Proteobacter aaapmm Burkholderiales Methylibum
221610
759612
673603 Poysacchar Bacterls  Candidatus Rokubacteia Candidatus Rokubacteria bacterium
352612 Polysacchar No,taxonomic_annotation_available
128613 P
19618 o
439607 Polysacchari Eukaryota  Arthropoda Insecta  Phasmatode.8acilidze  Bacilus
5.74€12 Polysaccharh No_taxanomic_annotation_available
Late07
L2011 Polpacharh No ocmonic amtations awlable
Actinobacte s
L0 reysche vecens rteabas Betarasis
28719 Polysaccharh Not_in_Unirel
250611 Polysaccharh Bacierla  Proteabacterl
S4E07 boacchrh canta  iopeds Iseca  Phasmatade aclidae  Bcils
saies
6.76E 17 Poacchar Bactera  ProteobacterBetaproteob Bukholderles Methyliium
171605 i
SOIED? roynce Etamos Arivopos s Pasmotod Dol Svh

638.06 Polysaccharh Archaea Thaumarchacota archacon

99916

12715 Polysacchar Eukaryota

5.78E.08 Polysaccharh Bacterla
o

1.0

Thaumarchacota

Arirapoda. Branchioped Dilostraa. Daphiidac Daphria  Daphria
Thermotogar Thermatoga Thermotogal Thermotogar Thermatoga lhzvmmuﬁz sp Teir1es

3.46E.07 Polysacchari Bacterla  Firmicutes
423608 Poysacchari Bacteria  Firmicutes  Bacili

6926.07 Polysacchar Bacteria  Firmicutes Bacli  Bacilales  Bacilaceae Bacillus
260611 P Lauropia
1770 i s ot Sttt udres

283613
20810 olpachars No ornomic.amtation swlable

263 2 Lautrogia  Lautropia mirabiis

ez massiiense
460608 Actinobacter

1.34€-10 Polysacchar Bacteria

5.80E14 Polysaccharh Bacterla  Proteabacte Betaproteob Burkholderiales

7S i s ot Sttt ubddres

L1611 Variovorax sp. URHB0020.

123612

5788.11 Polsacchai No_taranomic_annotation_avalable

4.026-12 Polysacchari Not_in_Uriref

187610 pr 151663
it ik

Proteobacter Betaproteobacter Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 6819

9.506-07 Polysacchari Bacteria Bacillales
6.11E-14 Polysaccharh Bacterla  Acldobact

S5 16 Fosacerars No.osonmic ammaton svaible

4716-12 Polysacchari No_taxonomic_annotation_avalable

65E.15 16408
B81E-12 Polysacchari Bacteria  Proteabacter Betaproteob Burkholderiles Wethylibum

352605 Polysaccharh Bacteria  Chloroflext Chiorofie bacterium

3.19€.12 Polysaccharh No_taxonomic_annotation_available

280E.07 Polysacchari Bacteria  Firmicutes  Bacill

24906 Polysaccharh Bacterla

L07E.06 Polysacchari Bacterla  Firmicutes Bacli  Bacilales  Bacilaceae

BILE-11 Polysacchari No,taxonomic_annotation_availzble

47613 P
267608 r Azospira onyzae
375612 P
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Polysacchari Bacterla

Polysacchari Bacteria  Firmicutes  Bacili  Bacilales
Polysacchari Bacteria  Firmicutes Bacili  Bacillales

Polysacchari Not_in_Uriref
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation, avalable
Polysacchari-Bacteria  Protecbacter Betaprateob

Burkholderiales

Methyiibium

Lawsonia intracelloaris

Chioroflexi
Nitrospirae. Nitrospira
Polysacchari Bacteria

Polysacchari Bacteria  Protecbacter Betaprateoh
Polysacchari Bacteria  Acidobacteria

Burkholderiales

Acidobacteria bacterium RIECSPLOWO2_02_FULL_67_21

62114 Polysacchari No,taxonomic_annotation_available
163 P Variovorax sp. CFO79
8226-11 Polysacchari No_taxonomic_annotation_available marine metagenome
100E-14 P

109€-12 P

14310 P

219

820615 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales Methylibum Metylitium sp. NZG
sS7EIL Ramlibacter sp. WSO
151607 Luteimonas.

62410 Polysacchar No_taxonomic_annotation_available

362611 P Lautropia  Lautropia sp. SCN 70-15
207606 Ascomyeota udriavzevi
215606 Arthropoda. Insecta Bacillus

108E

2.82€.08 Polysaceharh Bacterla bacterium

208E-11 Polysacchar Bacteria  Proteabacter Betaproteab Burkholderiles

873 P

6.57.08 Polysacchar Not_in_Uniref

597608 P Lautropia

1.36E.09 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales Methyiibium

6.75€12 Polysacchar No,taxonomic_annotation_available

59519 Polysacchar No_taxonomic_annotation_availzble

212611 P Azospira onyzae
36310 Polysacchar Bacteria  Proteabacter Betaproteab Burkholderiles

248.05 Polysaccharh Bacterla

7 syt b

292610 51
315608 Poysacchar Bacterla  Proteobacter Betaproteab Burkholdeiales

2976.07 Polysacchari Bacteria  Firmicutes  Bacill

L08E 09 boysacebar Bactels  Proteohares Beapreob Burkholderiles Burkholderiales bacterium 28-67-5
487612 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales Methyibium Methylium sp. CF059
2376 humi
L4010 Polysaccharh Bacterla  Proteabacte Betaproteob Burkholderlales

50208 Arthropoda. Insecta Bacillus

140E-06 Polysacchar Bacteria  Firmicutes Baclli  Bacilales  Bacilaceae Bacilus  Bacilus endophytcus
359E.06 Polysaccharh Bacterla  Firmicutes Bacli  Bacilales

9.20E-16 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderisles Leptothrix  Leptothrix cholodni
660E-11 P

9.10E.13 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderlales

77521 Polysacchari Bacteria

28018 Polysaccharh No_taxonomic_annotation_available

405609 2

376610 P

B.04E13 Polysaccharh No_taxanomic_annotation_available

3.35.06 Polysacchar Not_in_Unire

135€11 Polysacchar No_taxanomic_annotation_available

301E.07 Polysaccharh Bacterla  Planctomycetes Planctomycetes bacterium
464E-11 Polysacchari No_taxonomic_annotation_available

0% P

163 o

1.26E-11 Polysacchari No,taxonomic_annotation_availzble

334E.09 Polysaccharh Nol_in_Unirel

450

5.39€.09 Polysacchar No_taxonomic_annotation_availzble

830609 Polysacchari No_taxonomic_annotation_avalable

892 Lautropia

7.78E.07 Polysacchar Bacteria  Proteabacter Betaproteobacte Betaproteobacteria bacterium SG8_41
335609 ravacerars acirs Frmcates e Costidales Gostidiacea Gostridum. ot borutoum
25706 Polysacchar Bacteria

2436.07 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderiales

302609 Arthropoda. Insecta Bacillas

29706 Polysacchar Bacteria

$05E12 Pt Prtchacter Bapssacata

401605 Polysacchari Bacteria  Bacteroldets

11908 Polysaccharh Bacterla

L00E-10 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiles Wethylibum

1.826:07 Polysaccharh Eukaryota  Arropoda Insecta  Phasmatode. Bac Bacillus

1.19€.09 Polysaccharh No_taxanomic_annotation_available

10010 Polysacchari Bacteria  Protecbacter Betaprotecbacteria Betaproteobacteria bacterium GR16-43
$83E 14 Plpachars No enomic. amation alale

1726 06 e Actinopteri Cypr Fundulus  Fundulus heteroclitus
1826

493608 Polysacchari Bacterla  Proteobacter Betaprateob Burkholderiales

.59-14 Polysacchari No_taxonomic_annotation. available

5.67E.09 Polysacchar No,_taxonomic_annotation_availzble

478630 P

5.75.06 Polysacchari Bacteria  Bacteroidete Cytophagia  Cytophagales Cytophagales bacterium TFI 002
502606

7.68E.09 Polysaccharh No_taxenomic_annotation_available

31609 Polysaccharh Eukaryota  Ascomycota Sordariomyc Hypocreales Nectriaceae Fusarium  Fusarium proiferatum
515 P

154612 P

187617 P

47935 P

370607

242609 P

93916 P

522608

255621

7491 P

25008 Polysacchar Bacteria

456621 Polysacchari Euaryota  Streptophyta Malales  Malvaceae Gossypium  Gossypium barbadense
115908 Polysacchar No,_taxonomic_annotation_available

1.626:06 Polysacchari Eukaryota  Athropoda Insecta  Phasmatode Bacilidae  Bacillus

447605 Polysacchari Bacterla  Chioroflex Chioroflex bacterium GWC2_73_18.
4.096-06 Polysacchari Bacteria

S41E Actinobacter moriokacnse
3.60£.09 Polysacchar No_taxonomic_annotation_available

00010148 Polysacchari Bacteria  Actinobacter Actinobacteria uncultured actinobacterium Rifle_16fc_4_minimus_38826
694E.12 P ™
345615 P

1.46E.08 Polysacchari No,_taxonomic_annotation_availzble

27017 Polysaccharh No_taxonomic_annotation_available

6.30E.06 Polysacchari Bacteria  Bacte

$8508 pomacchar Bacea  BacteridteOtophagi Oncpragales Chryseolinea Chrysealinea flava
187.08 Polysacchar Bacteria 1 Betaproteob Burkholderiales

3.76E-

2056.05 Polysacchark Bacterla  Firmicutes Bacli  Bacilales

126610 P

s P

3.62€.11 Polysaccharh No_taxenomic_annotation_available

162607 Polysacchari Eukeryota  Arthvopoda Insecta  Phasmatode Bacilidae  Bacillus

1258 P

21916 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiles Wethylibum

238.05 Polysacchar Bacteria  Bacteroidetes

13914 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales Methyliblum

7.14E.08 Polysacchari Bacteria  Proteobacter Betaproteobacte Betaproteobacteria bacterium GR16-43
270615 Polysacchar Bacteria  Protecbacteria

176610

a07E11

1.92€.06 Polysacchar Bacterla

391E o

20208 Polysacchar Bacteria  Proteabacter Betaproteob Burkholderiles

3.03€.06 Polysaccharh Bacterla  Proteabacter Betaproteobacteria Betaproteobacteria bacterium
378611 Polysacchari Bacteria  Proteabacte Betaproteb Burkholder;

751607 Poacears lonota  Artopods. Inscts . Phasmtode sadicoe  Sacilus

L68E.07

16610

119611 Filimonas sp. TT-71
25715 Polysacchar No_taxonomic_annotation_available

7.35:07 Polysacchar Bacteria

L4005 Polysaccharh Bacterla

356606 Arthropoda_Insecta Bacillus

282613 Polysacchari Bacterla  candicate diision NCI0 Candidatus ) Candidatus Methylomirabis oxylera
119611 Polysaceharh Bacterla

350E- Azospirillum sp. 75022-1
37605 Polysacchard Eukaryota  Arthropoda Insecta  Phasmatode Bacilidae  Bacillus

L436.07 Polysaccharh Eukaryota  Arthropoda Branchiopod Diplostraca Daphniidae Daphnia  Daphnia magna
3.58E-10 Polysacchar No,taxonomic_annotation_availzble

1.02€.09 Polysaccharh No_taxanomic_annotation_available

4.40E-12 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderisles Picinibacter Piscinibacter caeni
47E-08 Polysacchari No_taxonomic_annotation_available

20715 Polysaceharh Bacterla

59610

1126.07 Polysaccharh Bacterla

20708 Polysacchar No_taxonomic_annotation_available

203610

L0611 polachasbatera  Prechacts aaapmm Burkholderiales
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32361 ematoda Brugia i

L3507 repschert Mo v s et
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70212 oty compes Pettomiet Pl Tiberacse Tuer - Totersestom
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264613 Posaccharh ukanyta  Arhropods Branchopod Diplostraca Oaphmidae Dophia  Daphia magna
143606 Actinobacter

1726

12912 Polysaccharh Bacterla  Proteabacte Betaproteob Burkholderlales

4876-10 Polysacchari No_taxonomic_annotation_available

4626-11 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales

L.02E11 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales

1.88E12 Polysacchari No,_taxonomic_annotation_available

263€.06 Polysacchar Bacteria Microgenomates group bacterium GW2011_GW81_40_9
335606

342610 Popacatars Mo monomic amantn_srlatle

1.42€.07 Polysacchar No_taxanomic_annotation_availab human gut metagenome
254E.06 Poyacebari Bectei | FrtecbacerBeaprateoh Burkhlderiles Wethylibium

2.56€-11. Polysacchar Bacteria

3.39.07 Polysaccharh Not_in_Unirel

e
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BA7E-12 Polysacchari Eukaryota  Streptophyta Solanales  Solanaceae Capsicum  Capsicum chinense
254609
3.33£.09 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales
108 levucez
5.53€.08 Polysacchar No,_taxonomic_annotation_availzble
3£.07 Polysaccharh No_taxonomic_annotation_available
et
134608 P
128614 Tsa02
494E-22 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales
130605 Anthropoda. Insecta Bacills
000010009 Actinobacter . URHDO0S2
000017868 Polysacchar Bacteria  Firmicutes Bacll  Bacilales
430E07 iz
305E
3.15€.08 Polysaccharh No_taxonomic_annotation_available
114605 Polysacchari Bacteria  Firmicutes Bacli  Bacilales  Paenibacilac Paenibacillu:Paenibcilus mucilaginosus
222615
3162610 Polysaccharh Bacterla  Proteabacterla
25715 Polysacchar Eukaryota phvta Lamiales  Lentibulariac Genlisea  Genlisea aurea
1.06E-05 Polysacchar Bacteria
19808 Polysaccharh Bacteria  Proteabacter Betaprotecbacteria
29406 Polysacchari Eukaryota  Athropoda Insecta _ Phasmatode Bacilidae  Bacillus
5.57E.08 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiales
25608 o
7.03€.08 Polysacchari No.taxonomic_annotation_availzble
6.38€.13 Polysaccharh Bacterla uncultured bacterium 564
767E.07 Polysacchar Bacteria  Acidobacteria Acidobcteria bacterium
5.58€:08 Polysacchari Not_in_U
S3E-10 polysacchari Bacteria
7.96E 86123
14705 Polysaccharh Bacterla
ST rapschaCasa il Srchopod Dlestacs O btis Dt mages
1346
846,07 Poysacchar Bacterla  Proteobacter Gammaproteobacteria Gammaproteobacteria bacterium
ME-08 Poiysacchari Bacteria  Candicatus Aerophobetes. Candidatus Acrophobetes bacterium
633610 P
2416.05 Polysaceharh Bacterla
834E Wicrobacteri TPoT012
.976-08 Polysacchari No_taxonomic_annotation_avaiable
300607 P
00001423 Keasinikovia
L1511 Polysaccharh Bacterla
e v
37812 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiales
2.11E.08 Polysaccharh No_taxonomic_annotation_available
000144798 Polysacchari Bacteria  Actinobacteria
5SIE P
5.776.06 Polysaccharh Eukaryota  Athropoda  Branchiopod Diplostraca Daphniidae Daphnia  Daphnia magna
3.25.08 Polysacchar No,taxonomic_annotation_availzble
267E.06 Polysaccharh Bacterla
3.50E.09 Polysacchar No,taxonomic_annotation_available
LISE-11 Polysacchar Not_in_Uniref
836E-10 Polysacchari No_taxonomic_annotation_avaible
01609 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales
(100012554 aacirk Bnctenia PrtotacisDeipmaotacier
2.51.08 Polysacchar No_taxonomic_annotation_available compost metagenome
514605 ardum,
2476.09 Polysaccharh Bacterla  Bacteroidetes Bacteroidetes bacterium
879 P
593 1 Tahibacter a
350612 Polysaccharh Not_in_Unire
330617 Polysacchari Bacieria  Proteabact
20908 Payacehars No.sanamic ammaaton svaible
1.14E.09 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiles
240605 Polysacchari Bacteria  Firmicutes Baclli  Bacilales Bacilaceae Bacilus  Bacilus funculus
2.18E.06 Polysaccharh Bacterla  Bacteroidete Cytophagla  Cytophagales
838E-06 Polysacchari No_taxonomic_annotation_ available
817E
35314 Poysacchar Bacterla  Proteobacter Betaproteab Burkholdelales Methylibium
2706 les b 38
24605 polpacchasbacira_ Sncteroldtetopuga rshagaes Chnyseclinea
36710 Polysacchar No_taxonomic_annotatior
202611 boyacehar Bt Proteohacer Be!apmlmamna Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_ 6820
161608
5285 08 Poysacchar Bactera  Proteobacter Betaproteat Bursholdeiales Riibacter  Rivibacter subsanonicus
405E-09 Polysacchari No_taxonomic_annotation_avalable
210£.05 Polysaccharh Eukaryota  Athropoda Insecta  Phasmatode Bacilidae  Baclllus
137607 5p.K2R10-39
572 Actinobacter
000030718 Arthropoda. Insecta Bacillus
22960
3.28.06 Polysaccharh Not_in_Unirel
191E.08 Polysacchari Bacteria  Proteabacter Betaproteobacteria
271614
22508 Polysaccharh Bacteria  Chlamyciae Chiamyeiae bacterium RIFCSPLOWO?_01_FULL 28_7
380E.09 Polysacchar Bacteria  Protecbacteria
777611 Polysaccharh Bacterla  Proteabacte Betaproteob Burkholderiales Methyibium Methyibium sp. CFO59
585606 0
168005 Poachatbacra s st Oosticls OstiaceaClosridn Costrdum i
801 P K
pre=t4 Arthropoda. Insecta Bacillus
3,906 P 5p. Root189
895612 Polysacchari Bacteria  Proteobacter Betaproteobacteria
114E.08 Polysacchar Bacteria  Firmicutes Bacill  Bacilales  Bacilaceae.
379 P
11911 Polysaccharh Bacteria  Proteabacter Betaproteob Burkholderiles
30706 Polysacchari Not_in_Unire!
7.85€.08 Polysaccharh Bacterla  Verrucomicn Verrucomicrobiae
374E.07 Polysacchari Bacteria  Proteabacter Betaproteob Burkholderiles Methyibium Methyiium sp. CF059
355€:09 Polysaccharh Eukaryota  Arthropoda  Branchiopod Diplostraca  Daphniidae Daphnia  Daphnia magna
295606
426605 Polysacchari Evkaryota  Arthropoda Insecta  Phasmatode.Bacilidae  Bacilus
5.77E.07 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderiales
886608 o
64313 P
2.85€.08 Polysaccharh No_taxanomic_annotation_available
328606
73406 Polysacchar Bacteria
647E.09 Polysaccharh Bacteria  Firmicutes Bacli  Bacilales  Bacilaceae Bacilus  Bacilusstratosphericus
120607
1296.06 Polysacchari Bacteria  Firmicutes Bacli  Bacilales  Bacilaceae
3,268 proteo Neisseriales Crensbacter sp. GY 70310
199 P
2.20.08 Polysaccharh No_taxanomic_annotation_available
132608 Athropoda. Insecta Bacillus
35713 Polysacchar Bacteria  Proteabacteria
112€.09 Polysaccharh Bacterla  Acdobacteria Acidobacteria bacterium
500805 Polysacchar Bacteria
523
986605 Actinobacter
101607 P 81
00010861 PolysacchariBacteria  Proteobacter Betaproteobacteria
137.05 Polysacchari Bacteria  Protecbacter Betaproteobacteria Betaproteobacteria bacterium 13_1 20CM_67.22
391E P
1L62€.07 Polysaccharh No._taxonomic_annotation_available
000109477 Polysacchar Bacteria  Firmicutes Bacili  Bacilales  Paenibacilac Paenibacilu: Pacribacillus sp. DXL2
9.376-10 Polysacchari Bacterla  Proteobacter Betaprateob Burkholderiales
420606 Polysacchari Bacteria
5 68E- P
229611 Polysaccharh No_taxanomic_annotation_available
3256.07 Polysacchar No,_taxonomic_annotation_available
2726 P Variovorax sp. Ws11
257 P
4.40E-08 Polysacchari Bacteria  Proteobacter Gammaproteobacteria Gammaproteobacteria bacterium
5.40E.08 Polysaccharh Not_in_Unirel
6.53£.08 Polysacchari Bacierla  Bacteroidetes Bacteroicetes bacterium
148606 VRS73
LIE06 plpacchartSactra  SacteroldeteStopaga agales Chryseolinea
3.65€.08 Polysacchari Bacteria  Proteabacter Betaproteob Burkholderiles
115605 poacehart Becers Bacieroiert Ononeg. OYophgales ©ytophagales bacterium
647609 i
31612
000040947
892607 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales
000015022 Polysacchari Bacteria  Protecbacteria Proteobacteria bacterium
1.28.08 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales
838E-09 Polysacchari No_taxonomic_annotation_available
Lascos poscan s ptetactrCammarretetra
4
182609 thomona Luteimonas.
2506
190611 Polysacchar Bacteria  Protebacteria
144 06 P
L88E.07 Polysaccharh Bacterla  Proteabacter Betaproteob Burkholderlales Rhizobacter Rhizobacter sp. OV335
1sae.07 r
519606 P Burkholderia
200609
Lae07 Tahibacter a
26911 Polysaccharh Bacterla uncultured bacterium ALQ1_fos_4
e
729606 P Azospira onyzae
5.86£.09 Sparassis crispa
27814
297E.06 Polysacchari No._taxonomic_annotation_availzble
240610 P
000010051
153.05 Polysaccharh Bacterla
6.10£.06 Polysacchar Eukaryota  Athropoda Branchiopod Diplostraca Daphniidae Daphnia  Daphnia magna
26606 Polysacchari Not_in_Uniref
465605 Actinobacter Tetrasphaer:

000038056 Polysacchari Bacteria

Acidobacter Blastocatellia

539606
248£.06

Blastocatellia bacterium
Variovorax sp. Ws11

g

b URHDOOSS

12211 Polysacchar Bacteria  Proteabacter Betaprotecb Burkholderiles Rivbacter  Rivibacter subsanonicus.
5.60£-11 Polysacchari Not_in_
01085 Actinabacter
1L0BE.05 Polysacchari Not_in_Uniref
1.92€11 Polysaccharh Bacierla  Proteabacter Betaproteob Burkholderlales Rivibacter  Rivibacter sp. C1:9

241E.05 Polysacchari Bacteria
225608 Polysacchar Bacteria

Proteobacter Betaproteobacter
Firmicutes - Bacil

327608
4.08E-08 Polysacchari Bacteria
144.06 Polysaccharh Bacterla

.06

otebactert
roteobctr Btaprte Buldrles

826608 Polysacc!

812607

83810

Proteab
466E-07 Polysacchari Bacteria  Firmicutes Clostridia  Clostridales Heliobacteri Heliobacteri
6.40E13 Polysaccharh Not_in_Unirel

hari Bacteria  Acidobacteria
Ketobacter
26508 P Ekarils Attopots Imets - Pramatods aclida dcles
000010861 Polysacchar Bacteria  Acidabacter
3.79.05 Polysacchari Not_in_U
Polysacchari Bacteria  Protecbacter
9.09E-05 Polysacchari Euaryota  Arthropoda. I Phasmatode Bacilidae  Bacilus
1.12€.06 Polysaccharh Bacterla  Proteabacte Deltaproteobacteria
Firmicutes  Clostridia  Clostridiles Clostidiacea Clostridium

19312 Polysacchari Bacteria

Heliobacterium modesticaldum

Acidobacteria bacterium
Ketobacter sp.

Acidobacteria bacterium RIFCSPLOWO2_12_FULL 6621
Proteobacteria bacterium

Deltaproteobacteria bacterium RIFCSPLOWO2_12_FULL_60_19
Clostridium argentinense
<

467606



15217411 Noroles mapped out of 0 KOs polyhycronyalkanoate synthesis repressor Phak 595970545 273610 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales ethibiom Metyitum sp G059

17831042 Amino acid metabolism Arginine bosynthesis 595896715 7.48£07 P miibacter sp. WSS
8377606 of @ Fe-S cluster assembly ATPase SufC 594791485 31105 Poysacchari Bacteria
16377639 Noroles mapped out of 0KOs Not_in_Uniref 593575303 1.986.06 Polysacchari Not_in_Uniref
15693282 roohydrat nd acic sugar ABC transporter ATP-binding protein So261s08 250606
y so28144 589607 P
12962563 Noroles mapped out of 0 KOs 550533338 0.00134425
18314123 Amino acid metabolism Valine, sa9messT 277606 Ramlibacter sp. WSO
9902122 No roles mapped out of 0 KOS Not_in_Uniref 589829611 000042189 Polysacchari Not_in_Uniref
13512926 Noroles mapped out of 0 KOs HTH_17 domain-containing protein sesousss  BATEL ctinobacter Phycicoccus Ph 180:
16222721 Translation Ribosomal proteins: synthesis and modification 305 ribosomal protein 587847615 5.05€-08 Polysacchari Bacterla  Proteobacter Betaproteobacteria
739642 Noroles mapped out of 0 KOs Uncharacterized protein (Fragment) 587772819 23907 st
589343 16 No roles mapped out of 0 KOs Uncharacterized protein 58621499 000013029 Polysacchari Bacteria unculured bacterir
7632611 No roles mapped out of 0 KOs Uncharacterized protein 585194478 4.95E-05 Polysacchari Bacterla  Actinobacter Actinobacteria uncultured. aclmwautvmm o0 25612
14116922 Carbohyerate metabolism St/ 581942043 000039658
16793111 Amino acid metabolism 581828278 0.00063066 unael
17367198 Translat Tt A gones Polyribonucleatide nuceotidyltransferase 583529915 1.24£-07 Polysacchari No_taxonomic_annotation_available
1447495 1 Carbohyeirate metabolism Cizate cycle (TCA cyle) sennge  41E06 Tahibacter a
4147891 celllar iy, and. MCG1049288 58260355 838E-13 Polysacchar Bacteria  Cyanobacteria Chroococcale Aphanothec: Crocosphaer, Crocosphasra watsorii
Si03074 nvacelar vaficking, sl and reces et 613607
5912766 No roles mapped out of 0 KOs ‘Alpha-E domain-containing protein 581260401 32911 P
7sSi65  Reguaton uncons General Translational GTPase TypA 581216673 7.686-07 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium
9646203 No roles mapped out of 0 KOs Uncharacterized protein 580189857 164E06 ArthropodaChilopoda Strigamia maritima
9978012 Transiation Ribosomal prteins: synthesis and modification 505 ribosomal protein 15 579521275 116€-05 Polysacchari No_taxonomic_annotation_available
93779310 Transiation ®and R 579435613 132605 P Variovorax sp. CFO79
5265162 No roles mapped out of 0 KOs non-rbosomal peptide synthetase 579185794 0.00085243 sp. vRags
8011545 Cell morilty and acherance: - ATP: 578902213 114€05 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales Methyibium
184757422 Nucleic acid metabolism D replcai d repai 57867289 673606 Polysacchari Bacterla  Chlamydiae Chlamydila  Chiamyclles Chlamyeales bacterium 3826
18111803 Carbohyerate metabolism St e 1 v Isocitate dehycrogenase [NADP) 578291976 3.206-08 Poiysacchari Bacteria  Protecbacter Betaproteob Burkholderiales
17389994 No oles mapped out of 0 KOs Manganese rarspor rotein Mt 577914498 000018177
18221674 Noroles mapped out of 1K0s Putative sugar transport proe 576981053 140€.08 Polysacchari Bacterla
5340551 No roles mapped out of 0 KOs Uncharacterized protein 5760734 336E.07 Polysacchari Bacteria  Firmicutes  Clstridia  Clostridiales Lachnospirac Oribacteriun Oribacterium sp. oal taxon 078
1 Noroles mapped out of 0 KOs, ‘Amino acid adenyation domain-containing protein 575476027 000075308 Mgbs1
10257643 Carbohyerate metabolism 575205194 S50E06 thomona Luteimonas.
6405551 o roles mapped out of 0 KOs Uncharacterized protein (Fragment) 5750931 6.56E-09 Polysacchari Evkaryota  Arthropoda  Branchiopod Diplostraca Daphildae Daphwia  Daphnia magra
18336655 Noroles mapped out of 0 KOs Not_in_Uniref 574425214 196606 Poysacchari Not_in_Uniref
Transiation Translation factors Elongation factor 6 574268817 6.6SE07
990500_13  Energy metabolis 573177741 BABE0
> mapped out of 0 KOs, Not_in_Uniref ST 1S40 st Nt U
475701 Intracelluar raffcking, assembly, and processingPeptidases Lon protease 571308407 000013149 Polysacchari Bacteria  Proteobacter Betaproteobacter
83833512 Intracellular aficking, assembly, and processing  Peptidases AT depndant s metalprtese P ogeacn " airves rawacen acorn.  emeonacm setepaats B
1506833 Noroles mapped out of 0 KOs Lipoprote 569261173 617608 Polysacchari Bacterla  Chloroflex Chiorofle bacterium CsP1-4
4862151 Transiation R and R base modification Seeide waterdiase 568695859 528608 P
10295172 Noroles mapped out of 0 KOs Dbty konputrte teycgense 568017535 41707 P
1096471 21 Intracellular trafficking, assembly, and processing  Peptidases insulinase family 567082665 0.00040074 Polysacchari Bacterla  Acidobacter Blastocatelia Blastocatellia bacterium AAL3
18347493 Nucleic acid metabolism 0 replcation, recombination, and repair Ui e o & 566128928 336E07 P
2530591 No roles mapped out of 0 KOs Uncharacterized protein (Fragment) 566033425 9.29.05 Polysacchari Bacterla  Firmicutes Bacili  Bacilales  Bacilaceae Ancxybacily Anosybacills sp. KU2-6(11)
12102173 No oles mapped out of 0 KOs Not_in_Uniref 566024767 2.36€-14 Polysacchari Not_in_
2246631 No roles mapped out of 0 KOs Uncharacterized protein 565986661 000016509 Nematoda Globodera pallda
41300433 No roles mapped out of 1KOs Short.chain dehydrogenase 564807567 196606 Polysacchari Bacterla  Bacteroidete Cytophagla Cylophagales Chryseolinea Chrysealinea flava
5466847 No roles mapped out of 0 KOs 505 ribosomal protein L9 (Fragment] S56378s30L 13307 P
45874 Cell marilty and acherance Type VA pil SEIT6L 78906 P
760749 26 Intracelluiar bl and. 563346689 8.896-07 Poiysacchari No_taxonomic_annotation_svailable
3 Translation Translation factors Elongation factor Tu (Fragmen) 563046984 000010997 Polysacchari Bacterla  Candidatus Saccharioacteria Candidatus Saccharibacteria bacterium CG_4_10_14_0_2_um_ilt
10685311 Translation Transfer & biogenesis Lysine-RNA ligase: 562571093 0.00125891
12616394 &, ABC transpor 562177204 195605 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales
15110354 Noroles mapped out of 0 KOs Not_in_Uniref 561072897 1316-11 Poiysacchari Not_in_U
Sy e rapped o 0 10n 560645214 000038358 Palysacchari Not_in_Uniref
1774957 Trans Translaton factors longation factor T 559346807 6.696-06 Polysacchari No_taxonomic_annotation_available
AL Norols mapped o o008 Unevrsceriea rotein 55870861 269E.06 Polysaccharh Eukaryola  Streptophyta Brassicales Brassicaceac brassica  Brassica leracea
88316 Translation Transfer & biogenesis Threonine--tRNA ligase SSToMI6 362607 thomona Luteimonss
4160632 Amino acid metabolism Phenyia 1 SSUSIETG  AMAEG sacar e rtsbacteBetapnes Bukholeres Methylibum
12099726 Noroles mapped out of 2K0s Uncharacterized protein 556366460 8.03E-1 inobacter
50.2 rgy transdcer Tond 555757804 2.95E-¢
162162410 No roles mapped out of 0 KOs Uncharacterized protein 555066474 7.16E-10 Polysacchari No_taxonomic_annotation_available compost metagenome
4147892 No roles mapped out of 0 KOs Uncharacterized protein 555314249 4.07€-12 Polysacchari No_taxonomic_annotation_available compost metagenome
574163 Transiation Translaton factors Elongation factor Tu 554956154 000026111 Polysacchari Bacteria
11424593 Energy metabolism 55393606 AIE18 Azospirillum sp. CEH 70021
67176439 Transiation Ribosomal proteins: synthesis and modification 305 ribosomal protein S8 553210815 163608 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales
15527939 Translation Ribosomal proteins: synthesis and modification 505 ribosomal protein L7/L12 551720581 000073204 Polysacchari Bacterla  Firmicutes  Bacili
15492982 Noroles mapped out of 0 KOs Cell wall-assoclated hydrolase S5usse2 121605 ndid
2720187 Transiation Translaton factors Elongation factor Tu 55180016 131605 Poysacchari Bacteria
164049122 Amino acid metabolism i 551030636 262605 roteob
6717603 Transiation Ribosomal protein: synthesis and modification 505 ribosomal protein L22 5484305 172£.06 Polysacchari Bacteria  Proteabacter Betaproteab Burkholderiales
3447691 No roles mapped out of 0 KOs Uncharacterized protein 547675034 2.57€-05 Polysacchari Bacterla  Firmicutes  Costridia  Clostridiales Lachnospirac Blautia  Blautia obeum
3314654 Noroles mapped out of 0KOs Not_in_Uniref 547375571 3.546.05 Polysacchari Not_in_Uniref
13628531 Noroles mapped out of 0 KOs Uncharacterized protein (Fragment) 547313095 363606 Polysacchari Bacterla  Verrucomicrobia rrucomicrobia bacterium
14210951 porin family protein 545751797 68906 ot sobacer o ho
291553 long-chain faty acid-CoA ligase. 54508086 L6306 S, raapet URHD00G
2 Transcrption R polymerase DNA-directed RNA polymerase subunit bta' 545141027 153605 Polysacchari Bacteria
14477093 No oles mapped out of 0 KOs Uncharacterized protein 543315223 303605 Polysacchari Bacterla  Firmicutes  Clostridia  Clostrdiales Lachnospirac Oribacteriun Oribacterium sp.oral taxon 078
1 Noroles mapped out of 0 KOs, Not_in_uniref 543104385 0.00012506 Polysacchari Not_in_Uniref
184848137 Energy metabolism 542248191 153609 Polysacchari No_taxonomic_annotation_available
14534205 Translation Translation factors Elongation factor 6 54193559 14306 P e
4678901 Cell marilty and acherance Flagella complex and associated proteins Flagellin 54088039 926605 r i
54029713 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 540854832 B.7E-09 Poysacchari Bacterla  Proteobacter Betaproteobacteria ettt RFCSPLOWO_12_FUL_G5._ 14
1837971 Noroles mapped out of 0 KOs Uncharacterized protein 540582929 0.00015564
1067751 Transcription R polymerase DNA-directed RIA polymerase suburit beta 539806112 177E09 Polysacchari Bacterla  Proteobacter Betaproteobacteria
6077462 Intracelluar aficking, assembly, and processing Peptidases ATP-dependent zinc metalloprotease FisH 539657620 707605 P
5002445 No roles mapped out of 0 KOs Uncharacterized protein 539416344 1.27€-10 Polysacchari No_taxonomic_annotation_available
12918331 Regulatory functions Protein interactions SHOBEL 422605 vt e Pt mnaprosacete Gammaproteobacteria bacterium 13_2_20CM_66_19
13652107 No oles mapped out of 0 KOs 3.0x0acy1-ACP reductase FabG 537556678 B30T
378445 inracelluiar bl and. 55096564 251E.09 Polysacchark Bactria _ Bacteroidete Ctophagia. Cophagal Crryseolinea Chrysealinea flava
15819692 No roles mapped out of 0 KOs Uncharacterized protein S34742053 138005 Poacchar Bactea  Thermotoga Thermetoga ThermotogalThermotoga Thermatoga Thermotoga . TBYP3 1.1
116330229 No rles mapped out of 0 KOs Outer membrane porin, OprD family 534582686 435609
304222 No roles mapped out of 0 KOS HS family MFS transporter 537832 291607 thomona Luteimonas.
15039207 No roles mapped out of 2 KOs Succnic semialdefyde dehycirogenase 533963448 2.05£-09 Polysacchari No_taxonomic_annotation_available
X unit 53307386 9.12607 hylocapsa acidiphia
15384499 Translation Ribosomal proteins: synthesis and modification 505 ribosomal protein L1 5338904 171605 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales
28445 Amino acid metabolism Histidine metabolsm Histdinol dehydrogenase 53376199 143E06 P
3021985 No roles mapped out of 3 KOs Aldehyde dehycrogenase 533315385 112607 Palysacchari No_taxonomic_annotation_available
1264258 Noroles mapped out of 0 KOs Uncharacterized protein 531621807 17309
16216248 Noroles mapped out of 0 KOs Undrracensed i 531480097  2.296-11 Polysacchari No_taxonomic_annotation_available compost metagenome
13907165 No roles mapped out of 0 KOs DUF2171 domain-containing protein 53116539 000034381 Polysacchari Bacteria  Chloroflex Chiorofle bacterium
9815719 Unknown function General Uncharacterized protein 531096502 220605 P
5712164 Transcription R polymerase DNA-directed RA polymerase suburit beta 529918961 5.24€-08 Polysacchari No_taxonomic_annotation_available
14185517 MFS transporter 529141729 000019107
4072651 el ohycrat ndacids 528756863 L6OE0S P
10930087 Noroles mapped out of 0 KOs Not_in_uniref 527495320 867€09 Palysacchari Not_in_Uniref
123074730 No roles mapped out of 1 K05 NAOH-quinone oxidoreductase suburit N 526809815 143E06 Polysacchari No_taxonomic_annotation_available post metagenome.
36062012 Transport and binding protelns Cations and iron carying compounds Sodium transporter S35 SA0E0S vt cerideteSonhuga Ofophgales Grysolines Gelne e
10748344 Amino acid metabolism Argiine biosyrihesis Argininosuccinate yase 525715589 484E-05 Polysacchari Bacteria  Gemmatimonadetes emmatimonadetes bacterium
15819691 No oles mapped out of 0 KOs Uncharacterized protein ST 00000658 elyncrr Do uncultured bacterium 5612
5910422 Amino acid metabolism Ve 5247376 8.89€.06 Polysacchari No.taxonomic_annotation_available
3848551 Noroles mapped out of 0 KOS Uncharacterized protein (Fragment) 524652659 100E-10 Streptophyta Beta wigaris
57306329 Transcrption R polymerase DNAdirected RNA polymerase subunit beta” 524446037 000051066 Polysacchari Bacteria
8956171 No roles mapped out of 0 KOs Uncharacterized protein 52421852 000221854 the indica
18368261 Carbohyarate metabolism Giyeolysis / Gluconeogenesis Fructose-1,6-bisphosphatase class 1 523666132 368E05
14940855 Regulatory functions Protein interactions Uncharacterized protein 52301195 9.66E.06 Polysaccharh No_taxonomic_annotation_available
16866374 Translation Ribosomal proteins: synthesis and modification 505 ribosomal protein L16 522056322 L43€-11 Polysacchari No_taxonomic_annotation_available
667923 Transiation Ribosomal proteins: synthesis and modifcation 505 ribosomal protein L25 5208411 767605 2
2971411 No roles mapped out of 0 KOs Regulator of fONA transcripion protein 15 520062225 851606 Polysacchari Eukaryota  Streptophyta Solanales  Solanaceae Capsicum  Capsicum baccatum
16106772 No oles mapped out of 0 KOs Serine/threonine protein kinase: 519261689 163606 Polysacchari Bacterla  Actinobacter Actinobacter Frankiales  Frankaceae Frankia  Franka sp. EUNIh
1084659_18  No roles mapped out of 0 KOs Not_in_Uniref 519208539 000113669 Polysacchari Not_in_Uniref
11795933 No roles mapped out of 0 KOs Cell wall-associated hydrolase. 519091211 000062311 Polysacchari Eukaryota  Nematoda Enoplea  Trichinellida Trichuridse Trichuris  Trichurs trchiura
301533 517808605 556E-05
3848552 No roles mapped out of 0 KOs Uncharacterized protein 516748734 BS0E-12 Poiysacchari Euaryota  Streptophyta Rosales  Rosaceae
1200211 5 ofactors, and metabolism 516672626 000014371 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
8612342 Noroles mapped out of 0 KOs Uncharacterized protein 515042919 0.00027974 Palysacchari No_taxonomic_annotation_available marine sediment metagenome
262163 No roles mapped out of 0 KOs ¥g1Q family adical SAM prote 51472333 14407 o Ramlibacter sp. WS:
15219054 Translation inesomal protens:syrthess and modifcaion 505 ol prten 16, enrapasc 513198804 0.00288506 Polysacchari No_taxonomic_annotation_available
14845371 Translation tRand R 513013662 £06 e
800063 No roles mapped out of 0 KOs Hyord sensor histicine kinase/response regulator 511326151 000104955 Polysacchari Bacterla  Acidobacteria Acidobcteria bacterium
17185804 No oles mapped out of 2 KOs General substrate transporter 511323699 0.00052741 Polysacchari No_taxonomic_annotation_available
1028928 6 Prosthetic groups, cofactors, and carrers Folate biosynthesis Metalloghos domain-containing protein 511007453 000641972 Polysacchari Bacterla  Chloroflex Chiorofiex bacterium
388313 ofactors, and SIONIISES  RA0) P B PrtsolacteSeapcsa Bbolrles Methyibium
155279312 Transcription R polymerase DNA-diected RNA polymerase subunit beta 510459839 477605 Polysacchari Eukaryota  Arthropoda It Phasmatode Baclicae _ 8acs
11465202 Nucleic acid metabolism D repl bination, and ol 510046517 445605 Luteimonas
2438983 Carbonyarate metabolism Pyrate metabolism aihydrolipoylysine-residue acetylransferase 509809899 35105 P Variovorax sp. URHB0020.
No roles mapped out of 0 KOs Uncharacterized protein 5.08612299 000024974 Polysacchari Bacterla  Firmicutes Baclll  Lactobacilal Streptococea Streptococcus
10602813 No oles mapped out of 0 KOs aklike protein 0718826 86614
7800772 No roles mapped out of 0 KOs Uncharacterized protein 507037697 000122756 Polysacchari No_taxonomic_annotation_available compost metagenome
16110361 Noroles mapped out of 1K0s Uncharacterized protein 506947191 000263933 Polysacchari Bacteria  Gemmatime Gemmatimonadetes
13381723 roohydrat nd acic 505779251 465E-07 Variovorax sp. HW608
1740032_12  Amino acid metabolism Histdine metabolism Histicine biosynthesis bifunctional protein HiIE 504819784 000038577 Koreensis
2638792 Carbonydrate metabolism 8 502898073 0.00067404 Actinabacter o
1230060_1  No oles mapped out o 0 KOs Uncharacterized protein 502042142 000233989 Polysacchari Eukaryota  Arthropoda. Branchiopod Diplostraca Daphildae Daphmia  Daphnia magna
16851504 Energy metabolism et 501763869 00034591 Polysacchari Bacterla  Firmicutes  Baclli
10611794 Transiation Translaton factors Elongation factor Tu 501092628 4.95€.05 Polysacchari Bacterla
6149511 No roles mapped out of 1 KOs peroridase. 500963183 0.00220007
110231829 No roles mapped out of 0 KOs NosD domain-containing protein 500852476 B97E05 Polysacchari Archaea  Thaumarchacota Thaumarchaeota archaeon
135239113 No roles mapped out of 0 KOs Uncharacterized protein 500807487 174E-05
1655683 32 Energy metabolism Oxidative phosphorylation Ubiquinol oxidase subunit 1 SO0ISA262 000263574 olsacbart acerla - Clamylae CHamydia_ Paacame Faacharyd Ganddts Proichlamyda
5222793 Amino acid metabolism Lysine degradation Acyl-Con dehycrogenase Ao 26606 Paiad Rt romucsetarotbicimis etaproteobacteria bacterium SCGC AG-212123
x appect out of 2 KOs Succinic semialdefyde dehychogenase 499221298 171609 Polysacchari No_taxonomic_annotatior
388312 Prosthetic groups, cofactors, and carrers 457631394 Q00031323 rlyachen Bacer | FrtaonactrSeaproteo Buihcariles
34084 rbohydrate metatolism Girate cyle (TCA cyele) Malate synthase 496909426 0.0002049% r
14560072 No roles mapped out of 0 KOs tochrome ¢ oddase accessory protein FixG 496130375 98106 P
6.2 Noroles mapped out of 0 KOs, e et e 49603826 533605 Polysacchari Bacterla  Acidobacteria ‘Acidobacteria bacterium RIFCSPLOWO2_12_FULL 67_14b
111017310 Translation Ribosomal proteins: synthesis and modification 305 ribosomal protein 53 454155314 3.49€-05 Polysacchari Evkaryota  Arthvopoda Insecta  Phasmatode.Bacilidae  Bacilus
2.9 No oles mapped out of 0 KOs, et o 494139763 11807
14040777 Carbohyerate metabolism 493859828 8.626.09 Palysacchari No_taxonomic_annotation_available
675379.1 comL> 493598644 000255426 Poysacchari Bacteria  Chloroflext Chiorofie bacterium
78562 cell i, and death 49351260 828606 o Nitrosospira sp. Nsp2
12042712 Intracelular trafficking, assembly, and processing  Pepticases Methionine aminopeptidas 452800136 527605
12611302 Nucleic acid metabolism Purine metabolism Amldﬂv’vuw’vanhasvhmnxitvax( 492564222 3.906-06 Polysacchari Bacteria
831354 Carbohyorate metabolism Propancate metabolism Acyl-Con dehycirogens: 492276579 00001051 P
15039296 Carbohyerate metabolism 9310325 2.406-0
2056784 Carbonyorate metabolism Pyrvate metabolism Dol oanidesetrasfrse componentof st ey $S36SST02 655605 Pt Cuarts | Atropods ket Prasmatoe Sxcllise  baluc
17300782 No roles mapped out of 0 KOs Bacteriophage replic 488894815 000066411 Poiysacchari Bacteria  Firmicutes Bacili  Bacilales  Bacilacese Bacills  Bacilus stratosphericus
6357971 Noroles mapped out of 0 KOs Unracinseaproin. 488514083 00013961 Firmicutes. 13870
2311964 Intracelluar raficking, assembly, and processi 1 488222726 000028281 Polysacchari Bacterla
259152, ABC transporter ATP-binding protein 487989825 000051157 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales
1552793 31 Translation okl ot syt s modficton 505 ol roten 14 487071094 000011824 Poysacchari Bacteria
8570392 No roles mapped out of 0 KOs M domain 486016728 167605 o Lautrogia  Lautropia mirabiis
375943 Amino acid metabolism Histidine metabolism 86347572 000022555 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 6819
7747611 Transiation Translation factors Elongation actor 6 486787946 000063066 ctinobacter
13307005 Carbohyerate metabolism Cirate cycle (TCA cyele) Tl daprert 2 ol dekaan e age7a2es7 167607 w3
17831041 No oles mapped out of 0 KOs MBL fold metallo-hydrola: 485738318 9.85E05 P et o
8562235 No roles mapped out of 1 KOs eroic Chacormonate vanspor prcen 485322516 000185207 p.SH-PLL
1407635_29 Carbohyerate metabolism 85298107 335E06 P humi
7681272 o roles mapped out of 0 KOS Uncharacterized protein (Fragment) 483919942 000109804 photometricum
4864144 Cell marilty and acherance Tuitching 487 415606 obsachar Bl rotecaceBetares Bubolderles Burkholderisles bacterium RIECSPLOWO2_12_FULL_64_39
8117529 Carbohydrate metabolism Giycolysis / 482673429 000263574 Polysacchari Evkaryota  Arthropoda. Insecta matode Bacilidas  Bacillus
2055994 Carbohydrate metabolism Amino sugar metabolsm pisioidnpen el Aramart el oA e Betaproteobacteria bacterium RIFCSPLOW02_12_FULL 6514
54554510 Inracellular traffcking, assembly, and 482161751 9.026-06 Polysacchari No_taxonomic_anntation_availabl
16523772 Amino acid metabolism e, 481950069  183€-05 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium
9506704 Nucleic acid metabolism Jicati bination, and regai 1 481513275 9.47E06 Polysacchari Bacterla  Bacteroidete Cytophagla  Oytophagales Chryseclinea
116330224 No roles mapped out of 0 KOs Dt domain-containing protein 480622992 21310
4958351 Nucleic acd metabolism Pyrimidine metabalism Ribonucleoside-diphosphate reductase 480533501 000011437 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
1406112 Transcription R polymerase DNA-directed RNA polymerase suburit beta 479972606 53006
11907343 No oles mapped out of 0 KOs Uncharacterized protein 479602220 9.08E-06
10252083 Amino acid metabolism Giyeine, 479534783 469E-05 Polysacchari Bacterla  Proteobacter Alphaproteobacteria ‘Alphaproteobacteria bacterium ADUID BInA280
10026463 Noroles mapped out of 1K0s Lema family prot 79424621 0.00059669 P
13169433 Nucleic acid metabolism Pyrimidine metabalism Rionuceastde pmosphte reductase 478740776 103607 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales Burkholderiales bacterium
684 15 prosthetic groups, cofactors, and carrers armn asstos po 2 5p. KOR10.39
7087225 No roles mapped out of 0 KOs Feck domain-containing protein 77499981 isacchari Bacteria  Verrucomicrobia Verrucomicrobia bacterium

17285062 Translation Ribosomal proteins: synthesis and modification 305 ribosomal protein 511 7ri20688 Q0IFISTEE P Bacera  rovechacts Gammaprototacei
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rbobydrat nd acic Ugon

Carbohyarate metabolism

476991206 258605
476646335 0.00492035
476238434 33605
474094051 642606
47315459 0.00639991
471280405 666E-08

Polys:
5

Polys.
5

sueptophyta
Actinabacter

Polys:

acchari Bacteria  Proteabacter Betaprotecbacteria

Beta wigaris

Polys.
Polys:
Polys.
Polys:

acchari Not_in_ Uriref
acchar Not_in_Uniref

accharh Bacieria

acchari Eukaryota  Ascomycota Sordariomyc Sordariales  Chastomiace Chaetomium

Chactomium thermophilum

the

Chordata  Ascidiacea

Polys.

acchari Eukaryota  Ascomycota Sordariomyc Hypocreales Hypocreacea Trichoderma

acchar Bacteria  Proteabacter Betaprotecbacteria

Trichoderm atroviride

Polys:

acchari Bacteria  Proteabacter Betaprotecbacteria
accharh Bacterla

Betaproteobacteria bacterium RBG_16_66_20
welured o 5612

457891155 2,206 P 330

455906474 000233336 Poysacchari Bacterla  Candidatus Eremiobacteracota Candidatus mmmnammma bacterium

455534318 Q97608 Poiysacchari Bacteria  Firmicutes Clostridia  Clostridiales Lachnospirac Blautia  [Ruminococeus to

54774203 0.00017657 G Lo moabty

454358402 104E05

454139796 000043454 Polysacchari Bacteria  Firmicutes Bacili  Bacilales  Bacilacese Bacilus  Bacilus sp. SRE_336

45398897 2.63E-10 Polysacchari Bacterla  Proteobacter Betaproteobacteria

451606237 00073202 ctinobacter Pontimonas

451181032 000014705 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_02_FULL62_17

451104214 0000633

450095603 6.56€-05 Polysacchari Not_in_Uniref

450058106 000028

449349204 000046054 Polysacchari Bacterla  Firmicutes  Bacili

445098125 107€.05 Polysacchari No_taxonomic_annotation_available

44mB1%6  RT0E0S s Bt rtsotace Cmmaprotactsia Gammaproteobacteria bacterium

448882824 513605 Polysacchari Bacterla  Acidobact Acidobacteria bacterium

48609759 0.00085615 Polysacchari Bacteria

48576081 000033273 Luteimonas.

448507579 0000312

447804372 7.506-06 Polysacchari Bacteria  Acidobacteri Acidobactert Acdob KBS 96,

44617352 0005891

49815401 000332095 Polysacchari Bacterla  Bacteroidetes Bacteroidetes bacterium

444181879 000042181 PoaccharSactea  Proeotacte Beaprotecbactria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 6514
04889 0.00140983 Polysacchari No_taxonomic_annotation_avalable compost metagenome

442871072 4.17E06 Polysacchari Bacteria

1 pae
5

Polys.
6

Polys:
5

2
Polys:

5p.KOR1039

s rols

Actinobacter
accharh Bacterla  Proteabactes Betaprotecbacteria

thomona Luteimonas
acchari No,_taxonomic_annotation_availzble

Betaprtecactai bt RFCSPLOWOS_12 FULL 62,13
Luteimonas sp.

acchari Bacteria  Acdobacteria

goheungense
Acidobcteria bacterium

Ramlibacter sp. WSS

Polys
Polys.

accharh Bacterla  Acdobacter Acidobacteri Acidobacteri Acldabacterl Acidobacteri
acchari Bacteria  Proteobacter Betaproteobacte
acchar Bacteria  Proteabacter Gammaproteobacteria

Polys.

acchari Eukaryota  Arthvopoda Insecta  Phasmatode. Bacilidae  Bacillus
acchari Eukaryota  Arthvopoda Insecta  Phasmatode Bacilidae  Bacillus

v
Acidobacterium s

etaproteobacteria bacterium RIFCSPLOWO?_12_FULL 65_14
Gammaproteobacteria bacterium

43231387 736606 Poysacchari Bacteria  Proteobacterla Proteobacteria bacterium
431504831 142605 Polysacchari Bacteria  Candidatus Parcubacteria Parcubacteria bacterium C7867-001
431141245 0.00075¢ SYSU 60006
430789620 0.00198185 Polysacchari No_taxonomic_annotation_available
430091309 000460324 Polysacchari Bacteria  Actinobacteria Actinobacteria bacterium RBG_19FT_COMBO_70_19
429605327 000011885 Polysacchari Bacterla
429591375 579605 pr Rz
428808715 000756081 Polysacchari No_taxonomic_annotation_available
427826957 0.00097666 Poiysacchari Bacteria  Firmicutes Bacili  Bacilales  Bacilaceae
az7ssa202 038
427375639 000014069 632
427253579 127606 Polysacchari Bacterla unculured bacterium
26876258 5826 P 5p.K1502-23
426497576 00033389 Polysacchari No_taxonomic_annotation_available mine drainage metagenome
426171955 0.00080638 Luteimonas Luteimonas sp.
424681505 000794825 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales
2360189 000560312 Palysacchari Not_in_Uniref
422759909 2926 koreensis
42093897 9.15E-05 Polysacchari No_taxonomic_annotation_avaiable marine sediment metagenome
42004020 2.256-05 Polysacchari Bacteria  Proteabacter Betaproteob Burkholderisles
419631502 246605 P
419627382 36306 2
417070901 173605 Palysacchari Not_in_Uniref
416560293 001553897 Polysacchari Bacterla  Acidobacteria
416471064 123605 Polysacchari Not_in_Uni
15837176 3776 Yos360
41563745 268605 Chioroflexi rolineales ba
00596 520606 P KR10.39
414713429 2,806
414413119 000026803 Polysacchari Bacterla uncultured bacterium 5612
4141502 331605 Actinobacter b URHDOOSS
412510164 446E06 P 5p.KIR23-30
41287775 133605
412292954 297605 sp.GPI87

7
Polys.

acchari Bacteria  Protebacter Betaproteobacteria

accharh Bacterla  Actinobacter Actinobacter langellales. JangellacearJangella

Betaprotesbacteria bacterium

tangta salphta
ocatella bacterium

26424 L89E-05 Polys:
410159079 2.69€-05 Polysacchari Bacteria  Acidobacter Blastocatelia

35775 187605 [RS——-
409256433 733605

Polys:
5

Polys:
5

56
Polys.

acchar Bacteria  Proteabacter Betaproteab Burkholderiles

Pirellla staleyi

Arthropoda. Insecta Bacillus

Polys.

5 Polys:
Polys:
5

accharh No_taxanomic_annotation_available
acchari Bacteria  Proteabacter Alphaprotecbacteria
acchar Not_in_Unire

aa3s7
hydrothermal vent metagenome
Alphaproteobacteria bacterium HGW-Alphaproteobacteria-5

Polys:
Polys.

accharh Bacteria  Proteabacter eltaproteobacteria
acchari Bacteria  Proteabacter Betaproteob Burkholderiles
acchari Bacteria  Addobacteria

Nocardia beijingen
Detaptocatarietsbacerium RBG_13.43.22

Acidobacteria bacterium

Actinobacter Catelatospo

Polysacchari Bacteria  Acidobacteria Acidobcteria bacterium
Polysacchari Bacteria
Thioalkalivitrio
Polysacchari Not_in_Uriref
Polysacchari Bacteria  Acidobacteria Acidobacteria bacterium
P Lautropia  Lautropia sp. SCN 70-15

398011835 273E05 Polys
39820649 390E.05 Polys
398119858 0.00102723

395722165 000034769
395385414 0.00097506
393776665 0.00011262
393733695 0.00734874
391889457 30805

391327695 6.13605 Polysacchari No_taxonomic_annotation_svailable
39130060 0.0015426 Polysacchar Bacteria  Firmicutes Bacli  Bacilales  Bacilaceae Lysinibacil
108393 469605 Polysacchari Bacterla  Firmicutes Bacili  Bacilales  Bacillaceae Bacilus

390935007 588605 Actinabacter

738
Polys:
5

accharh Bacterla  Gemmatimonadetes

acchar Bacteria

accharh Bacterla  Proteabacter Betaproteob Burkholderiales
inobacter

H

Koreensis
Gemmatimonadetes bacterium
Chiorofle bacterium

accharh Bacteria  Proteabacter Gammaproteobacteria

Ohtackwangia koreensis

Polys:

P Burkholderia
acchari Bacteria  Proteabacter Alphaprotecbacteria

Polys.

acchari No.taxonomic_annotation_available

Polys.
Polys:

acchari Bacteria  Acdobacteria
accharh Eukaryota  Mollusca

Microvirga sp. CCBAU 65841
Acidobcteria bacterium

ysinibacils sp. AC3

Bacillus endophyticus

Kalamazoonesis

sooitsy 77605 yacharAcaes  Thaumachsot Thaumarchaeota archaeon
389686044 0.0001909
Saori3003 0o0otatst vlanopt
5001 003372072 Polysacchari Bacteria  Gemmatimonadetes Gemmatimonadetes bacterium

387083425 00002587 Bacteroicale
387043941 7.67E-07 Polysacchari No_taxonomic_annotation_available
386747552 3.28€.05 Polysacchari No_taxonomic_annotation_available compost metagenome
386501825 0.00021
Sasieii 050 e S Acobnctea Acidobacteria bacterium
38499782 0.00560997 Polysaccharh Not_in_Uriref

01305 5326 05 Pocen Bocirs Acdobactra Acidobacteria bacterium
38392188 000018608 Proteob les b 20
383615884 000444594 Polysacchari Not_in_Uniref
383492579 0.00043751 Polysacchari No_taxonomic_annotation_available
383087772 001209826 Polysacchari Bacterla  Proteobacteria
310045 000ISITA boacerrtSacets ol Chiorofie bacterium
383065496 000027214 Polysacchari Not_in_Uniref
382314413 5.896-11 Poiysacchari Bacteria  Proteabacter Betaproteob Burkholderisles

Polys:

acchari Bacteria  Addobacteria

acchar No,_taxonomic_annotation_availzble

Acidobacteria bacterium

Polys: compost metagenome
7 Actinobacter ba

Polysacchari Bacteria  Proteobacter Gammaproteobacteria Gammaproteobacteria bacterium

Polysacchari Bacteria  Actinabacteria Actinobacteria bacterium HGW-Actindbacteria-3
5

Polysacchari Bacteria uncultured bacterium

ohi 17127:24
Actinobacter 59, URHDO0S2

Polysacchari Bacteria

Polysacchari Bacteria  Protecbacter Betaprateob Burkholderiales Rhizobacter Rhizobacter sp.Root1221

Polysacchari Bacteria  Actinobacter Actinobacte Actinobacteria bacterium

Polysacchari No_taxonomic_annotation_available

Polysacchari Bacteria  Actinobacter Actinobacte Actinobacteria bacterium

Polysacchari Bacteria  Candidatus Rokubacteria Candidatus Rokubacteria bacterium

Polysacchari Bacteria

Polysacchari Bacteria  Gemmatimonadetes Gemmatimonadetes bacterium

Polysacchari No_taxonomic_annotation_available compost metagenome

PoluachasSactera  Acirobacer ctrabacier Actinobacteria bacterium

isacchari Bacteria  Proteobacter Alphaproteobacteria uncultured Alphaproteabacteria bacterium
Ptvachan acira  rteciate Beresbocets Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14

Actinobacter

Polys:
Polys.

thomona Lysobacter
acchar No_taxonomic_annotation_available
acchari Bacteria  Firmicutes Clostrida  Clostrdiales

Lysobacter sp. WF-2

Clostridiales bacterium

Polysacchs

ari No_ taxonomic_annotation_availzble

368556323
367959712 581606 Poysacchari No_taxonomic_annotation_available



12287592 Noroles mapped out of 0 KOs Unehracterzes roten $67AI8836 01187587 Polsachart o, wonamic. o, bl mine drainage metagenome
Acidobacteria

10828621 Noroles mapped out of 0 KOs Uncharacterized protein 367393362 502605 Polysacchari Bacterla
602012 5 s e—-—— St 39950 rovaccur e Acoomters Acidobacteria bacterium
14127553 No oles mapped out of 0 KOs Nonribosomal pepide synthetase 36510336 000245877
12065275 No oles mapped out of 0 KOs Enoy-{acyl-carier-protein] reductase [NADPH] 363628768 000022349 p
3063064 Transport and binding proteins Arions Alpha-ketoglutarate permease 36281909 256605
13527361 Noroles mapped out of 1K0s Carbon-nitrogen family hydrolase 362795628 990605 Actinobacter
8632532 Noroles mapped out of 0 KOs Not_in_Uniref 361683388 003240525 Polysacchari Not_in_Uniref
9684321 Carbohydrate metabollsm Amino sugar metabolsm 361258094 000010879 Polysacchari Archaca  Thaumarchacot
78247077 Itracelluar traffcking, assembly, and processingPeptidases AT dtndct o metalgrtas P 360268762 000130262 Polysacchari Bacterla  Proteobacter Betaproteobacteria
7923421 o roles mapped out of 0 KOs Acy_iranst 3 domain-containing protein 360044158 0.00077716 b »
12628023 No oles mapped out of 0 KOs Unéharaceeed oten 359621066 004078310 Actinobacter b 709
1060822_2 cofactors, and metabalism 358889415 0.00020914 Polysacchari Bacteria  Bacteroidetes Bacteroidetes bacterium
3793325 Transcrption Transcription factors RNA polymerase sigma factor RpoH 358630377 000907921 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14
2730272 No roles mapped out of 0 KOs Not_in_Uniref 358700 0.OMEI02 Pl ot
1340945_33  No roles mapped out of 0 KOs cel cated yroase 357875365 000973601 Polysacchari Bacterla hes Olamydla sl Camycace AT
3113855 Noroles mapped out of 0KOs Uncarscerned Sients Doomaars roacen acorn. Peaaaacs Sehapecac Deltaproteobacteria bacterium 13_1 40CM_4.
1504495 11 Nuclei acid metabolism purine metabol Prohoeoomieciramidne clo-gse 35368746 0.00039658 Polysaccharh Bacteria  Verrucomicrobia Verrucomicrobia bacterium
3941713 Carbohydrate metabolism oot herbonate meaism Isocitrate lyase: 353296523 240605 Luteimonas.
15628672 Cell motiity and adherance PIT/RIIL ArPase 352245772 000212798 Rudaea sp. 362766
101685110 Amino acid metabolism Giycine, 351634176 0.00646544 Palysacchari No_taxonomic_annotation_available
710731 Transcription R polymerase DNA-diected RNA polymerase suburit beta 351292975 000621547 Poysacchari Bacteria
17505915 Noroles mapped out of 0 KOs Histdine kinase domain-containing protein 351216298 000026852 Polysacchari Bacterla  Actinobacterla Actinobacteria bacterium R8G_19FT_COMB0_70_18
8233132 Intracelluar traficking, assembly, and processing_Protein export, secretion, and sorting Protein translocase subunit S 350525523 000028406 Polysacchari Eukaryota  Arthiopoda Insecta  Phasmatode.8acilidze  Bacilus
7939922 Noroles mapped out of 0 KOs Not_in_Uniref 350270642 003763151 Polysacchari Not_in_Uniref
624921 Nucleic acd metabolism Drepl bination, and 350101351 004218191 Polysacchari Bacteria  Bacteroidetes Bacteroidetes bacterium
11640125 Carbohyarate metabolism Galactose metabolism Aldose epimerase 348920013 0.00180536
70151 Noroles mapped out of 0 KOs Uncharacterized protein 348358393 004493035 Chordata  Ascidiacea
2992203 No roles mapped out of 0 KOs Uttt 347798012 001307765 Polysacchari Bacteria candidate division WOR-1 bacterium DG_54_3
15601775 No oles mapped out of 0 KOs Not_in_uniref 347739258 000022163 Polysacchari Not_in_Uniref
4816422 Transiation ibosornl e sybess aod mcicaion 508 hasmal protein 25 347557166 0.00089563 Polysacchari No_taxonomic_annotation_available
5535294 Inracelluar bl and. 347352902 001071703 Polysacchari No_taxonomic_annotation_available
17899732 Noroles mapped out of 0 KOs Uncharacterizes oten 347341581 001153225 Polysacchari Bacterla  candidate division WWES. candidate divislon WWES bacterium RIFCSPLOWO2_01_FULL 41,
7681271 No roles mapped out of 0 KOs Uncharacterized pro 347173773 0.0025698 Polysacchari Bacterla  Firmicutes  Clostridia  Clostridiales Clostriiacea Costridium
410073 o roles mapped out of 2 KO et — 34691062 0.00014173 intracellulare
1277518_37  Transport and binding proteins Amino acids, 346473534 00177966
320073 16 No roles mapped out of 0 KOs Uncharacterized protein 345010985 0,00059852 Proteob 5212
16146316 Translation Translaton factors Elongation factor Tu 345086128 000030641 Polysacchari Bacteria
8235648 Carbohyorate metabolism & 344995863 0.00080875 Polysacchari No_taxonomic_annotation_svailable
7277391 o roles mapped out of 0 KOs Not_in_Uniref 344966726 000034072 Polysacchari Not_in_Uniref
321795 Aminoacid metabolism Lysine biosyrthesis Aspartate-semialdehyde deyorogenase 344505936 000771929 Actinobacter
1713071 Intracellular trafficking, assembly, and processing  Peptidases Membrane dipeptidase 34432628 000190472 Ohtackwangia koreensis
1527599 Transport and binding proteins Carbohyerates, nd acic 34431923 000083105 Polysacchar No,taxonomic_annotation_availzble
7684383 Nucleic acd metabolism D replcai bination, and repai s4sasie12 000821ss obysachracerl Niropine Nirospa  Nispales Nvosprce Nirospra - Nt 508 5813
4854772 No roles mapped out of 0 KOs Uncharacterized protein 341090562 7.436-05 Polysacchari Bacterla  Acidobacter dobacteri bacterium RIFCSPLOWO2_12_FULL_66_21
13763407 Membrane protein 343448097 000353774
560998 7 long-chain fatty acid-CoA ligase. 343246323 00003153 Luteimonas.
3681854 No roles mapped out of 0 KOs Not_in_Uniref 342062815 00060471 Polysacchari Not_in_Uniref
155321 Translation Translaton factors Elongation factor Tu 341456717 000274319 P
15459455 No roles mapped out of 0 KOs Uncharacterized protein 340554295 0.00037069 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 62 13
170237113 No roles mapped out of 1 KOs Putative sugar transport protein 339414479 002401734 Polysacchari Bacteria
13343051 No roles mapped out of 0 KOs Uncharacterized protein 338648412 000031268 Actinobacter
12033356 Cell motiity and adnerance. 337436341 0.00024129 Proteab les b 20
677771 Transcrption R polymerase DNA-irected RNA polymerase suburit beta' 336244273 00006691
17477476 Carbohyeirate metabolism Giyeolysis / 335938473 000389519 Polysacchari Eularyola  Arthvopoda Insecta  Phasmatode.Bacilidae  Bacilus
5033252 Carbohydrate metabolism 335289278 4.896-07 Polysacchari No_taxonomic_annotation_available
9469581 No roles mapped out of 0 KOs Uncharacterized protein 33474593 000453987 Actinobacter
18117972 Nucleic acid metabolism Pyrimidine metabalism Dihycoorotase 331267138 002712269 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 6514
6559925 Nuleic acid metabolism D replication, recombination, and repair Replcative DNA hlica 334160364 23505
2205994 No roles mapped out of 0 KOs DUF4160 domai conaring protin 334134954 000101559 sp.Leaf113,
15767903 Noroles mapped out of 0 KOs Not_in_uniref 333490462 000321555 Palysacchari Not_in_Uniref
17445305 No roles mapped out of 0 KOs Uncharacterized protein 333029834 000223502 Bradyrhizobi Bradyrhizobi Bradyrhizobium japoricum
710732 Transcription R polymerase DNt A sl st bt 332639617 000864595 Polysacchari Bacterla
12986531 Nucleic acid metabolism Pyrimidine metabalism Rbonuseoside-dobospat et 332200877 00004059
61144112 No roles mapped out of 0 KOs Uncharacterized prote 332196539 000059939 Polysacchari Bacterla  Acidobacteria Acidobacteria bacterium
502956_14 No roles mapped out of 0 KOs enaicopepi repetpoteln 332168873 0.00202589 Actinobacter ptospora Thermomans Thermomon Thermomonaspora catenispara
5189495 No roles mapped out of 0 KOs MFS transporter 33169985 000064729
171001 Transcription R polymerase DNA-directed RNA polymerase suburit beta $30158875 00IETL Polpachr oo Addbacier
1317824 Energy metabolism 329291174 0.00889542 Palysacchari No_taxonomic_annotation_available
13661798 Energy metabolism 329244127 000044146 Polysacchari No_taxonomic_annotation_available
100541413 Nuclei acid metabolism D replcat bination, and 328731004 0.00086247 Polysacchari Bacteria  Cyancbacteria Oscilltoriale Oscllatoriac Oscilatora.Oscillatoria sp. PCC 10802
19553133 Nucleic acid metabolism Putine metabolism Hyposanthine phosphoribosyitransferase 328604502 000297447 Polysacchari Bacteria bacterium HRdS
4110541 No roles mapped out of 0 KOs UPFO313 protein DBR37_06515 S28078732 004612523 Polsachars o, wonami. o, st
103373 Transport and binding proteins Anions VWA domain-containing protein 326921352 001936492 Polysacchari Bacterla  Acidobact Acidobacteria bacterium
662700_2 32656989 000172875 Polysacchari Bacteria  Addobacteria Acidobacteria bacterium
15200115 Nucleic acid metabolism Pyrimidine metabolism Ribonucleoside-diphosphate reductase 326300402 000703306 Pavscchrk Bactrla Proteobacte Betaprotecbacira Betaproteobacteria bacterium RIECSPLOWO2_12_FULL 6514
5701624 No roles mapped out of 0 KOs Predicted protein (Fragmen) 325802417 001175138 Poysacchari Evlaryota  Cridaria  Anthozoa  Actniaria  Edwardsiidar Nematostell Nematostela vectensis
17405357 No roles mapped out of 0 KOs Not_in_uniref 324028591 00039616 Poysacchari Not_in_Uniref
70533 Ayl ydroperonide reductase 324023313 0.00068526 o
2872432 No roles mapped out of 0 KOs Not_in_Uniref 322250444 000149627 Polysacchari Not_in_U
693972 Transiation Ribosomal proteins: synthesis and modification 305 ibosomal protein 52 321002929 00255378 Poiysacchari Bacterla  Firmicutes Bacili  Bacilales  Bacilaceae Bacills  Bacilus endophyticus
12783406 Amino acid metabolism Tyrosine metabolism -hydroxyphenylpyruvate dioxygenase 320793527 000589059 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales ‘Aquabacteri Aquabacterium tepidiphilum
14661405 No roles mapped out of 0 KOs Uncharacterized protein 319201894 000229826 Polysacchari Eukaryota  Streptophyta Solanales  Solanaceae Capsicum  Capsicum baccatum
1838103 13 No roles mapped out of 0 KOs Glose L decrgenase 319141008 0.00032576 Polysacchari No_taxonomic_annotation_available
1103428 1 Noroles mapped out of 1K0s NADH dehydrogenase subunit 5 31880965 000059939
9522611 Amino acid metabolism Valine, 318469054 000169207 Bl
7203694 Transport and binding proteins Porins and secretins Omkiie domsincortsnng ot 317756701 0.00128469
2187075 Energy metabolism Electron transport formate dehydrogenase-N suburi 317045146 001296399 w3
16300937 Carbohycrate metabolism Cirate cyle (TCA cyle) s domeenss ki warsering €1 cmponen 3175587 00002063 P Lautropia
2561911 No roles mapped out of 0 KOs Uncharacterized protein 316902972 004356084 Polysacchari Bacterla  Candidatus Rokubacteria Candidatus Rokubacteria bacterium
183027020 No roles mappedt outof 1 KOs Pilus assembly prote 316766725 BIVE08
5314584 No roles mapped out of 0 KOs Rhomboid family intramembrane serine protease. 31624176 0.00215415 Polysaccharh Bacterla  Acdobacteria Acidobacteria bacterium
9016765 No roles mapped out of 0 KOs Hemerythrin domain-containing protein 315896362 000136329 Palysacchari No_taxonomic_annotation_available
13530413 No oles mapped out of 0 KOs Not_in_uniref 13652999 000135234 Poysacchrs ot Unrel
18451414 Energy metabolism ' 312983068 0.00050935
1161965 6 &, A8 311551824 000402789 Polysacchari No_taxonomic_annotation_available
9242461 Regulatory functions Protein interactions Pvmensz Tido 311307833 000255195
3242971 Amino acid metabolism Arginine biosynthesis vgininosuccinate synthase 311191337 002795666 Polysacchari Bacterla  Proteobacter Betaproteob Burkholderiales
5 Amino acid metabolism i 311165114 004929906 Polysacchari No_taxonomic_annotation_available
11498385 Noroles mapped out of 0KOs Not_in_Uniref 310612836 000462699 Polysacchari Not_in_Uniref
18459554 No roles mapped out of 0 KOs Uncharacterized protein 31028385 000245878 Polysacchar Bacieria  Proteabacter Betaprotecb Burkholderiles Wethylibium
1565729 16 of @ Pt S-shsptate syt st S 309086328 001976114 Polysacchari Bacterla  Firmicutes  Bacili  Bacilales  Bacilaceae
15520542 Nucleic acid metabolism purine metatolism Ald_Xan_ah_C domain-containing prot 308947027 000154807 Polysacchari Bacterla
2612575 o roles mapped out of 0 KOs Uncharacterized protein 308778296 0.00706639
17549653 Energy metabolism Nitrogen metabolism Sulfte reductase 308716542 000534088 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium GR16-43
2957952 No roles mapped out of 1 KOs Pyoverdine synthase (Fragment) 307536251 003687402 1
11914581 Carbohyarate metabolism Girate cyle (TCA cycle] Girate synthase 30703485 000430958 Polysacchar Bacteria  Protebacter Betaprotecbacteria Betaproteobacteria bacterium SCGC AG-212-123
13782115 el Amino acids, protein 305454468 6.736-05 Polysacchari No_taxonomic_annotation_available
3514141 No roles mapped out of 1 KOs Uncharacterized protein 305038827 001407616 al
16821255 Nas/H+ antiporter subunit € 303826233 0.00240574 Arthrobacter sp. 914
4057804 Inracellular raffcking, assembly, and processingProtein export, secretion, and sorting Outer membrane protein assembly factor Bama 300796601 0.00638471 p
18227937 No oles mapped out of 0 KOs Yip1 domain-containing protein 300551829 00039616 Poysacchari Bacteria  Firmicutes Bacili  Bacilales  Bacilaceae
13644487 No oles mapped out of 0 KOs Not_in_Uniref 299305479 004039468 Polysacchari Not_in_Uniref
16563851 No oles mapped out of 0 KOs Nitroreductase domain-containing protein 297373951 0.00080132
1554806_157 of @ 296452904 000234689 Polysacchari Bacteria  Acidobact Acdtacer acerm
13484566 Translation Ribosomal 555381641 001780488 Paescchar No_tasonomic smetation avllable ine metagenome
7315304 Signal transduction Taris chemotaxis protein Ched 295981038 0.00535814 Poysacchari Bacteria  Cyanobact Cxcttotal ettt Osclatorts Gushaes s P 10852
13752871 Noroles mapped out of 1 K05 Autotransporter domain-containing protein 29571175 003848327
17891052 Carbohyerate metabolism Citate cyle (1CA cyle) Fe/s-dependent 2-methylsocirate dehydratase AcnD 294114729 0.00202688 p W3
3287214 Amino acid metabolism Tyrosine metabolism -hycromyphenyipyruvate diowygenase 293922112 000476504 Polysacchari Bacteria  Proteobacter Betaproteob Burkholderiales Burkholderiales bacterium PB86
18016773 Noroles mapped out of 0 KOs DUF3309 domain-containing protein 293811567 000723119 Polysacchari No_taxonomic_annotation_available
753384 12 Intracelluar traffcking, assembly, and homol 253072737 0.00795966 Poysacchari Bacteria  Proteabacter Betaproteob Burkholderisles Wethylibium
11463016 Defense and invasion systems General Elongation factor 4 293035911 000776541 Palysacchari No_taxonomic_annotation_available
9272258 No roles mapped out of 2 KOs e dnprogerse iy prcn 291864504 0.008243 Polysacchari No_taxonomic_annotation_available
7157685 Regulatory functions Dinteractions T e doms-ctai' ot 250057585 0.00541716 Palysacchari No_taxonomic_annotation_available
12479313 No oles mapped out of 0 KOs Uncharaclenleﬂw ein (Fragment) 289430037 002205412 Poysacchari Eukaryota  Annelida  Polychacta Capitellida Capitelidse Capitella  Capiella teleta
8993474 Nuceic acid metabolism Pyrimidine metabolism oo eyeogemse NADPS 28766465 000606859 Polysaccharh No_taxanomic_annotation_available
8992514 No roles mapped out of 1 KOs Rlantoate amidotydrlase 28751645 000657537 Polysacchari No,taxonomic_annotation_availzble
14780042 Signal transduction Taris Chemotaxts protein 286961445 0.00044785 Polysacchari No_taxonomic_annotation_available
7585444 286608219 0.02256414
15014795 Transcription R polymerase DNA-iected RIVA polymerase suburit beta 286067072 000063287 Polysacchari Bacterla  Proteobacter Betaproteobacteria Betaproteobacteria bacterium
15356354 Noroles mapped out of 0KOs Not_in_Uniref 280543529 000813649 Polysacchari Not_in_Uniref
1280536 1 Carbohyerate metabolism 8 278973082 0.04161258 thomona Luteimonas Lut p
176109322 Translation Ribosomal proteins: synthesis and modification 305 ribosomal protein ¢ 27852035 003069413 Polysacchari Bacteria
64482 Transcription R polymerase O deeced o pomersse st s 277968754 001452017 Polysacchari Bacterla  Proteobacter Betaproteobacteria
5048707 Carbohydrate metabolism Girate cyle (TCA cyele) Aconitate hydratase 274037038 0.02265257
7554041 i a carti metabalism AmpE 273539914 001553897 Polysacchari No_taxonomic_annotation_available
1056981 1 No oles mapped out of 1K0s Imipenem/basic amino acid-specifc outer membrane pore 273383826 000162217
14147133 Noroles mapped out of 0 KOs Putative membrane protein 273247657 001120554 Polysacchari No_taxonomic_annotation_available
5627897 Amino acid metabolism Giyeine, 271765475 00310234 Polysacchari No_taxonomic_annotation_available
201582 roohydrat nd acic permesse. 27097599 0.0039616
8299314 Corboyorate metabolism 26870923 002152237 &
7681274 Noroles mapped out of 0 KOs Uncharacterized protein 268289572 0.00250692
656361 Noroles mapped out of 0 KOs Cation/H(s) antiporter 266024272 002013574 Polysacchari Bacteria  Planctomycetes. Planctomyctes bacterium
6608636 Amino acid metabolism Lysine degradation ‘Acyl-CoA dehycirogenase 262744622 00187583 Poysacchari Bacterla  Proteobacter Betaproteob Burkholderiales
10429504 Transport and binding proteins protein kefC. 260235242 0.00108675 Polysacchari No_taxonomic_annotation_available
8893607 Energy metabolism 259041545 0.03791724
7SI sl vansdction Tais Methyl-accepting chemotaxis protein 259816417 000333446 Polysacchari No_taxonomic_annotation_available
66192.¢ oy ek Ovidative phosphorylation ATP synthase suburit slpha 259590757 0.00213296
T3 Uown o General N-acetyltransferase domain-containing protein 258187086 002210682
728,57 coll ity nd sdharance sa 255661423 0.00881017 Polysacchari No_taxonomic_annotation_available
15677131 s, 253935078 000130251 Polysacchari No_taxonomic_annotation_available compost metagenome
13782134 Transport and binding proteins Carbohyerates, organic alcohols, and acids S transporter 253330773 000439826 Polysacchari Bacterla  Proteobacterla Proteobacteria bacterium
14162363 Carbohyerate metabolism Cizate cyle (TCA cyle) Citate synthase 251282593 001851721 o
155325 Transcription R pctmere DNA-directed RNA polymerase suburit beta' 247044419 0.015638 Polysacchari Bacterla  Proteobacter Betaproteobacteria
11665722 Amino acid metabolism 246895343 0015772 P
7568952 Signal transduction Srmrantos s 71 Frun 245785458  0.01605089
13762112 Transcription General Exonuclease 245693826 001384487
661925 No roles mapped out of 0 KOs Uncurcsted s 245358497 0.00452035 Polysacchari No_taxonomic_annotation_available compost metagenome
8003995 No roles mapped out of 0 KOs Uncharacterized protei 245063224 0.00438545
3911134 Carbohyerate metabolism Cirate cyle (TCA cycle) 2 garte demyogenase 1 component 243535174 003051609
11699011 Cell motity and acherance. Fiagella complex and associated proteins Fiagellin_DO/D1 domain-containing protein 243176867 0.00125427
8563915 s, 242704099 00055169 Polysacchari No_taxonomic_annotation_available
8380665 No roles mapped out of 1 KOs Peraxiredoxin OsmC 242166651 001600827 Polysacchari No_taxonomic_annotation_available
5650371 Transiation Rand 2411971 001517468 ol
1689893 s, 240435614 3356
8255971 No roles mapped out of 0 KOs Permeases of the major faciltator superfarily 23930649 0.01484623 Polysaccharh No_taxonomic_annotation_available
1022762 roohydrat d acic por 238851428 002034911
11705232 Transport and binding proteins Carbohycrates, organic alcohols, and acids Vg 23882569 0.00044785 Polysacchari No_taxonomic_annotation_available
2502224 No roles mapped out of 0 KOs Uncharacterized protein 238527143 002078788 Polysacchari No_taxonomic_annotation_available
11061723 No oles mapped out of 0 KOs 1MP dehydrogenase 237904952 0.00886562
10370302 Signal transduction Tass Chemotaxis protein 236544323 000887301
8855785 No roles mapped out of 0 KOs Uncharacterized prote 231994199 003161581 Palysacchari No_taxonomic_annotation_available compost metagenome
2065343 Carbonyarate metabolism e e (1A e Sucnate-Co igos 1AO-foming] subuntaloha 233718156 000657211
13193825 Nucleic acid metabolism Purine metabol Adenylosuccinate yase 23340163 000586501
891510_13  Nucleic acid metabalism D rep b « 232959758 0.00515607 Polysacchari No_taxonomic_annotation_available
1449447 13 No roles mapped out of 0 KOs Uncharacterized protein 232674298  0.00462075
6340713 Transport and binding proteins Coppe 232538403 0.00206476 hiverval
1019167_13 s, o 231721872 3.77€-06 Polysacchari No_taxonomic_annotation_available
4 Carbohydrate metabolism 231516721 00093027
5316874 Signal transduction Taris Chemotaxis protein 229355526 00308461
69948020 Amino acid metabolism Phenyia 229335421 00268794 P
79083172 Transiation Translaton factors Elongation factor Tu 227841899 001807226 Polysacchari Bacterla
23127515 Noroles mapped out of 0 KOs D-beta-hycronybutyrate permease 226925193 112606 Polysacchari No_taxonomic_annotation_available
6330008 No roles mapped out of 1 KOs porin 226624354 002852623
8806433 Transport and binding proteins Carbohydrates, organic alcohols, and acids S transporter 225247804 0.02162543
250524 Transport and binding proteins Arions 223696854 00242695 Polysacchari No_taxonomic_annotation_available
18449927 el Nato o amiore st A 222746454 0.00581231 P
10370307 signal transduction Taris Chemotaxis protel 222076647 0.00784763
1163302_11 No roles mapped out of 0 KOs Pepidase M4 221709071 001445373
9156913 Nuleic acid metabolism D replcat bination, and burit 22048281 001252381 Lysobacter
15219205 No Carbon starvation protein A 215643884 0.03868242 thomona Lysobacter _Lysobacter dacjeonensis
26082 Nude D rep b @ 214238264 0.00488672 Polysacchari No_taxonomic_annotation_available
14043127 Noroles mapped out of 0 KOs Porin 213626641 0.00415493
5654295 Energy metaboism 3 211079897 003322488 Polysacchari Bacteria  Proteobacter Betaproteobacteria Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_ 6819
1170853 17 Translation Ribosomal el 208339572 000025396 Polysacchari Bacterla  Proteobacterla

334260_15  No roles mapped out of 0 KOs Uncharacterized protein 208070956 002211606 b
116330236 No roles mapped out of 1 K05 Allantoate amidohycrolase 207498943 0.0496139 Polysacchari No_taxonomic_annotation_available




1272649.6

Signal transduction Taris Chemotaxis protein
bol Very-long-chain acy-CoA synthetase
s, Pl 5.6 domai <enning prten
Nucleic aid metabolism D replcai bination, and repai
No roles mapped out o 0 KOs HTH IysR-type domain-containing protein
Nuclei acid metabolism D replcat bination, and oNA
i UgaC
Cellstructure, growth, and death ha suburit
o5 s xp doman cotaiongprosin
Intracellular trafficking, assembly, and processing  Peptidases Predicted Zn-dependent peptida
Peptidases D-alany-D-slanine endopepticase

Intracelular trafficking, assembly, and processing
No oles mapped out of 1 KOs
No roles mapped out of 0 KOs

No roles mapped out of 1 KOs

No roles mapped out of 0 KOs,

Prosthetic groups, cofactors, and carrers
Carbohydrate metabolism

Tarsporiandbding proeirs |

Porphyrin and chiorophyll metabalism
Fructose and mannose metabolism
Amino acids peptides and amines

celllar
o e g s
cell motilty and adherance

Sigma-54 dependent transcriptional regutor

Endo/excnucesse/phosphatase domain <ontaiing roiin
pe st opnor G

S hetoncy-ACP reduct

+containing protein
Chaperone

Biosynt
Bz :umn\m and associated proteins

Flek
(OpUAC domain-containing protein

Transiation ®and R
Transgort and binding proteins roohydrate 1 acid
No roles mapped out of 1 KOs Protoheme X famesyltransferase
Transport and binding proteins Amino acids, ABC
No roles mapped out of 0 KOs, Transcriptionalregulator T
No roles mapped out of 0 KOs Uncharacterized protein
Transport and binding proteins Anions Tac
No roles mapped out of 1K0s DNA polymerase
cell morilty and adherance Pl
el ohycrat nd acids TP-bincing protein AraG

No roles mapped out of 1K0s
Signal transduction
Transiation

No roles mapped out o 0 KOs

Taris
Ribosomal proteins: synthesis and modifcation

PKS_ER domain-containing protein
Chemotaxis protein

50 ribosomal protein L2
Transcriptionsl regulator, Lys fom

e o g

Transgort and binding proteins
No roles mapped out of 0 KOs DUF1338 domain-containing protein
Transport and binding proteins Amino acids,

Signal transduction

Taris

No roles mapped out of 0 KOs,

Transgort and binding proteins

Pyrvate metabolism
Taris

Chemotaxis protein
Gk

Uncharacterized protein
ATP-dependent helicase Heph

Oxidoreductase, zinc-binding protein

General
Nitrogen metabolism
Aminosugarand et suga metaplsm

Kaic
biotin-dependent carboryltransferase.
Alginate bosynthesis protein AlgA

Amino acid metabolism
Regulatory functions

Giyeine,serine and threonine metabalism
Dinteractions

HDOD domain-containing protein
Sulfur carter protein TusA

T-binding pro

Transport and binding proteins Amino acids,
roohydrat d acic

Transport and binding proteins Carbohyerates, nd acic

Transcrption Rpymerase DNA-directed RNA polymerase subunit beta'

Transport and binding proteins
Signal transduction

No roles mapped out of 1 KOs
i

Amm“m pepides and amines.
Dimeracions

SpuE/PotF2
Gl

CheW-like domain-containing protein
Gim.

MES transporter

+ype transcriptiona regulator CahR
Uncharacterized protein

E]

No roles mapped out of 0 KOs

protein king
Ammonia moncoxygenase
MES domain-containing protein
Response regulatorreceiver comain-containing protein
Lipic A export ATP-binding/permease protein MsbA

ST protein

Metabolism of other @ ol
Intracellular bl and. Protein etion, and sorting,
s, Fiir
No roles mapped out of 1K0s Esterase Ydi
No roles mapped out of 1 KOs Fe-ADH domain-contaiing protein
Nucleic acid metabolism D replcai bination, and repai Csubunit

No roles mapped out of 1 KOs
Amino acid metabolsm
Cellstructure, growth, and death
No roles mapped out of 0 KOs,
Amino acid metabolism

PNPLA domain-containing protein

Segregation and condensation protein A
Putative membrane protein

No roles mapped out of 0 KOS

Regulatory functions
Nuclei acid metabolism

D replcation, recombination, and repair
Biosynthesis
Phenyial

e
Glucose/arabinose defycrogenase, beta-propelier fold
UurABC system protein A

7-methyi

Small
Drepl

No roles mapped out of 0 KOs

appect out of 0 KO
Intracelllar trafficking, assembly, and processing
Transgort and binding proteins

Methyltransf_11 domain-containin protein

Taris
R and R base modifcation

Peptidases
Amino acids, peptides and amines

No roles mapped out of 0 KOs,
No roles mapped out o 0 KOs
Transiation

No roles mapped out of 1 KOs
No roles mapped out o 0 KOs
Nuclei acid metabolism

No roles mapped out of 0 KOs

el

Translaton factors

purine metabolism

Porins and

Energy metabolism
Transation

Translation

Nucleic acid metabolism

No roles mapped out o 0 KOs

Nucleic acid metabl

‘Amino acid metabolism

Intracelllar trafficking, assembly, and processi

Methyl-accepting chemotaxis protein
Selenide, water diinase
Uncharacterized protei
AT depenent e meallprtcaseFsh

Coeertbirase
Response regulatory domain-containing protein

HTH gntR-type domain-containing protein

Translation iniiation factor -2

Acy-Co thicesterase

AB hydrolase-1 domain-containing protein

Glutamine amidotransferase type-1 domain-containing protein
HTH tetR type domain-containing protein

Cmec

Translaton factors
ibosomal proteins: synthesis and modification
D replcation, recombination, and repai

D replcation, recombination, and repair

Elongation actor 6
50 ribosomal protein 127

o
UurABC system protein s

celllar bl and,

Transiation
Prosthetic groups, cofactors, and carrers
Amino acid metabolism
No roles mapped out of 0 KOs

g, assemby

Translaton factors

Pepticyl-proy is-trans isomerase
Ribosome-recycling factor

protein

Transation
Amino acid metabolism

No roles mapped out of 1 KOs
Ulnoun rctin

ooy
vttt oo by, s ecesing
Transgort and binding proteins

Nucleic acid metabol

Transation

Intracelular trafficking, assembly, and processing
Intracellular trafficking, assembly, and processing
No roles mapped out of 0 KOs,

ry functor
Isclau vt ssserbhy,and rcesing

Ribosomal proteins: synthesis and modifcation
Giye

Electron transfer flavoprotein subunit beta
LRNA (guanine-N(7)-)-methyitransferase.
Efflx pump membrane transport

50 ribosomal protein 122

General
Girate cyle (TCA ccle]
Peptidase

ool
o 1 base modiction
Peptidases
Pepidases

Ribosomal protins: synthesis and moification
Protein nteractions

General

Dinteractions

Pyrate metabolism

el
‘Amino acid metabolism

Regulatory functions

Amino acid metabolism

No roles mapped out of 2 KOS

Intracelllar trafficking, assembly, and processing
Transport and binding proteins

Unknown function
No oles mapped out of 0 KOs
Prschenic v, oo, 3 o
Cellstructure, growth, and deat
vt g, ey, s ecesing
Regulatory unctions

of "

NAD-glutamate dehydrogenase (Fragmen)
Uncharacterized protein
Girate syneh

Transcriptionsl regulatory potein
Prospnosrapte riostsze Frgment

Dinteractions
Histidine metabolism

Peptidases
Carbohyrates, organic alconols, and acids
Ribosomal proteins: synthesis and modification
General

Transcriptional regulator
Histidinol dehydrogenase (Fragment)

DNA-binding transcriptioal regulator, MerR family
ATP-dependent Ci protease adapter protein CpS.

ioF
50 ribosomal protein L1
Uncharacterized protei

Uncharacterized protein

Chromosome and assoicated proteins
pepda

Integration host factor suburit beta
Protein HilK

Transcriptionsl activator protein Anr
Ribe

sl afcin sssembly and s
s groth, and deth

Trartaton

Fromtetc rup, cocas, and carirs

No roles mapped out of 0 KOs

Unknown function

Cell dvision

Peptidoglycan synthase Fis!

Ribos
Famothensts and Con Hosymbeds

protein
Dephospho-CoA kinase
Not_in_Uni
Thioredoxin reductase
AR-type domar-containing protein

Energy metabolis Sulfur metabolism Sulfate adenylitransferase suburit 2
Amino acid metabolism Histidine metabolsm Histdinol gehycrogenase
Metabolism of other "

yorate metabol Girate cyle (TCA cycle) Fumarte e dass |

rhony Jism
Prosthetic groups, cofactors, and carrers
Carbofydrate metabol

‘Amino acid metabolism

inand lipoate metabolism

Biotin syn

G\vsu\vi

Ribosomal RNA small suburit methyitransferase H

Transiation Tt s metihcon
Amino acid metabolism

Unknown function General 50 ribosomal protein (21
Amino acid metabolism Lysine biosynthesis idz

Intracellular iy, and.

25264 2
758613.2
1007467_6

No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Carbonyarate metabolism
Transation

Transiat

Ribosomal proteins: synthesis and modifcation

Purine metabolism

Giyeolysis / Gluconeogenesis
Rand

05 bosomal protin 7112
Putative phosphotar

T e, P01/ Guanase 351
Smr domain protein

Non-motile and phage-resistance protein
Fructose-1,6-bisphosphate aldolase (Fragment)

Ribosomal proteins: synthesis and modification
Dinteractions

Regulatory functions
cellular

Energy metaboli
Nuclei acid metabolism

No roles mapped out of 0 KO:

Prosthetic groups, cofactors, and carrers

Transation
Carbonyarate metabolism

Sulfur metabolism
Pyrimidine metabalism

Iron sulfur clusters
Ribosomal prteins: synthesis and maification

505 ribosomal protein L14
TR iy arscrptons et

edoxin
Mitoctons fsion protein
Glucosaminte ammonia-lyase

Uncharacterized protein
Aminomethylransferase
505 ribosomal protein L1

51

13209276

8 004564452 Polysacchari Bacteria

000456327

000205891
002296075 Polysacchari No.taxonomic_annotation_availzble
0047ESb Polpachr Bacerl  rtetactea
00020747

freried

000018683 Polysacchari No.taxonomic_annotation_availzble
2

172806 Polysacchari No_taxonomic_annotation_availzble
88

00042652 Polysacchari No_taxonomic_annotation_available

000137095 Polysacchari No_taxonomic_annotation_available
0410462

00065169 Polysacchari No_taxonomic_annotation_avaiable
00275141 Polysacchari No_taxonomic_annotation_available

0.00016701 Polysacchari No,taxonomic_annotation_availzble
003169898 Polysaccharh No_taxonomic_annotation_available
302

compost metagenome

1037888 Polysacchari No_taxonomic_annotation_available

124685 Polysacchari No_taxonomic_annotation_availzble
3

Polysacchari No_taxonomic_annotation_available

004593138 Polysaccharh No_taxonomic_annotation_available
2

003082402 Polysacehar Bacterla
004306686 Polysacchari No_taxonomic_annotation_availabs
002277123 bolyacehari N tmonomic_omnotaton_svalitle

Prtetacrsetartec Buoleriles

000185338 Plpsacchr o, twonamic.smtato, sl

000028462 Polysacchari No,taxonomic_annotation_availzble
00242695 Polysacchari No_taxonomic_annotation_avalable

compost metagenome

000453987 Polysaccharh No_taxanomic_annotation_available
7

0.00886562 Polysacchar No_taxonomic_annotation_available

003083319 Polysacchari No,_taxonomic_annotation_available
1

6
000414218 Polysaccharh No_taxanomic_annotation_available

004528654 Polysaccharh No_taxonomic_annotation_available
004779616 Polysacchari No,taxonomic_annotation_availzble
003701878 Polysacchar No_taxonomic_annotation_available
658 Polysacchari Bacterla  Proteobact
003901714 Polysacchari No.taxonomic_annotation_availzble

1 Gammaproteobacteria

0osrsar2

7 000544525 Polysacchari No_taxonomic_annotation_available

000105086
003572563 Polysacchari No,taxonomic_annotation_availzble

002202544
002304835

000889542 Polysacchari No,taxonomic_annotation_availzble

002609738 Polysacchar No_taxanomic_annotation_available
626

004034435 Polysacchari No. taxonomic_annotation_availzble
001618875 Polysacchar No,_taxonomic_annotation_availzble
55

001874873 Polysacchari No.taxonomic_annotation_availzble

203
00263971 Polysacchari No_taxonomic_annotation_avalable
73

9 0.03394209 Polysacchari No_taxonomic_annotation_svailable

000613986 Polysacchari No_taxanomic_annotation_availzble

002650422 Polysaccharh No_taxanomic_annotation_available
001057453 Polysacchari No,taxonomic_annotation_availzble
004740517

002741662 Polysaccharh No._taxonomic_annotation_available
002455862 Polysacchari No,taxonomic_annotation_availzble
04017926 Polysacchar No_taxanomic_annotation_available

000350436 Polysacchari No.taxonomic_annotation_available
000034477

003345954 Polysaccharh No_taxanomic_annotation_available

24 0.02733197 Polysacchari No_taxonomic_annotation_availzble

002939645 Polysacchari No_taxonomic_annotation_availzble

004553628

004335913 Polysacchari No_taxonomic_annotation_availzble
000043699 Polysaccharh Bacteria

00294148 Polysacchari No_taxonomic_annotation_available
003699119 Polysacchari No_taxonomic_annotation_availzble
008425456 Polysacehar Bacterla
001066657 Polysacchari No,taxonomic_annotation_availzble
000820086 Polysacchari No_taxanomic_annotation_available
002455862 Polysacehar No_taxonomic_annotation_available

Proteobacteria bacterium

004195978 Polysaccharh No_taxanomic_annotation_available

002789637 Polysacchari No_taxonomic_annotation_availzble
055

001618254 Polysacchari No,taxonomic_annotation_availzble

00515238 Polysacchar Bacteria

001286278 Polysacchari No_taxonomic_annotation_available
504

Proteobacter Gammaproteobacteria

Actinobacterla
001032788 Polysacchari No. taxonomic_annotation_availzble
000086425

Actinobacteria bacterium 13_1_200M_3_68_9

.

000174283 Polysacchar No_taxanomic_annotation_available
003065413 Polysacchari No_taxonomic_annotation_available
001518757 Polysacchari No,taxonomic_annotation_availzble
003470251 Polysaccharh No_taxanomic_annotation_available
002380532 Polysacchari No,taxonomic_annotation_availsble

003278763 Actinobacter

002380532 Polysacchar Bacteria  Protecbacteria

25116 Polysacchari No_taxonomic_annotation_availzble

Kribbela sol
roteobacteria bacterium

0.00806547 Polysacchari No. taxonomic_annotation_availzble
000215866 Polysacchari No_taxonomic_annotation_availzble

000747072 Polysacchar No_taxanomic_annotation_available
11

002145519 Pt o, wonamicanctati, bl

-
004083103 Polysacchari No_taxonomic_annotation_availzble
003217266 Polysaccharh No_taxonomic_annotation_available
004195978 Polysacchari No,taxonomic_annotation_available

compost metagenome

00352455 Polysacchari No_taxonomic_annotation_avaiable
002161035 Polysacchari No,taxonomic_annotation_availzble
004168423 Polysaccharh No_taxanomic_annotation_available
0.00850535 Polysacchari No,taxonomic_annotation_available

compost metagenome

000216864 Polysaccharh No.taxonomic_annotation_available
002986633 Polysacchar Not_in_Unire!
002636731 Polysacchar No_taxanomic_annotation_available

198 0.01078962 Polysacchari No_taxonomic_annotation_available

000997216 Polysacchari No_taxonomic_annotation_availzble

00029891 Polysacchari No_taxonomic_annotation_available
002210682 Polysacchari No,_taxonomic_annotation_availzble
004306686 Polysaccharh No_taxonomic_annotation_available

539 000936101 Polysacchari No_taxonomic_annotation_svailable
63

compost metagenome

00459362 Polysacchari No_taxonomic_annotation_avaiable
6485 Polysacchari No_taxonomic_annotation_available

o236t
001933344 Polysacchari No,_taxonomic_annotation_availzble
1

00012787 Polysacchari No_taxonomic_annotation_avalable
002840406 Polysacchar No_taxanomic_annotation_available

2 0.04356388 Polysacchari No_taxonomic_annotation_svailable

004350293 Polysacchari No,taxonomic_annotation_availzble

00307301 Plsachar o, wonanic sttt bl

Cou36aE roychr o svntegn vt

2.55€.05 Polysaccharh No_taxonomic_annotation_available
004534041 Polysacchar No_taxonomic_annotation_available
003355227

000182504
004318215 Polysacchari Bacteria  Chloroflex
000075343 Polysacchari No_taxonomic_annotation_availzble
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s08092 5

257002

1359285.3
S16691_1
8554015
349649 2
8554013
1081685_4
16351602

Energy metabolis
Trasporsand ining prtein

Carbon
Cofactors and prosthetic groups

Heme exporter protein 8

Carbohyarate metabolism
Regulatory functions
No roles mapped out of 1 KOs

Pyrate metabolism
Small

Owloacetate decarboryase subunit alpha
VehF

Selenoprotein

No roles mapped out of 0 KOs

Carbonydrate metabolism

Ribosomal protins: synthesis and moification
R polymerase

Uncharacterized protein
Nor

etrome ¢ s syt €06
505 ribosomal prot
O dveced v pomersse suburit e

Transiation Ribosomal proteins: synthesis and modification 505 ribosomal protein L5
" Formytetrahydrofolate deformylase

Carbonyarate metabolism Giyeolys
Energy metabolism Electron transport ETF domain-containing protein

cellular iy, and. SHSP domain-containing protein
Transiation Ribosomal Imic

cofactors, and
cellular iy, and. Bacteriferriin
nobi Ferredosin-NADP reductase.

celllar iy and.
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celllar iy, and. Thioredoxin
el facuamporer s boang o
Amino acid metabolism Giycine,
Transport and binding proteins Cronyates, nd acic
nslation Ribos Ribosomal
Transiation v A
Regulatory functions General translational GTPase TypA
Intracellular tafficking,
No roles mapped out of 0 KOs Not_in_Uniref
Regulatory functions General Translational GTPase TypA

Energy metabolism

clog, bacteroid

Transcription
Signal transducton

No roles mapped out of 1 K05
Nuclei acid metabolism

No roles mapped out of 0 KOs

Transeription factors
Two-component systems

R degradation
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DN epore et

el ety el et b it proein
oacy-CoA thiolase.
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Amino acid metabolism Giyeine,
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No roles mapped out of 1 K0 RND transporter
Intracellutar bl
Fatty acid and lipid metabolism Biosynthesis
foKos T domi contiin s
Intracelular tafficking, assembly, and processing  Peptidases Oligopeptide
Carbohydte metal utanoate metabolism Lo 2 o eyogersze
No roles mapped ot Uncercitend ol
Intracellular mmmg. assemlﬂv, and processing Peptidases Oligopeptice
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Intracelutar bl protein
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cellular iy, and.

Nucleic acid metabolism
Amino acid metabolism
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Corbamate kinase

celllar
Intracellular trafficking, assembly, and.

No roles mapped out of 0 KOs
Carbonyarate metabolism

Cisate cyle (1CA cyle)

el fiking, ey, an rocesing
Regulatory functons

Pepidases
Small

Phage terminase, small subunit
Clate synthase

A& hydrolase-1 domain-containing protein
Lon protease

metabalism

Ferredosin-NADP reductase

nergy metaboiism
Intracellular trafficking, assembly, and processing

Protein GrpE

Protein export, secretion, and sorting

Energy metabolism
Energy metabolism
Amino acid metabolism
Intracelllar trafficking, assembly, and processing
Regulatory functions
No roles mapped out of 1 KOs

el

Sulfur metabolism

Protein translocase subunit SecY

Alkyt ycroperaide reductase protein £
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pept

Lon protease
Propanediol utlization protein
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No roles mapped out of 0 KOs
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Intracelllar trafficking, assembly, and.

roles mapped out of 0 KOs,
Intracellular trafficking, assemb
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Uncharacterized protein
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Intracellular trafficking, assembly, and processing
Carbonydrate metabolism

No roles mapped out of 0 KOs
Nuclei acid metabol

nergy metaboiism

ntracellular iy, and.
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utanoate metabolism
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dehydrogenase

Biosynthesis
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, cbb-type, subunit I

Pyrimidine metabolism
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Transcription
Intracelular trafficking, assembly, and processing
cellular bl ang.

Transeription factors
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RNA polymerase sigma factor RpoH
Protease HipK
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Fatty acid and lipid metabolism
Energy metabolism

R polymerase DNA-directed RNA polymerase subunit beta'
Uncharacterized protein
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Biosynthesis of

Defense and invasion systems General Elongation factor 4
No roes mapped out of 0 KOs, Piug.
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7 Posacar b

03687402 Polys

s
Polysacchari No_ta

2 Polysaccharh Bacterla

2 Polysacch:

Polysacchari Eukaryota
1049

136 Polysacchari Eukaryota  Ascomycota Sordario
Polysacchari Eukaryota
1

Polysacchari No_taxonomic_annotation_avaiable
8 Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avalable

Proteobacter Betaproteobacteria
Proteobacterla

Polysacchari Bacteria
Polysacchari Bacterla

taptecacar bt RFCSPOWGR_12FUL 62,58
omacet b

Faysacchars Notwronomic_amotaion_svaable
Polysacchari Bacteria  Proteobacter Gammaproteobacteria
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avaiable
Polysacchari No_taxonomic_annotation_avalable

Gammaproteobacteria bacterium

Polysacchari No_taxonomic_annotation_available

Proteobacteria
Polysac acteria
elcar ot svnteton ol

Polysacchari No_taxonomic_annotation_avaiable
3

MF4s36

Proteobacteria bacterium

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_ avaiable
Polysacchari Not_in_U
Polysacchari Bacterla  Planctomycetes

Polysacchari No_taxonomic_annotation_ avalable
Polysacchari No_taxonomic_annotation_available
Popcehar Bocers | Froeamactr etspotecbacers

4 Polysacchari No,taxonomic_annotation_available

Planctomycetes bacterium

Betaprotesbacteria bacterium

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation._avalable
Polysacchari Bacteria b
acchari No_taxonomic_an

Polysacchari Bacteria  Protedbacter Betaproteobacteria

compost metagenome
Proteobacteria bacterium

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_ 6820

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_avalable
6

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avalable

compost metagenome

Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_avalable

compost metagenome

6
Polysacchari No_taxonomic_annotation_avalable
Chioroflex:

Polysacchari No_taxonomic_annotation_avalable

Polysacchari No_taxonomic_annotation_avalable
6

Polysacchari No_taxonomic_annotation_available

Polysacchari Bacteria  Protecbacter Deltaproteobacteria
Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_available

HMWFO3L

Polysacchari No_taxonomic_annotation_available

Polysacchari-Bacterla  Proteobacter Gammaproteobacteria
Polysacchari N

Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avalable
Plyacer No-tmanonc_omotaton_svaible

Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_available
Polysacchari Bacteria  Bacter

533

Bacteroicetes bacterium

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avalable
Polysacchari Bacterla  Acidobac

Ptyacehar Mo tonric aotaion salsle

e e

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avalable

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avaiable
Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_available
Polysacchari Bacteria  Chlorflexi

Polysacchari No_taxonomic_annotation_available
Polysacchari Bacteria  Protecbacteria

Pl No_mnamtoctin salale

Proteobac

Plyacehr sacers  prvetacte Gamimaprteotacara

Chiorofies bacterium

Proteobacteria bacterium

Gammaproteobacteria bacterium

Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic

ic_anntation_svailable
Polysacchari No_taxonomic_annotation_avalable

compost metagenome

Proteob

Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avaiable
Polysacchari No_taxonomic_annotation_available
Polysacchari No_taxonomic_annotation_avalable

7
Polysacchari No_taxonomic_annotation_available

Polysacchari No_taxonomic_annotation_avalable
Polysacchari No_taxonomic_annotation_avaiable
Polysacchari No_taxonomic_annotation_available
Polysacchari Bacteria  Proteabacteria

Polysacchari No_taxonomic_annotation_available

Actinobacter
Polysacchari No_taxonomic_annotation_avaiable
ic_annotation_available
Proteobacter Betaproteobacteria

ari Bacteria  Proteabacteria

Betaproteobacteria bacterium RIECSPLOW02_12_FULL 6514
Proteobacteria bacterium

Polysacchari No_taxonomic_annotation_available
Polysacchari Bacteria  Proteobacter Betaproteobacte

Arthropoda. Arachnida  hodida  bxodidae

taptscciat bacteton SCGCAG 212423
AmbtomnsAmiyonm s

Polysacchari No_taxonomic_annotation_available
Polysacchari Nol_in_Uniref
Polysacchari No_taxonomic_annotation_available

Actinobacter Actinobacteria
mye Hypocreal
Cyclophyide Taenidae

Polysacchari Bacteria

Platyhelmint Cestoda

Actinobacteria bacterium

ales Hypocreacea Trchoder

Eehnococeu Ectiococeus mutloculrs
Yiv 77505

Polysacchari Not_in_Uriref

~4.5698916 00029238 Polysacchari Eukaryota  Ascomycota Eurotiomyce Eurotiales  Aspergiliace: Aspergilus
47250378 000333415 Polysacchari Bacteria  Acidobacteria
4747753 0.00290615. scomycota Sordariomyc
47710523 0.00172894 Polysacchari Bacteria  Firmicutes Baclli  Bacilales  Bacilaceae Bacilus  Bacilus notoginsengisol
~5.0719456 000080553 scomycota eratospt ol
54485119 000130251 Polysaccharh Not_in_Uriref
54681475 0.00020484 Polysacchar Eukaryota  Chordata Branchiostor Branchiostor Branchiostoma floridae
~5,6837064 000025919 Polysacchari Not_in_Uniref
58001545 9.70£.05 Polysaccharh Not_in_Uniref
599 276£.05 Polysacchar Eukaryota

009243 3SIE0S Polysacchari Eukaryota  Arropoda Insecta  Diptera  Culicdae  Anopheles  Anopheles darlng!
6350001  BsE com,
64591726 27605 Polysacchari Evkaryota  Placoroa Trichoplacick Hailungia  Hoilungia hongkongensis
65578734 636606 ematoda
7328260 148605 Ascomycota
7756341 7.646-07 Polysacchari Bacteria  Gemmatimonadetes Gemmatimonadetes bacterium



