upplemental Table 7. st of ignfcantly e rnscps ngetamycn ks GlcSent)reltie (o al o cter s enmed Othersubtstes). T uncton Tesls o th DESeq2 package s scdonthe DEScad it ot o
ns for GlucGent . d

sgnificant (acjusted pvalue < 0.05) log2FoldChange value greater than 1 orless than -1 were retained. KEGG and U

niRef annotations.

(including taxonomic information) were then

(log2Foldcnangs < 1) n gentamycin. Note: vanscrpe with more than one KEGG it have oy the frst it et

KEGG Category.

No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Transport and binding proteins
No roles mapped out of 0 KOs
Noroles mapped out of 0 KOs
Prosthetic groups, cofactors, and carriers
No roles mapped out of 0 KOs
3008_7 Noroles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Transport and binding proteins
No roles mapped out of 0 KOs
Noroles mapped out of 1 KOs
Translation

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

KEGG Subeategory

Anions.

Vitamin 86 metabolism

Porins and secretins

Ribosomal prots the

Unireffunction

Ureharacteniced prten (Frsgmen)
hypothetical prot

Tond.dep_ e domaln-contaning protein
VWFA domain-containing protein

tape measure protein, lambda family
Uncharacterized protein (Fragment)

Pyridoxine 5'-phosphate synthase
Not_in_Uniref

Not
Uncharacterized protein
Uncharacterized protein (Fragment)
porin family protein

S-nucleotidase/?,

yelc phosphodiesterase

03 Defense and
1621524 10 No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Translation

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

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Ribosomal proteins: synthesis and modification
Chaperone and folding catalysis

e, assembly, and processing
Transiation
No roles mapped out of 2 KOs
Transport and binding proteins
Regulatory functions.

5466847 Noroles mapped out of 0 KOs
1392112 Nucleic acid metabolism
1012430_2  No roles mapped out of 0 KOs
6152403 Noroles mapped out of 0 KOs
9236051 Energy metabolism
6529503 No roles mapped out of 0 KOs
17352293 Cell structure, growth, and death

5268_1  Energy metabolism
1550257_4 Translation

962_1  Prosthetic groups, cofactors, and carriers.
1711815 2 Carbohydrate metabolism
2720075 Translation
6092281 Transcription
6269312 Energy metabolism
2018234 Noroles mapped out of 0 KOs
2710073 Translation
77583 el sfing, sserblysndprocesing
13579538 No roles mapped out of 0 K
548670_1 Enevgymelabohsm
13081273 Noroles mapped out of 0 KOs
1456007_2  No roles mapped out of 0 KOs

1933 Transport and binding proteins
13691992 Translation

7688 1 Noroles mapped out of 0 KOs
17755818 Noroles mapped out of 0 KOs

hypothetical protein
Uncharacterized protein
type Il restriction enzyme, res subunit
Uncharacterized protein

Chaperone protein CIpg
Uncharacterized protein (Fragment)
Lipoprotein

HTH_17 domain-containing protein
MCG 1049288

Ribosomal pr

Accessory functions
Protein interactions

D replication, recombination, and repair

Oxidative phosphorylation

Cell division
Oxidative phosphorylation
Ribos the

Uncharacterized protein
Energy transducer Tong

Bifunctional glutamine synthetase adenylyltransferas
505 ribosomal protein L9 (m ment)

MPN domain-containing
Two component tansetonal egulato, Lok fai
Uncharacterized protein

FOF1 ATP synthase subunit beta (Fragment)
Uncharacterized protein (Fragment)

Cell division protein FtsZ

Cpctrome bo quncloddase subrit 1 3prein

Iron sulfur clusters
Starch and sucrose metabolism

Ribosomal proteins: synthesis and modification
R polymerase

Oxidative phosphorylation

Ribosomal

GOV_T domain- wn\amm! protein
Maltokinase

505 ribosomal protein 123

DNA-directed RNA polymerase subunit beta (Fragme
NADH-quinone oddoreductase

Uncharacterized protein (Fragment)

Peptidases

Oxidative phosphorylation

Anions.
Ribosomal proteins: synthesis and modification

Peptidas
Uncharacterized protein

Cytochrome bo(3) ubiguinol oxidase subunit 1
Cytochrome c oxidase accessory protein CcoG.
Cytochrome c oxidase accessory protein FixG
Tripartite tricarboxylate transporter TctA

505 ribosomal protein 132

PPOX class F420-dependent en

D supertamily phosprtase pA—

1166572_2 Amino acid metabol Glycine, serine and threonine metabolism
6212 Transport and binding proteins. Cations and iron carrying compounds Wagnasiomcomat ffus potein
1009585_2 Carbohydrate metabolism Amino
9978014 Translation Ribosomal
10396062 Defense and invasion systems Detonification and inactivation Formy-CoA transferase:
4192562 Carbohydrate metabolism Gitrate cycle (TCA cycle) Succinate--CoA ligase subunit beta (Fragment)
45075_4  Translation Ribosomal 1
547485 _1; g, assembly, and processing Bacterioferrtin
55703922 Noroles mapped aut o 0 KOs LysM domain protein
16866374 Translation Ribosomal 16
Carbohydrate metabolism P

Nucleic acid metabolism

Translation

No roles mapped out of 0 KOs

Carbohydrate metabolism

Nucleic acid metabolism

Intracellular trafficking, assembly, and processing
Kos

Intracellular trafficking, assembly, and processing
arbohydrate metabolism

Transcription

Intracellular rafficking, assembly, and processing
Amino acid metabolis

Noroles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing
Regulatory functions

Nucleic acid metabolism

Transport and binding proteins

Transport and binding proteins

Translation

No roles mapped out of 0 KOs

Noroles mapped out of 0 KOs

Nucleic acid metabolism

Fatty acid and lipid metabolism

31 Amino acid metabolis
72 Imraclutar vafficing, ety andpicesog
No roles mapped out of O K¢

Transcription

No roles mapped out of 0 KOs
Nucleic acid metabolism

Transiation

Transport and binding proteins

Energy metabolism

Nucleic acid metabolism
7526 Translation
8424941 Translation

918923 Nucleic acid metabolism

10121665 Energy metabolism
S2180.2 - Regutory unctons
2720074 Translati
1720315.6 mracelluar rfficking, assemiy, and processng
1209895_1 No roles mapped out of 0 KOs
2438983 Carbohydrate metabolism
6269311 Energy metabolism
527284 Intracellular trafficking, assembly, and processing
9236056 Noroles mapped out of 0 KOs
1725430_4 Transcription
9236052 Energy metabolism
13652106 Fatty acid andlipid metabolism
5466846 Translatior
7543771 Translation
917448_2  Translation
1078780 3 Translation
6325655 Energy metabolism
44633 Carbohydrate metabolism
94507510 Translation
17727801 Translation
15371612 Energy metabolism
9620273 Energy metabolism

Pyrimidine metabolism
Ribos

saL
Thymidylate synthase

Starch and sucrose metabolism
Pyrimidine metabolism
Chaperone and folding catalysis

Chaperone and folding catalysis

Gtrate cycle (TCA cycle)

Ribosomal proteins: synthesis and modification
|

Uncharacterized protein
Peptidase $74 domain-containing protein
Ribonucleoside-diphosphate reductase
Pepticyl-prolyl cis-trans isomerase
Uncharacterized protein
Not_in_Uniref
Pepticyl-prolyl cis-trans isomerase
Succinate--CoA ligase [ADP-forming] subunit alpha
305 ribosomal protein 1

7

DNA-directed RNA polymerase subunit beta'

Ribosomal
Ribosomal prots the

Histone acetyltransferase HPAZ
R polymerase
Lysine biosynthesis Aspartokinase
Ribosom:

Chaperone and folding catalysis
Glycine, serine and threonine metabolism

Frotein exporsecreon,andsring

Caions andieon caring compourcs
Ribos

Thioldisulfide interchange protein
Serine hydroxymethyltransferase
CsbD domain-containing protein
Protein translocase subunit SecY
UPFO301 protein APY03_6299
Adenylate kinase:

Tricarboxylate transport protein TetC
Na(+) H{#) antiporter subunit A

Purine metabolism
Biosynthesis

Oxidative phosphorylation
Arginine biosynthesis
Al d gl metabolism

Uncharacterized protein
Uncharacterized protein

Nucleoside diphosphate kinase

Acyl carrier protei

ATP synthase subunit alpha

Bifunctional glutamate N-acetyltransferase/amino-a

Peptidases
R polymerase

Pytimidine metabolism
Ribosomal

ATP.dependent Clp protease protealytic subunit
D-beta-hydroxybutyrate dehydrogenase
DNA-directed RNA polymerase subunit beta
Not_in_Uniref

Ribose-phosphate pyrophosphokinase

Porins and secretins
Oxidative phosphorylation
Pyrimidine metabolism
Transfer R biogenesis
Translation factors
D replication, recombination, and regair
Electron transport
General

ibosomal proteins: synthesis and modification
Chaperone and folding catalysis

Pyruvate metabolism
Oxidative phosphorylation
Protein export, secretion, and sorting

SusC/RagA family Ton-linked outer membrane prot,

NADH-quinone oxidoreductase subunit

Carbamoyl-phosphate synthase large chain

Valine-tRNA ligase

Translation initiation factor IF-2

ATP.dependent DNA helicase Rep

Electron transfer flavoprotein, subunt alpha,

Candidate GTP-binding elongation factor

55 bosomal pein 12

Toreco

et

mrvvdmhwyuvsm residue acetyltransferase
NADH-quinone oxidoreductase

Sec transiocon accessory complex subunit YajC

Uncharacterized proteis

DNA-directed RNA polymerase subunit omega

R polymerase
Oxidative phosphorylation ATP synthase gamma chain
Biosynthesis Aoyl carrier protein
Ribosomal

Ribosomal proteins; synthesis and modification
Ribosomal

505 ribosomal protein L13

Ribosomal prots the

Oxidative phosphorylation
Glycolysis / Gluconeogenesis
Ribosomal proteins: synthesis and modification

NADH-quinone oxidoreductase, subunit M NuoM
Glyceraldehyde-3-phosphate dehydrogenase
505 ribosomal protein

Ribosomal pr
Oxidative phosphorylation
Oxidative phosphorylation

NADH-quinone ordoreductase subunit N
cytochrome-c oxidase, cbb3-type subunit |

Ribosomal
Ribosomal prots the
Ribosomal pr 17
Carbohydrate metabolism Amino sugar metabolism
e, assembly, and processing Uncharacterized protein

Energy metabolism Nitrogen metabolism sulfite reductase

Translati Ribosomal prots

Amino acid metabolism Alanine, aspartate and glutamate metabolism type I asparaginase

Transiation Ribosomal
125729598 No roles mapped out of 0 KOs Not_in_Uniref
783516 Translation Ribosomal pr
6533524 Translation Ribosomal
67176432 Transcription polyme DNA-directed RNA polymerase subunit alpha
9174481 Translation Translation factors Elongation factor 6
5193824 Amino acid metabolism Alanine, 1 metabolism
7838801 Noroles mapped out of 0 KOs 505 ribosomal protein 128

194085_5 Regulatory functions. Protein interactions Uncharacterized protein

9379631 e, assembly, and processing Thioredoxin
1178814 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase subunit CcoO
18074271 Carbohydrate metabolism Glyoxylate and dicarborylate metabolism Methylmalonyl-Co carboxyltransferase
9978015 Translation Ribosomal proteins: synthesis and modification 505 ribosomal protein L6
1417861_1 Nuclec acid metabolism Purine metabolism Adenylosuccinate synthetase

9450752 Transcription

9826627 Noroles mapped out of 0 KOs
4920161 Carbohydrate metabolism
2983352 Noroles mapped out of 0 KO
9671 Intracellular trafficking, assembly, and processing
44632 No roles mapped out of 0 KOs
93887_13  Translation
4547462 Translation
9573691 Carbohydrate metabolism
5421201 Noroles mapped out of 3 KO:
14645612 Intracellular trafficking, assembly, and processing.
13661798 Energy metabolism
7635 Translation
15292253 Translation
937793_10 Translation
11405546 Translation
9746042 Transport and binding proteins.
8614908  Transport and binding proteins.
a2 Translation
2906731 Noroles mapped out of 0 KOs
9236057 Energy metabolism

R polymerase
Glycolysis / Gluconeogenesis
Chaperone and folding catalysis

Ribosomal proteins: synthesis and modification
Transfer R biogenesis
Glycolysis / Gluconeogenesis

Peptidases
Oxidative phosphorylation
Transfer R biogenesis

Ribosomal

O dreced R polmerse s slphs
Uncharacterized prote

Gherleeye- hosphate dehydrogenase
Tr\sg:r factor

Uncharacterized protein

305 ribosomal protein 3

Guanyl-specifc ribonuclease Sa
Glucose-6-phosphate isomerase
Uncharacterized protein

D-alanyl-D-alanine carboxypeptidase

ATP synthase subunit alpha

Arginine--tRNA ligase.

tR and R base modification

-adenosyimethionine:tRNA ribosyitransferase-isomi

Ribosomal pr
Anions.

Porins and secretins
Ribosomal

Putative trcarborylc transport membrane protein
OmpA-like domain-containing protein

Oxidative phosphorylation

Outer membrane protein (Porin)
ATP synthase subunit ¢

13.66160259

7.946040559

hange > 1) or depleted

Envichment
5.086-23 Gentamycin_

120622 Gentamycin_EnvichedRelativeto_OtherSubstrates
2.066-17 Gentamycin_EnrichedRelativeto_OtherSubstrates.
3.89€-17 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Bacteria
Bacteria
Bacteria
Bacteria

Phylum  Class Order  family  Geus  Species
bacterium
Actinobacter fragae
uncultured bacterium 20
Acidobacteria idobacteria bacterium

337E-12 Gentamycin_ X
8.246-11 Gentamycin_EnvichedRelativeto_OtherSubstrates.
5.90-20 Gentamycin_

teria
Bacteria

. Enterobacter Thorselliace: Thorsellia
Actinobacter Actinobacter Pseudonocar Pseudonocar Actinophytoc

9.40-11 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Ac
Thorsellia anophelis
Actinophytocola xanthi

25510 Gentamycin_|
587611 Gentamycin_EnvichedRelativeto_OtherSubstrates

3.15E-12 Gentamycin_|

ria gales Chryseolinea
335613 Gentamycin_EnvichedRelativeto_OtherSubstrates
135612 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Firmicutes Bacili  Bacillles  Bacilaceae  Lysinibacillus Lysinibacillus sp. AC'3
477613 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Actinobacter 14
Bacteria prot Xanthomona Xanthomona Lysobacter  Lysobacter sp. Rootd4
Not_in_Uniref
1.45E-09 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Cyanobacteria Nostocales  Rivulariacea Calothrix
acteria
Bacterla  Acidobacteri Acidobacteri Acidobacteri Acidobacteriaceae

4.78E-10 Gentamycin_EnvichedRelativeto_OtherSubstrates
29310 Gentamycin_EnvichedRelativeto_OtherSubstrates.
9.82E-09 Gentamycin_

No_taxonomic_annotation_available.

5.77E-09 Gentamycin_

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 62_13
Acidobacteriaceae bacterium KBS 9
compost metagenome

9.56-11 Gentamycin_

bacterium 67-14.

230609 Gentamycin_

1.10E-08 Gentamycin_¢

‘Gammaproteobacteria bacterium 13.

1L56E-09 Gentamycin_

teria Rhizobiales Methylocapsa acidiphila
372609 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available. compost metagenome
7.086-10 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available compost metagenome
Bacteria proteob Burkholderia
266610 Gentamycin_EnvichedRelativeto_OtherSubstrates Eukanyota  Arthropoda Insecta  Phasmatode Bacilidae  Bacilus
831610 Genamycin_EnchedReltveto_Othersubsrates Euaryota - Ascomycaa Sordaiomye Hpocrales Hypocreaces Trichodema Trichoderma toide
6.26€-15 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Chloroflex Chloroflexi bacterium CSP1-4.
552610 Gantamyein_EnichedRelativeto_Othursubstiates Bacterla  Actinobacter Actingbacter Micrococcalc ntrasprang Phyicoccus Phyccocs sp. Sl
5.13E-09 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Cyanobacteria
Bacteria Ideonella
5.06€-10 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Actinobacter
X acteria prot
X Bacteria
Bacteria proteob Burkholderia
3.46£-08 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Proteobacteria Proteobacteria bacterium
108-07 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
X Eukaryota Rhizophydiales Batrachochyl

Batrachochytrium dendrobatidis
p

Burkholderia

231615 Gentamycin_

6.06€-11 Gentamycin_

367E-10 Gentamycin_

112607 Gentamycin_

1.88€-08 Gentamycin_|

8.04E-08 Gentamycin_

253608 Gentamycin_

9.99E.09 Gentamycin_|

bacterium

Elusimicrobia bacterium RIFCSPHIGHO2_02_FULL_61_10

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 65_14.

9.41E-16 Gentamycin_|

7.98-16 Gentamycin_

284608 Gentamycin_

190-10 Gentamycin_

sp.ATL

Bacteria P
153617 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Firmicutes Clostridia  Clostridiales Clostridiacea Clostridium - Clostridium sp. BLS
X Bacteria P
X Bacteria proteab Burkholderia Burkholderia Cupriavidus
X Bacteria proteob Burkholderia
Bacteria holderia
372607 Gentamyein_EnichedRelativeto_Othersubstrates Bacteia  Adtnobacte Actinobacter Propionbact Nocardoida Fricémanni Fricdmanicla lieola
Bacteria Burkholderia
X X Bacteria P
X ¥ Bacteria proteob Burkholderia
X X teria Verrucomicrobia bacterium
606€-11 Gentamycn_EichecRelthelo OtherSutrats No_twxonomic_nnoaton.sualiae
1278-07 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Acidoba Acidobacteria bacter
255608 Genamuin_Eoehedieltiveto_Ohersubroes Bocers  Elsimicos
X acteria Burkholderia
X Bacteria
X Bacteria proteob Burkholderia
Bacteria proteob Burkholderia
207610 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
5706-09 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Actinobacter
Bacteria
X Bacteria proteob Burkhlderia
cteria proteob Burkholderia
9.45E-14 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Proteobacteria Proteobacteria bacterium
X acteria
Bacteria Rhodobacter Rhodobacter Roseovarius Roseovarius lutimaris

181E.06 Gentamycin_|

2.99E-09 Gentamycin_
807-11 Gentamycin_EnrichedRelativeto_OtherSubstrates.

teria

P
No_taxonomic_annotation_avalable.
1936-07 Gentamycin_EnvichedRelativeto_OtherSubstrates B:

Burkholderia

2.416-09 Gentamycin_
3.45€-10 Gentamycin_EnvichedRelativeto_OtherSubstrates.
106:06 Gentamycin_EnrichedRelativeto_OtherSubstrates
143611 Gentamycin_

teria

P
No_taxonomic_annotation_available.

Bacteria

Burkholderia Burkholderia Lautropia

Acidobacteria

6.56€-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Chitinophage
Proteobacteria

36506 Gentamycin_

bacterium

Lautropia mirabilis

Filimonas sp. TTM-71

Deltaproteobacteria bacterium RIFCSPLOWO2_12_FULL_60_19

1.296-06 Gentamycin_¢

127E-07 Gentamycin_|

proteob Burkholderia

18706 Gentamycin_

proteob Burkhlderia
P

3.17€-07 Gentamycin_
127606 Gentamycin_EnvichedRelativeto_OtherSubstrates

Burkholderia

5.72€-07 Gentamycin
2.45€-07 Gentamycin_EnvichedRelativeto_OtherSubstrates

Burkholderia

No.taxenomic_ annotation_avallable

7.49E-13 Gentamycin_

teria

4686-11 Gentamycin_
6.47-10 Gentamycin_EnvichedRelativeto_OtherSubstrates
2:39-07 Gentamycin_EnrichedRelativeto_OtherSubstrates.

teria

P
No_taxonomic_annotation_available.

Burkholderia

No_taxonomic_annotation_avalable

6.19€-08 Gentamycin_
6.36E-07 Gentamycin_EnvichedRelativeto_OtherSubstrates

acteria
Bacteria

Proteobacteria

122610 Gentamycin_

acteria

276E-10 Gentamycin_|
8.36E-07 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria
Eukaryota

Burkholderia

Ascampecta Pecizorpet Perizales.  Toberaeese. Tobes

3.406-09 Gentamycin_

Bacteria

4.126-11 Gentamycin_E

proteob Burkhlderia

127607 Gentamycin_

Bacteria

807€-11 Gentamycin_

Bacteria

proteob Burkholderia

37906 Gentamycin_

Bacteria

P

207618 Gentamycin
155€-09 Gentamycin_EnvichedRelativeto_OtherSubstrates.
17810 Gentamycin_EnrichedRelativeto_OtherSubstrates
2.136-06 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Bacteria

P
No_taxonomic_annotation_avlable.

ok

Burkholderia

Arthropoda Branchiopod Diplostraca Daphniidae Daphnia

No_taxonomic_annotation_avalable.

L6806 Gentamycin_|

2.17€-06 Gentamycin_

2516-15 Gentamycin_

bacterium

Tuber aestivum

Daphnia magna
compost metagenome

L99E-10 Gentamycin_

157€-06 Gentamycin_

557.09 Gentamycin_|

251607 Gentamycin_

2.29€-06 Gentamycin_

527€-10 Gentamycin_

483606 Gentamycin_

180E-08 Gentamycin_|

L7506 Gentamycin_

7.52€-11 Gentamycin_

571E-10 Gentamycin_

6.65€-08 Gentamycin_EnvichedRelativeto_Other

156E-07 Gentamycin_

2.14€-06 Gentamycin_

5.58E.06 Gentamycin_|

teria proteob Burkholderia
X Bacteria prot Xanthomona Xanthomona Xanthomonas
X Bacteria P
X Bacteria proteob Burkholderia p.Ws9
X Bacteria i
¥ Bacteria P
X Bacteria proteob Burkholderia
proteob Burkholderia 81
2.136:07 Gentamycin_EnvichedRelativeto_OtherSubstrates
1.86€-07 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avilable.
acter
7.04E-06 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Bacteroidetes. Bacteroidetes bacterium
X cter proteob Burkholderia
¥ Bacteria
X Bacteria proteob Burkholderia
X Bacteria proteob Burkholderia
teria proteob Burkholderia
6.04E-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available:
185€-07 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Proteobacteria
rSubstrates No_taxonomic_annotation_avalable.
7.64€-09 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avallable.
45508 Gentamycin_EnrichedRelativeto_OtherSubstrates Not_in_Uniref
X Bacteria proteob Burkholderia Variovorax sp. URHB0020
X Bacteria proteob Burkholderia
Bacteria P holderia
Eukaryota  Nematoda Chromadore: Rhabditida  Onchocercidi Brugla  Brugia timori

141607 Gentamycin_EnvichedRelativeto_OtherSubstrates
1.88€-07 Gentamycin_EnvichedRelativeto_OtherSubstrates.

No oo motstion_svaole

269E-07 Gentamycin_

4,69E-08 Gentamycin_t

4266-09 Gentamycin_

3.40E-09 Gentamycin

2236.06 Gentamycin_|

162E-10 Gentamycin_

4.89€-06 Gentamycin

223606 Gentamyci

6.06-11 Gentamycin

2.07€-07 Gentamycin_
8.636-07 Gentamycin_EnvichedRelativeto_OtherSubstrates

1026-07 Gentamycin_

402610 Gentamycin_

238£.07 Gentamycin_|

33908 Gentamycin

207E-06 Gentamycin_

4.06E-06 Gentamycin_

7.53E.07 Gentamycin

1L9SE-06 Gentamycin_|

197€-05 Gentamycin

5.87€-06 Gentamycin_

532606 Gentamycin

Luteimonas huabeiensis

Betaproteobacteria bacterium GR16-43

Methylibium sp. CFOS9

Bacteria Burkholderia
516806 Gentamyein_EvichedRelatieto_Othersubsrates No.taxonomic. amotation_sallable
155€-09 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
teria
Bacteria
2566€-10 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
237€-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
4.13606 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
X X acte Burkholderia
762609 Gentamein_EnichedRelatieto_OthrSubstates No_tasanomic anmotation svaable
teria
X Bacteria prot Xanthomona Xanthomona Luteimonas
Bacteria P
1636-08 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
Bacteria Burkholderia
260609 Gentamiein_Enichedelaiveto_OtherSubsrates No.taxonamic. amotation.sallable
106€:05 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
X X eria
X ¥ Bacteria P
X Bacteria P Methyiibium
Bacteria P
Not_in_Uniref
3.186-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avilable.
acteria Methyiibium
285E-06 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Proteobacteria
X Bacteria P
¥ Bacteria proteob Burkholderia
X X teria P
9.91€-07 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
teria
teria proteob Burkholderia
461606 Gentamycin_EnrichedRelativeto_OtherSubstrates Nc taxonomic_annotation_avallable
X X acteria Burkholderia
L9006 Gentamyein_ EvichedRelatieto_Othersubsrates No.taxonomic. amotation.sallable
7.636-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avlable
6.386-08 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avilable.
1.116-09 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
acteria Burkholderia
134605 Gentamytin_Evichedeltieto. OtherSubsrates No.taxonomic_anmotation_vallable
6.146-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avlable.
7.498-07 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
X X eria proteob Burkholderia
X ¥ Bacteria proteob Burkholderia
X Bacteria
Bacteria Burkholderia
443612 Gertamycin. EnichedRelativeto_OtherSubsiates o taxonomic amnottion_avalale
X X eria proteob Burkholderia
X X Bacteria Rhizobiales
X X Bacteria proteob Burkholderia
5.89-13 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avallable.
teria Burkhold:

835E.06 Gentamycin_|

1LOSE-05 Gentamycin_ X
9.77€-06 Gentamycin_EnrichedRelativeto_OtherSubstrates.

teria

P
No_taxonomic_annotation_avalable.

Burkholderia Burkholderia Lautropia

278E.06 Gentamycin_|
113606 Gentamycin_EnvichedRelativeto_OtherSubstrates

teria
Bacteria

Burkholderia

Variovorax sp. CFO79.

Lautropia sp. SCN 70-15

Variovorax sp. CFO79



1365210_7 No roles mapped out of 0 KOs
17727805 Intracellular trafficing, assembly, and processing.
5515933 Defense and invasion systems

Defense and invasion systems

No roles mapped out of 0 KOs

Carbohydrate metabolism

Transport and binding proteins

Transport and binding proteins

Transiation

Energy metabolism
Translation

06 Translation

No roles mapped out of 0 KOs
Fatty acid and lipid metabolism
Transiation

Amino acid metabolism
Energy metabolism
Nucleic acid metabolism

Protein export, secretion, and sorting
Detorification and inactivation
Detonification and inactivation

Gitrate cycle (TCA cycle)
Cations and iron carrying compounds
‘Amino acids, peptides and amines
Translation factors

ibosomal prots the

3-0x0acy-ACP reductase FabG
Preprotein translocase subunit Sect
Peroxiredorin

lonic transporter yihA
MFS transporter, MHS family, citrate/tricarballylate:1
elongation factor Tu

isomalprterns: syrhessand modicten
Oxidative phosphorylat
Ribos

505 ribosomal protein L1
Cytochrome-c oxidase, :bbs type subunit Il

Transfer R biogenesis

Biosynthesis
Ribosomal proteins: synthesis and modification
Phenylalanine, tyrosine and tryptophan biosynthesis
Oxidative phosphorylat

D replication, recombination, and repair

e, assembly, and processing
Transcription

Transiation

Translation

Amino acid metabolism
Transport and binding proteins
Transport and binding proteins
Transiation

No roles mapped out of 0 KOs
Translation

Nucleic acid metabolism

No roles mapped out of 0 KOs
Fatty acid and liid metabolism
Translation

No roles mapped out of 0 KOs
Regulatory functions.
Translation

No roles mapped out of 0 KOs
Transport and binding proteins
Amino acid metabolism

R polymerase
Ribosomal

et hxase

—nxoaCV' acyi-carrier-protein] synthase 3
GTPase Der

Glutamine amidotransferase, class |
Cbb3-type cytochrome ¢ oxidase subunit
soperonde damutse

Outer membrane prots

ONdreced AN potymerase subrit beta

Ribokomal proteins: synthsi and modficaton

505 ribosomal protein L2

ism
I

wdrates, organic alcohols, and acids
Translation factors

transporter Cyx
MFS transporter

Elongation factor 6

Uncharacterized protein

Ribosom:
Pyemiding mtabolism

Carbamoyl-phosphate synthase large chain
Metal-dependent hydrolase, endonuclease/exonucle:

Biosynthesis of
Ribosomal prots the

D nteractions
tR and R base modification

Carbohydrates, lcohols, and acids

Uncharacterized protein
Ferric uptake regulation protein
Dual-specificity RNA methyltransferase RImN
onA oposamerse 1

Lysine biosynthesis
Valine, leucine and isoleucine metabolism

vad nmhvdmmlwhmtesymhaxe

Imidazoleglycerol-phosphate dehydratase
Transcription termination/antitermination protein Nt
Putative Sel1 domain protein repeat-containing prote

Cptochrome c oxidase subunit 2 (Fragment)

Succinate dehydrogenase flavoprotein subunit

protein

2-cxcglutarate dehydrogenase E1 component
DNA-directed RNA polymerase subunit beta

3581 Amino acid metabolism Hevolacote aihas
9243082 Translation Translation factors Pepda chan reesee fctor 2
9328442 Amino acid metabolism Histicine metabolism
1772780_4  Transcription Transcription factors
1392535_ Other
9622 No roles mapped out of 1 KOs Carbon starvation prote
9826628 Energy metabolism Oxidative phosphorylation
1127704 Translation Transfer R biogenesis leucine~tRNA lig:
13696811 Energy metabolism Oxidative phosphorylation
1736484 2 No roles mapped out of 0 KOs
208793 Energy metabolism Oidative phsphanyation NADH-quinone oxidoreductase subunit A
100858_2  Transport and binding proteins Carbohydrates, organic alcohls, and acids
1235576_1 Carbohydrate metabolism Gitrate cycle (TCA cycle) Isocitrate dehydrogenase [NADP]
1752607_11 Carbohydrate metabolism Gitrate cycle (TCA cycle) Aconitate hydratase B
1781093 22 Translation Ribosomal
9970992 Metabolism of other amino acids and amines  Glutathione and analogs metabolism Glutathione peroxidase
47144122 Cell motility and adherance Surface structures and assembly platforms Type IV pilus biogenesis protein PilQ
11661422 Carbohydrate metabolism Gt ol 1A e
5712164 Transcription R polymer:
15031571 Energy metabolism Oxidative phosphnfv\auen ATP synthase subunit beta
2720076 Translation Ribos

1615760_3 Amino acid metabolis

7263 nacolular walfcsing,assemiy, and processing
1492420 3 Transcription
36234018 ncelar afcking ssembly ardprocesing
9433821 Cell motity and adher:
US6208.4 o roles mapped ot of 0 KOs
11424593 Energy metabolism
11372377 Noroles mapped out of 0 KOs
12158429 Translation

1925 No roles mapped out of 0 KOs
5912766 Noroles mapped out of 0 KOs

575_1  Energy metabolism
18451414 Energy metabolism
293865 Noroles mapped out of 0 KOs
100845_4 Amino acid metabolism

4546121 Carbohydrate metabolism

Translation
Carbohydrate metabolism

Amino acid metabol

No roles mapped out of 1 KOs

Intracellular trafficking, assembly, and processing
Translation

Transport and binding proteins

No roles mapped out of 0 KOs

8.2 Amino acid metabolism

Amino acid metabolism

7543775 Noroles mapped out of 0 KOs

1102318 29 No roles mapped out of 0 KOs

Valine, leucine and

ot apon, secretion, and st
ral

Chapemne and folding catalysis

Protein translocase subunit Secd
Superfamily 1| DNA and RNA helicase:
60KDa chaperonin

reductase

proteins

Oxidative phosphorylation

Not ef
Cytochrome o ubiguinol oxidase subunit |
Uncharacterized protein (Fragment)

Ribosomal pr

Oxidative phosphorylation
Oxidative phosphorylation

Uncharacterized protein
Alpha-E domain-containing proteis
Cytochrome o ubiguinol oxidase suburit |
ytochrome o ubiguinol oxidase subunit |
RRM domain-containing protein

Valine, leucine and
Glycolysis / Gluconeogenesis
Transfer R biogenesis
Pyruvate metabolism
Lysine biosynthesis
Peptidases
ibosomal proteins: synthesis and modification
Unknown substrate

Ketol-acid
Fructose-1,6-bisphosphate aldolase
Glutamate—tRNA ligase

Ulactate dehydrogenase LIdD
4 -hycroxy-tetrahycrodipicolinate reductase
POLIIAC domain-contairing protein

Protein HilK

505 ribosomal protein

1PS export ABC(ranspm(er ATP-binding protein
copper oxidase

metabolism

1

Valine, leucine and

Murein DD-endopeptidase Meph and murein hydrola
NosD domain-containing protein

Bifunctional purine biosynthesis protein PurH
ATP-dependent Clp protease ATP-binding subunit Clp.

Transcription termination/antitermination protein Nt

15968463 Nucleic acid metabolism Purine metabolism
1438759, e, assembly, and processing
102545.2  Norales mappec ot o1 0.0% Not_in_Uniref
9978013 Translation Ribosomal
14162363 Carbohydrate metabolism Gitrate cycle (TCA cycle) Gitrate synthase
14672792 Carbohydrate metabolism Gtrate cycle (TCA eycle) Aconitate hydratase B
655184 6 Energy metabolism Oxidative phosphorylation Cytochrome c oxidase cbb3-type suburit 1
1215842_22 Translation Ribosomal
0354 Transcript Transcription factors
1002646 3 Noroles mapped out of 1 KOs LemA family protein
1373038_1 Amino acid metabolism Valine, leucine and
9593842 Translation Transfer R biog Aspartate--tRNA(Asp/Asn) ligase
6866 Nucleic acid metabolism D replication, recombination, and repair DNA mismatch repir prot

3064 Transport and binding proteins.

9895566 Noroles mapped out of 0 KOs

9978012 Translation

13652105 Fatty acid and lipid metabolism
50759 Translation

677771 Transcription

5518164 Amino acid metabolism

2936573 Nucleic acid metabolism

pscellrrficing ssseml,and processiog
No roles mapped out of O K¢

1417005 Amino acid metabolism
1279735 Translation
3 Translation

Nucleic acid metabolism

1365758 3 Carbohydrate metabolism

1044415_4 No roles mapped out of 0 KOs

1053988 2 Noroles mapped out of 0 KOs

3716463 Translation

1178813 Energy metabolism

9328445 Amino acid metabolism

1058533_1  Defense and invasion systems

1597686_3 Metabolism of other amino acids and amines
6141 No roles mapped out of 0 KOs

1736782 Amino acid metabolism
6551844 Transport and binding proteins.

7702 Intracellular trafficking, assembly, and processing
5535294 Intracellular trafficking, assembly, and processing
1653095_1 o roles mapped out of 0 KO:

6463 Nucleic acid metabolism
5708565 Translation
29310375 Glycan biosynthesis and metabolism
629591 Nordes mapped outof DK0
12095542 Transeri
2019051 Invacellr alfcing, sssemy,and rcessing
9485874 Cell motilty and ache

el wafcking,ssembl,andprocesing
11 Transiatior

18314123 Amino acid metabol
8421805 Noroles mapped out of 0 KOs
1112860_1 Translation

0702 Noroles mapped out of 0 KOs
9234886 Nucleic acid metabolism
13052311 No roles mapped out of 0 KOs
9262163 Noroles mapped out of 0 KOs
831353 Noroles mapped out of 0 KOs

0.1 Translation

989556_10 Intracellular trafficking, assembly, and processing
313818 1 Energy metabolism

No roles mapped out of 0 KOs
Cell structure, growth, and death

Cell structure, growth, and death

Transport and binding proteins

Carbohydrate metabolism

Amino acid metabolism

13178332 Translation

3832712 Fatty acid and lipid metabolism

Transiation

Transport and binding proteins

1428496 6 Transcription

67176419 Translation

Nucleic acid metabolism

Transport and binding proteins

7.9 Defense and invasion systems.

No roles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing
Transport and binding proteins

Carbohydrate metabolism

Energy metabolism

Transport and binding proteins

4 Cell structure, growth, and death

9895564 T

ransiation
10711651 Intracellular trafficking, assembly, and processing.
12160523 Translation

12616394 Transport and binding proteins

8112115 Amino acid metabol

3616272 Amino acid metabolism

9326211 Noroles mapped out of 0 KOs

8855785 Noroles mapped out of 0 KOs

16358422 Translation

Anions.

Alpha-ketoglutarate permease
Uncharacterized protein

3-0x0acyl-{acyl-carrier-protein] synthase 2

DNA-directed RNA polymerase subunit beta'

Ribosomal pr

Biosynthesis

Ribosomal proteins: synthesis and modification 505 ribosomal protein L15
R poymerase

Alanine, del metabolism

Pytimidine metabolism
Protein export, secretion, and sorting

Valne euine and oeucine metabolim
Ribos

Orotate phosphoribosyitransferase
Protein translocase subunit Sec

Alpha-keto acid-binding periplasmic protein TakP
Succinyl-CoA-3-ketoacid-Coh transferase

Transfer R biogenesis
Pyrimidine metabolism

General
Citrate cycle (TCA cycle)

Polyribonucleotide nucleotidyitransferase
Ribonucleoside-diphosphate reductase subunit beta
Polyphosphate kinase

Malate dehydrogenase

RNA-binding protein

Outer membrane porin protein 32

Ribosom:
Oxdaiv phosphonaion

Histicine metabolism

Secretion systems.

Glutathione and analogs metabolism

Cytochrome c oxidase, cbb3-type subunit |
Histidinol dehydrogenase

ATP-dependent RNA helicase HipA
Glutathione S-transferase
Uncharacterized protein

metabolism
Cations and iron carrying compounds
Protein modification and repair

‘aperone and folding catalysis

D replication, recombination, and repair
Ribos the

Heavy metal translocating P-type ATPase
Signal peptidase |

Chaperone protein CIp

Uncharacterized protein

DNA gyrase subunit B

Peptidoglycan metabolism

Transcription factors
Peptidases

penicilin-binding protein 2
Uncharacterized protein

RNA polymerase sigma-54 factor
prolyl aminopeptidase

Surface structures and assembly pl
Peptidases

Tranlation actrs
Valine, leucine and

Type IV-A pil

Peptidoglycan-binding protein
Elongation factor P

Translation factors

R degradation

Ribos

ATP-binding protein

Translation intiation factor IF-1

SWIB domain-containing protein
se

YgiQ family radical SAM protein
HTH tetR-type domain-containing protein

Chaperone and folding catalysis
widative phosphorylation

Cell divsion

Chenisome 3 sssoised s
preed eyele (TCA eyele)

Arginine biosynthesis

Translation factors

Biosynthesis

Translation factors

Amino acids, peptides and amines

R polymerase

Ribosomal proteins: synthesis and modification
D replication, recombination, and repa
Carbohydrates, organic alcohols, and acids
Detorification and inactivation

Protein export, secretion, and sorting
inknown substrate

Gtrate cycle (TCA cycle)

Oxidatve phosphonation

Chaperone protein HtpG
ATP synthase epsilon chain
ot in_Uniref
Cell diision protein FtsZ
Cell shape-determining protein M
Low-affinity inorganic phosphate transporter 1
cante-CoRlgsse AP-oming]sobunt s
Argininosuccinate Iya
Tranlation mitaton facor F-2
Biotin carbon
Elongation factor P
MS transporter
DNA-directed RNA polymerase subunit alpha
305 ribosomal protein S8
DNA repair protein RadA
MFS domain-containing protein

Cytochrome c oxidase polypeptide Il
substrate

Amino acids, peptides i
b biods proteins DNA-binding protein HU-beta
Ribosomal pr

Peptidases Gamma-glutamyltransferase

Uhosomal poteins: ythes's and modificaton
Amino acids,

505 ribosomal protein L11
B

protein

Phenylalanine, tyros phan biosynthesis
Valn,leucin and leucine metabolsm

Translation factors

Con transferase subunit A
Uncharacterized protein
Uncharacterized protein
Peptide chain release factor |

7.94448979
7.939212204

6954873995

483607 Gentamycin_

5.00E-06 Gentamycin_|

3766-08 Gentamycin_

X Bacteria proteob Burkholderia
Bacteria Burkholderia
131607 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Proteobacteria
Bacteria proteob Burkholderia
Bacteria  Firmicutes  Clostridia

1248:07 Gentamycin_EnvichedRelativeto_OtherSubstrates
1.25€-06 Gentamycin_EnrichedRelativeto_OtherSubstrates

No_taxonomic_annotation_avallable

Clostridiales Syntrophom Syntrophomc Syntrophomonas zehnderi

8.636-07 Gentamycin_

9.82E.09 Gentamycin_

150€-06 Gentamycin_
6.79-06 Gentamycin_EnvichedRelativeto_OtherSubstrates.
3.836-08 Gentamycin_EnvichedRelativeto_OtherSubstrates

No.taxenomic_ annotation_avallable
No_taxonomic_annotation_available.

4.85€.07 Gentamycin_
3.648-07 Gentamycin_EnvichedRelativeto_OtherSubstrates

acteria

No_taxonomic_annotation_available.

137605 Gentamycin_
4.296-05 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria

proteob Burkholderia

Uniref

6.04E.06 Gentamycin_

acteria

Burkholderia

451606 Gentamycin_

Bacteria

Burkholderia

9.38E.07 Gentamycin_|

Bacteria

Burkholderia

328£-05 Gentamycin_

Bacteria

Burkholderia

112605 Gentamycin_¢

Bacteria

6.83E.06 Gentamycin_|

Burkholderia

405607 Gentamycin_

Bacteria

2.45€:05 Gentamycin_|

Bacteria

1L66E-07 Gentamycin_

Bacteria

3.57€-06 Gentamycin_

Bacteria

P Methylibium

321E.07 Gentamycin_|
382612 Gentamycin_EnvichedRelativeto_OtherSubstrates

Bacteria
Bacteria

Burkholderia
Proteobacteria

4626-06 Gentamycin_
2.778:07 Gentamycin_EnvichedRelativeto_OtherSubstrates
3.466-05 Gentamycin_EnrichedRelativeto_OtherSubstrates

pactts

Artiropoda. Sranchiopod Dipostraca Daphmidae Oaphnia

Nu taxonomic_annotation_available

238€:08 Gentamycin_|

acteria

L99E-10 Gentamycin_ X
469€-08 Gentamycin_EnrichedRelativeto_OtherSubstrates.

teria

P
No_taxonomic_annotation_avalable.

Burkholderia

181E.08 Gentamyci
1L04E-06 Gentamycin_EnrichedRelativeto_OtherSubstrates

teria
Bacteria

3.966-05 Gentamycin_

acteria

proteob Burkholderia

2.45E.05 Gentamycin_|
1L06E-05 Gentamycin_EnvichedRelativeto_OtherSubstrates
1.88€-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Burkholderia

No.taxcnomic_annotation_avalable

Bacteria

3.10E-05 Gentamycin_ X
1536-05 Gentamycin_EnrichedRelativeto_OtherSubstrates.
474807 Gentamycin_EnrichedRelativeto_OtherSubstrates

teria

P
No_taxonomic_annotation_avllable.

Burkholderia

No_taxonomic_annotation_avlable.

3.47E-16 Gentamycin_
3.546-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.
333606 Gentamycin_|

teria

Bal P
No_taxonomic_annotation_avalable.

Burkholderia

7.04-06 Gentamycin_

Bacteria

proteob Burkhlderia

X acteria sp. TSAD2
X Bacteria proteob Burkholderia
Bacteria Burkholderia

Betaproteobacteria bacterium RIFCSPLOWO2_02_FULL_62_17

Variovorax sp. Ws11

Methylibium sp. CF059

Proteobacteria bacterium

Daphnia magna

uncultured bacterium A101_fos_4

unculured bacterium

Candidatus \ Candidatus Methylomirabils oxyfera

105605 Gemimvun

Bacteria

proteob Burkholderia

20908 Gentam,
306,05 Gentamein_EnichedRelativeto_OthrSubatates
1548-06 Gentamycin_EnvichedRelativeto_OtherSubstrates
6.78:05 Gentamycin_EnrichedRelativeto_OtherSubstrates
2.55€-07 Gentamycin_EnrichedRelativeto_OtherSubstrates.

7.74-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Bacteria

Rivibacter

Ho s amataion sallable

Nu taxonomic_annotation_available
No_taxonomic_annotation_avallable.

Bacteria
Bacteria
Bacteria

Proteobacteria
Proteabacteria

« bacterium
Rivibacter sp. C1-9

Proteobacteria bacterium

3.18E.08 Gentamycin_|

Bacteria

proteob Burkholderia

5.77€-08 Gentamycin_

actes

proteob Burkholderia

2.45£.05 Gentamycin_|
537607 Gentamycin_EnrichedRelativeto_OtherSubstrates
1.786-05 Gentamycin_EnrichedRelativeto_OtherSubstrates
3.108:05 Gentamycin_EnvichedRelativeto_OtherSubstrates

Nu,«axunamK,ammauan,avauame

Bacteria

Burkholderia

No_taxonomic_annotation_available.

8.49E-06 Gentamycin_

Bacteria

P
proteob Burkholderia

L65€-06 Gentamycin_|

Bacteria

26009 Gentamycin_ X
1236-06 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Bacteria
Bacteria

Burkholderia
Proteabacteria

151663

Variovorax sp. MHTC-1

131E.07 Gentamycin_|
163605 Gentamycin_EnrichedRelativeto_OtherSubstrates
5.87€-08 Gentamycin_

Bacteria

Burkholderia

5.876:06 Gentamycin_EnvichedRelativeto_OtherSubstrates
13913 Gentamycin_EnrichedRelativeto_OtherSubstrates
395€-13 Gentamycin_EnvichedRelativeto_OtherSubstrates.

3.10E-07 Gentamycin_

2
1636-05 Gentamycin_EnrichedRelativeto_OtherSubstrates.

L90E-11 Gentamycin_

Burkholderia

5.12E-05 Gentamycin_

3.47E.06 Gentamyci

3.12E.05 Gentamycin_

06 Gentamy
aoooirism Eemamycm EnvichedRelativeto_OtherSubstrates

64E-05 Gentamycl

Burkholderia
8.08€-06 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Proteobacteria
acteria Burkholderia
348805 Gentamytin_Evichedeltieto_ OtherSubsrates No_taxonomic._annotation_vallable
5.19€-05 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
Bacteria Burkholderia
232606 Gentamyain| EnichecRelativeto_Othersubstrates o tasonomic amnotaion_avalale
Bacteria Burkholderia
No.taxanomic_annotation_avallable
teria Burkholderia
Bacteria

202605 szamvcm \_EnrichedRelativeto_OtherSubstrates

151663

Azospirillum sp. CFH 70021
Acidobacteria bacterium

compost metagenome

Rhizobiales Methylobact Methylobacterium

Actinobacter Actinobacter Propionibact Nocardioidac Actinopolym: Actinopolymorpha alba

2.46£-05 Gentamycin_

220605 Gentamycin_
102606 Gentamycin_

1L69E-05 Gentamycin_|

266E-05 Gentamycin_

220607 Gentamycin_

212609 Gentamycin_

4656.05 Gentamycin

yein_
oonmmsv Gentamycin_EnrichedRelativeto_OtherSubstrates

vt Gentamycin_t

8.60€-05 Gentamycin_

1366-08 Gentamycin_
0000163641 Gentamycin_EnrichedRelativeto_OtherSubstrates.

5.12€.05 Gentamycin_|

19006 Gentamycin_

1.90E-10 Gentamycin_t

.74

Bacteria P Methyiibium
621€-05 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
X cteria proteob Burkholderia
X Archaea Thaumarchacota archacon
¥ Bactrs proteob Burkholderia
cteria proteob Burkhlderia
3.406-08 Gentamycin_EnvichedRelativeto_OtherSubstrates. o in_Uniref
X Bacteria proteob Burkhlderia
X Bacteria P
teria proteob Burkholderia
No_taxonomic_annotation_avallable.
38608 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
X teria proteob Burkhlderia
acteria proteob Burkholderia
5.476:05 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avlable
4.006:05 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avilable.
acteria Burkholderia
No.tasenomic anmotation avable compost metagenome
230609 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avllable.
¥ teria proteob Burkholderia
X Bacteria proteob Burkhlderia
X Bacteria prou
Bacteria proteob Burkholderia

4.126-07 Gentamycin_E

5.966-05 Gentamycin_ X Bacteria proteob Burkholderia
00010174 GentamycinEichedRelthets thrsubstses No_twonomic_annaaton,salae
yein_ X teria Burkholderia
e Gentamycin_t eria proteob Burkholderia
2.08£-09 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
3.00E-06 Gentamycin_ X Bacteria proteob Burkhlderia
297€-05 Gentamycin_ X acteria proteob Burkholderia
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335605 Gentamycin_ ¥ Bacteria
3.46€-05 Gentamycin_ X Bacteria proteob Burkholderia Variovorax sp. URHB0020
222605 Gentamycin_ Bacteria Burkholderia
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206E-17 Gentamycin_ ¢ Bacteria proteob Burkholderia
157€-05 Gentamycin_ y Bacteria 8 b RBG_16_40.8
2.00€-05 Gentamycin_| X Bacteria P caeni
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0.000122186 Gentamycin_ Bacteria proteob Burkholderia
5.79-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
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6.89-08 Gentamycin_ X acteria o Methyiibium
266E.05 Gentamycin_| ¢ Bacteria Methyiibium Methylibium sp. NZG
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0.000188517 Gentamycin_ X Bacteria
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3.58E-06 Gentamycin_EnvichedRelativeto_OtherSubstrates Not_in_Uniref
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0000124577 Gentamycin_ ¥ acteria Burkholderia
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L7505 Gentamycin_ X Bacteria proteob Burkhlderia
2.48€:05 Gentamycin_| X Bacteria P
6.87E-05 Gentamycin_ X Bacteria proteob Burkholderia BIGb0124
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0.000457898 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
6.52E-06 Gentamycin_ cteria
774805 Getamyin. EnrichedRelativeto_OtherSubstrates Bacteria
£:09 Gentamycin_EnrichedRelativeto_Othersubstrates Bacteria uncultured bacterium
covesrses Gentamycin_t Bacteri proteob Burkhlderia
9.936-06 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
875E-05 Gentamycin_| Bacteria P Methyiibium
197€-05 Gentamycin_ X Bacteria Rhizobiales
354E.07 Gentamycin_| X Bacteria
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0.000132492 Gentamycin_ Bacteria Methyiibium Methylibium sp. CF059
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4.686-11 Gentamycin_€ X Bacteria proteob Burkholderia
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0000102433 Gentamycin_ X Bacteria P
6.03£.05 Gentamycin_| X Bacteria Betaproteobacteria bacterium GR16-43
000407148 Gentamycin_ X Bacteria Rhizobiales Rhizobiales bacterium
Socosezrss Gentamycin_ Bacteria Burkholderia

7.95€-10 Gentamycin_EnrichedRelativeto_OtherSubstrates

P
No_taxonomic_annotation_available.

458623 Gentamycin_

Bacteria

P Xylophilus.

compost metagenome



121580223 Trnsation
431 Translation

i Energy metabolism
10257223 Translation
134684 Nucleic acid metabolism
17932072 Transport and binding proteins
6349925 Intracellular tafficking, assembly, and processing
4512834 Metabolism of other amino acids and amines
1022762 Transport and binding proteins
23094 Transport and binding proteins
15290853 Nucleic acid metabolism
1724464_1 Defense and invasion systems
9379521 Energy metabolism
1359285_1 No roles mapped out of 0 KOs
1209303 2 Carbohydrate metabolism
/5 Amino acid metabolism
10121666 Energy metabolism
618681 4 Transport and binding proteins.
1957702 Intracellular trafficking, assembly, and processing
547465_14Defense and invasion systems
9819893 Intracellular trafficking, assembly, and processing
5136 Signal transduction
1236704_4  Carbohydrate metabolism
214431 Translation
12823631 Translation
9320292 Transcript
8361794 Regulatory functions
17518154 Transport and binding proteins
1851056_3 Carbohydrate metabolism
0694 Translation
852164 Noroles mapped out of 0 KOs
1763295_2 Transport and binding proteins.
43635214 Translation
1351805 2 No roles mapped out of 1 KOs
1851056_5 Carbohydrate metabolism
9141711 Amino acid metabolism
9839202 Amino acid metabolism
3 t and binding proteins

64234 2
TLST31_14 msacaularotfcking, assomis, and pocessng
No roles mapped out of 0 KOs

127751837 Transport and binding proteins

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Defense and invasion systems

Nucleic acid metabolism

Energy metabolism

Carbohydrate metabolism

Translation

Amino acid metabolism

Cell structure, growth, and death

1274654_10 Translation

17215112 Terpenoids and polyketides metabolism
5708564 Translation
17344 Noroles mapped out of 0 KOs
cription

Transport and binding proteins

6036161 Noroles mapped out of 0 KOs
60632 Amino acid metabolis

16173283  Intracellular trafficking, assembly, and processing

933224 nslation

2812337 Translation

10767271 Transcripti

191953 16 Energy metabolism

1084659 _18 Noroles mapped out of 0 KOs

1073691_10 Energy metabolism

122 Intracellular trafficking, assembly, and processing
Transcription

Translation factors
Ribosomal prots i

Elongation factor Tu

Carbon fixation in prokaryotes
Translation factors

D replication, recombination, and regair
Porins and secretins

Chaperone and folding catalysis

D-Alanine metabolis
Carbycrate,orgric scohos, and alds

Phosphoenolpyruvate synthase
Translation elongation factor TU (Fragment)
Nucleoid-associated protein VAPA_1c24700
Omp-like domain-containing protein
Chaperone protein Dnak
D-alanine-D-alanine ligase

MES transporter

protein GIt

Invasion response
Oxidative phosphorylation

Pyruvate metabolism

Phenyialanine metabolism

Electron transport

‘Amino acids, peptides and amines

Peptidases

Detonification and inactivation

Enzyme assembly.
Phosphotransferase system (PTS)

Citrate cycle (TCA cycle)

Transfer R biogenesis

vnusnnunbusmmmy\wmammm synthase
NA excision repair protein ERC
Cytochrome b (Fragment)
Uncharacterized protein (Fragment)
Oihydrolipoyl dehydrogenase

transporter substrate-binding domain-containing pro
Periplasmic serine endoprotease DegP-like
Al hycroperoxide reductase subunit F

ochrome oxidase biogenesis protein Cox11-CtaG, ¢
Phosphoenolpyruvate-protein phosphotransferase
Isocitrate dehydrogenase [NADP]
Polyribonucleotide nucleotidyitransferase

10

Ribosomal
Transcription factors

Protein interactions

Amino acids, peptides and amines
Glycolysis / Gluconeogenesis

tR and R base modification

Porins and secretins

RNA polymerase sigma factor RpoH
Metalloprotease TidD

Glutamine transport ATP-binding protein GInQ.
Fructose-1,6-bisphosphate aldolase

Ribosomal RNA small subunit methyltransferase H
Diaceyl reductase

Ompa family protein

Ribosomal pr

Glycolysis / Gluconeogenesis
Cysteine and methionine metabolism

Lidonate 5-dehydrogenase
Pyruvate kinase
Cysteine synthase

Cofactors and prosthetic groups
Protein export, secretion, and sorting

Amino acids, peptides and

sulee/ st mport ATP-ining rrein A
Pili iogenesis ATPas
bet hrronutte dehyirogenase

Detonification and inactivation
urine metal

Oxidative phosphorylation

Glycolysis / Gluconeogenesis

Ribosomal proteins: synthesis and modification
Glycine, serine and threonine metabolism
Sporulation and germination

Ribosomal proteins: synthesis and modification
Terenoid backos srthesis

Ribos

Uncharacterized protein
Uniref

Superoxide dismutase

Adenylosuccinate lyase

Ubiguinol cytochrome C oxidoreductase, cytochrome.
Phosphoenolpyrate carboxykinase (GTP]

305 ribosomal protein 3

Glycine dehycrogenase (decarboxytating)

§
H
H

1-deoxy-D-xylulose-S-phosphate synthase

Transcription factors
Unknown substrate

Not_in_Uniref
Transcription antitermination protein Nus8
Efflux pump membrane transporter
Not_in_Uniref

Phenylalanine, tyrosin P
Froei epor,secreon and ot
Transfer R biogen:
Trnstor R bogeneds

polym
Oxidative phosphorylation

biosynthesis

Oxidative phosphorylation
Peptidases
R polymerase

Carbohydrate metabolism
Translation

Transiation

Energy metabolism

Unknown function

Prosthetic groups, cofactors, and carriers
Nucleic acid metabolism

Energy metabolism

6077462 Intracellular trafficking, assembly, and processing
81857814 Nucleic acid metabolism
5262455 Noroles mapped out of 0 KOs
8424943 Transcription
3789 Regulatory functions
12160528 Transcripti
8011 Translation
1521741_1 No roles mapped out of 0 KOs
5184531 Nucleic acid metabolism
41105471 Noroles mapped out of 0 KO:
9889673 Intracellular trafficking, assembly, and processing
6528512 Carbohydrate metabolism
1625895.6. nvacelllr affing, ssemy,and rcessing
TR Ao s muabol

ption
15&5052 o Ammu acid metabolism
arbohydrate metabolism

mmsg feriin
5161051 Noroles mapped out of 0 KOs
1362706_7 Defense and invasion systems
2055994 Carbohydrate metabolism
5343 Carbohydrate metabolism
33442 Nucleic acid metabolism

Transport and binding proteins
Translation

2364531 Noroles mapped out of 0 KOs
3941713 Carbohydrate metabolism
1462477_4 Translation
5825621 Transcription
191414_11 Carbohydrate metabolism
1783104_1 Noroles mapped out of 0 KOs
3233551 Nucleic acid metabolism
984405 Transcription
6405551 Noroles mapped out of 0 KOs
661926 Energy metabolism
14585335 Noroles mapped out of 0 KOs
10252083 Amino acid metabolism
4057844 Intracellular trafficking, assembly, and processing
33444 Translation
5381751 Carbohydrate metabolism
781 Energy metabolism
7101011 Nucleic acid metabolism
6868895 Transport and binding proteins.
1211 Transport and binding proteins

994
1311748_22 Amino acid metabolism

6289592 Noroles mapped out of 0 KOs
6939672 Translation
\mino acid metabolism
Transiation

Transport and binding proteins

16555181 Signal transduction
016214.9 Tarsport and g pois
9522934 Noroles mapped out of 0
1908_4  Carbohydrate metabolism
9195474 Noroles mapped out of 2 KOs
16818646 _ Intracellular trafficking, assembly, and processing.
9964434 No roles mapped out of 0 K
7642011 Nucleic acid metabolism

13980151 Transcription

83833512 Intracellular trafficking, assembly, and processing
1644064_2 o roles mapped out of 1 KOs

5340351 Noroles mapped out of 0 KOs

2921751 Glycan biosynthesis and metabolism

18041125 Transcripti

11613052 No roles mapped out of 1 KOs

9522933 Noroles mapped out of 0 KOs

15414755 Transcription

526205_6

No roles mapped out of 0 KOs
1232123 _10 Amino acid metabolism

1679658_4  No roles mapped out of 0 KOs
1467249 5 Energy metabolism
1796155 Intracellular trafficking, assembly, and processing.
15042634 Nucleic acid metabolism
1026139 1 Carbohydrate metabolism
3911134 Carbohydrate metabolism
9705841 Translation
Translation

Intracellular rafficking, assembly, and processing

1
Secindependent protein translocase protein TatA
Uncharacterized protein
Alanine--RNA ligase
DNA-directed RNA polymerase subunit beta
Cytochrome-c oxidase, cbb3-type suburit I

ot _in_Uniref
ATP synthase subunit beta
Methionine aminopeptidase
DNA-directed RNA polymerase subunit beta'
fong-chain fatty acid--Co ligase

Transfer R biogenesis
Transfer R biogenesis
Oxidative phosphorylation
eral
Iron sulfur clusters
D replication, recombination, and repair
Oxidative phosphorylation
Peptidases
Pyrimidine metabolism

Transcription factors
Protein interactions
R polymerase
Translation factors

Pyrimidine metabolism

Chaperone and folding catalysis
Butanoate metabolism

Peptidases

Phenylalanine metabolism

R polym

Glycine, serine and threonine metabolism
Propanoate metabolism

family pr
Proline—tRNA ligase

Serine-1RNA ligase

ubiquinol-cytochrome c reductase iron-sulfur subunit
Uncharacterized protein

Putative iron-sulfur cluster insertion protein ErpA
DNA gyrase subunit A

eytochrome o ubiquinol oxidase subunit
ATP.dependent zin metalloprotease FisH
Carbamoyi-phosphate synthase large chain
Not_in_Uniref

Transcription termination/antitermination protein Nt
metalloprotease TIdD

DNA-directed RNA polymerase subunit beta'
Elongation factor 6

polyhydroxyalkanoate synthesis repressor Phak
ribonucleoside-diphosphate reductase subunit alpha
UPFO313 protein DBR37_06515

ATP-dependent Clp protease ATP-binding suburit CIp
Butyry se

Gamma-glutamyltransferase
enoyl-CoA hydratase

DNA-directed RNA polymerase subunit beta'
Serine hydroxymethyltransferase

Acyl-Con dehydrogenase

Ribosomal pr

Detorification and inactivation

Uncharacterized protein (Fragment)
Al hycroperoxide reductase C

8
Gtrate cycle (TCA cycle)

D replication, recombination, and repair
Caohyirates,ogaic alcohls and e
Ribos

Succinate--CoA ligase [ADP-forming] subunit alpha
Chromosomal replication initiator protein DnaA
MES transporter

Glyowylate and dicarborylate metabolism
Transfer R biogenesis

R polymerase

Inositol phosphate metabolism

D replication, recombination, and repair
R polymerase

Oxidative phosphorylation

Glycine, serine and threonine metabolism
Protein export, secretion, and sorting
Ribosomal proteins: synthesis and modification
Citrate cycle (TCA cycle)

rbon fixation in prokaryotes
Pytimidine metabolism

Kanie, sparse and gluamate metabolin
Oxidative phosphorylat
incsamalpeten. syhesis and mosificaton

Uncharacterized protein

DNA-directed RNA polymerase subunit beta’
Methyimalonate-semialdehyde dehydrogenase (CoA
MBL fold metallo-hydrolase:

UVABC system protein A

DNA-directed RNA polymerase subunit beta'
Uncharacterized protein (Fragment)

Serine hydroxymethyltransferase
Outer membrane protein assembly factor BamA
505 ribosomal protein L34

fehycrogenase
orotate phosphoribosyltransferase

Sulfate and thiosulfate binding protein CysP
efflux RND transporter permease subunit
Glutamate synthase (NADPH) large subunit
Succinate dehydrogenase flavoprotein subunit
505 ribosomal protein L2

Uncharacterized protein

Ribosomal prots the
Valine, leucine and Ketol-acid

Ribosomal

Cations and iron carrying compounds Ammonium transporter
Taxis chemotaxis protein CheA

Unknown substrate
Citrate cycle (TCA cycle)
Protein export, secretion, and sorting

Pyrimidine metabolism
R polymerase
Peptidases

Peptidoglycan metabolism
Transcription factors

R polymerase
Alanine, aspartate and glutamate metabolism

Onidative phosphorylation
Peptic

yrimidine metabolism
Gitrate cycle (TCA cycle)
Gitrate cycle (TCA cycle)
Transfer R biogenesis

ibosomal proteins: synthesis and modification
Peptidases

il ansporer perpisnic aaptr st
ot synthase 6

Uncharacterized protein

Uipoprotein-releasing system ATP-binding protein Lol
Uncharacterized protein
Ribonucleoside-diphosphate reductase

DNA-directed RNA polymerase subunit beta'
ATP.dependent zinc metalloprotease FIsH

Glycosyl hydrolase family 39

Uncharacterized protein
Undecaprenyl-diphosphatase

RNA polymerase sigma factor RpoD

hetical protein
DNA-directed RNA polymerase subunit beta
Uncharacterized protein

Aspartate racemase

Not_in_Uniref

Cytochrome bo(3) ubiquinol oxidase subunit 1
type | methionyl aminopeptidase

TP synthase

2-cxoglutarate dehydrogenase E1 component
2-oxoglutarate dehydrogenase E1 component

Gamma-glutamyltranspeptidase
domain-containing protein

1375287_1 Noroles mapped out of 1 KOs Autotransporter
42601_2 Long-chain-fatty-acid-CoA ligase:
8044635 Amino acid metabolism ¥ gl metabolism Glut thet:

791 cell motilty and adherance d d proteins

870406_4
184848137 Energy metabolism
4845043 Transport and binding proteins.

Oxidative phosphorylation
Anions.

42304424 Noroles mapped out of 0 KOs
17884316 Translation Transfer R biogenesis
17884315 Translation Translation factors
937620_2  Noroles mapped out of 2 KOs

7619512 Noroles mapped out of 0 KOs

1643725, e, assembly, and processing

172228775 Transportand ining prteins Accessory functions
11406112 Transcription R polymerase
1438759_1 Carbohydrate metabolism Gitrate cycle (TCA cycle)
13028671 Translation Transfer R biogenesis

160288416 Transcription
Unknown function

Intracellular rafficking, assembly, and processing
Translation

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Nucleic acid metabolism

Noroles mapped out of 0 KOs

1120173_10 Translation

3913871 Translation

Transcription factors
eral

Peptidases

Translation factors

D replication, recombination, and repair

Ribosomal prots the

reductase

ATP synthase subunit alpha

inorganic phosphate transporter

Uncharacterized protein

Threonine-RNA ligase

Translation intiation factor IF-3

Ca-dicarboxylate ABC transporter
-hydroxybutyrate dehydrogenase

ATP-dependent Clp protease ATP-binding suburit Clp

Biopolymer transporter ExbD.

DNA-directed RNA polymerase subunit beta
Isocitrate dehydrogenase [NADP)

Threonine-RNA ligase

R solmerse g factor e

Dsbo_ ontaining p

Ao depandent e memHupwlease FisH
Elongation factor

Uncharacterized mmem

Uncharacterized protein

DNA polymerase Il subunit gamma/tau
Uncharacterized protein

Transfer R biogenesis

threonine--tRNA ligase

6954330997
6951075299

5712859646

0,00015339 Gentamycin_EnrichedRelativeto_OtherSubstrates

0.00023734 Gentamycin_t
0000129099 Gentamycin_EnrichedRelativeto_OtherSubstrates.

1.34E-05 Gentamycin_t
0.000169656 Gentamycin_EnvichedRelativeto_OtherSubstrates

0000160452 Gentamycin_ X
0.000168611 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0.000221649 Gentamycin_EnvichedRelativeto_OtherSubstrates

8.72€-07 Gentamycin_

Microgenomates group bacterium GW2011_GWB1_40_9

225506 Gentamyan

aauomzos Gentamycin_t

21E-07 Gentamycin_

brerd Gentamycin_t

4.12607 Gentamycin

0.000303795 Gentamycin_

80E-05 Gentamycin_

2.97E.06 Gentamycin

121622 Gemimvun»

0.000253142 Gent:

0.000354716 Gentamein_EnichedRelativeta_ OthrSubstates
0000558956 Gentamycin_|

28405 Gentamycin

0.001106862 Gentamycin_
0.000472165 Gentamycin_EnrichedRelativeto_OtherSubstrates

0.000181411 Gentamycin_

80505 Gentamycin_

7.47€-07 Gentamycin_

5.50E-05 Gentamycin_

443615 Gentamycin_
323607 Gentamycin_|

9.46€.05 Gentamycin_

126E-11 Gentamycin_|

0.000547285 Gentamycin_

B63E05
0.000483214 Gentamycin_EnrichedRelativeto_OtherSubstrates

3.72€.09 Gentamycin_|

4.10E-05 Gentamycin

1L18E.05 Gentamycin_|

0000847732 Gentamycin_

37505 Gentamycin_ X
0,000520444 Gentamycin_EnrichedRelativeto_OtherSubstrates

0.000160537 Gentamycin_|

0.000394161 Gentamycin

0.000713797 Gentamycin_

222608 Gentamycin_

Bacteria
acteria
No.taxanomic_annotation_avallable
Bacteria
No.taxenomic_annotation_avalable
acteria Rhizobacter Rhizobacter sp. Rootd04
No_taonomic amnotaton.avalable
Bacteria
X Bacteria .
X ¥ Bacteria proteob Burkholderia
X X Bacteria proteob Burkholderia
X Bacteria proteob Burkholderia
Bacteria Burkholderia
Gentamycin_EnvichedRelativeto_OtherSubstrates Eukaryota  Ascomycota Sordariomyc Glomerellale Glomerellac Caletotrichum
X Bacteria proteob Burkholderia
X Bacteria Burkholderia
X Bacteria proteob Burkholderia
¥ Bacteria P Rivibacter  Rivibacter sp. C1-9
X Bacteria proteob Burkhlderia
X Bacteria proteob Burkholderia
X ¢ Bacteria proteob Burkholderia
147€:06 Gentamycin_EnvichedRelativeto_OtherSubstrates Eukanyots  Arthropoda Insecta  Phasmatode Bacillidae ~ Bacillus
X Bacteria Burkholderia
Bacteria Burkholderia Variovorax sp. YR216
No_taonomic annotaton_svalable
¥ cter Burkholderia
X X Bacteria P
X Bacteria P
X ¢ Bacteria
X X cter Burkholderia bacterium
56607 Gentamyein_Enichedelaiveto_OtherSubsrates No.taxonomic. amotation.sallable
Bacteria
No_taonomic annotaton_svallable
¥ Bacteria Burkholderia
X X Bacteria P Methyiibium
453608 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria
X Bacteria P Leptothrix
X Bacteria proteob Burkhlderia
X Bacteria P Methyiibium
X Bacteria proteob Burkholderia
X Bacteria prot Xanthomona Xanthomona Pseudoxanthomonas.
Bacteria
7.89E-05 Gentamycin_EnrichedRelativeto_OtherSubstrates Not_in_Uniref
X acteria prot Xanthomona
X Bacteria prot Xanthomona
Bacteria Burkholderia
367605 Gentamyein_Enichedhelaiveto_OtherSubsrates No.taxonomic. amotation.sallable
Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available:
No_taxonomic_annotation_avalable
¥ acteria Burkholderia
Bacteria « Xanthomona
131605 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
Gentamycin_EnichedRelativeto_OtherSubstrates
X proteob Burkholderia
P
X P Methyiibium
X X proteob Burkhlderia
2.19€-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.
X proteob Burkholderia
X prot Xanthomona
proteob Burkholderia

1226-05 Gentamycin_
0000844017 Gentamycin_EnrichedRelativeto_OtherSubstrates.

0.000890422 Gentamycin_

prot Xanthomona

4.65E-05 Gentamycin_E

3.46E-22 Gentamycin_

1.026-08 Gentamycin_¢

0.000995217 Gentamycin_

Betaproteobacteria bacterium

121609 Gentamycin_¢

0.000254553 Gentamycin_

6.48E-06 Gentamycin_EnvichedRelativeto_OtherSubstrates
0,00039087 Gentamycin_EnvrichedRelativeto_OtherSubstrates
0.000624485 Gentamycin_EnvichedRelativeto_OtherSubstrates

No.taxcnomic_annotation_avalable

No_taxonomic_annotation_available.

¥ Bacteria P

X Bacteria

X Bacteria prot Xanthomona Xanthomona Luteimonas - Luteimonas mephitis
X ¢ Bacteria prot Xanthomona Xanthomona Luteimonas  Luteimonas mephitis
X X Bacteria proteob Burkhlderia

X Bacteria proteob Burkholderia
X X Bacteria P Piscinibacter
X X Bacteria proteob Burkholderia
X ¥ Bacteria P

X Bacteria P Methyiibium

X Bacteria prot Nevskiales

Bacteria Burkholderia

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14

URHB004S

134605 Gentamycin_ X Bacteria prot Xanthomona Xanthomona Luteimonas  Luteimonas sp. 129
135612 Gentamycin_| Bacteria prot Xanthomona
0000296446 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Bacteroidetes Bacteroidetes bacterium
7.99€-05 Gentamycin X acteria P Methyiibium Methylibium sp. CF059
356E-11 Gentamycin_| Bacteria Methyiibium Methylibium sp. CFOS9
0000878005 Gertomycin_EvichecRelativeto_OtherSubstates No{axonomic_annoation_avallable
000588838 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available.
0.000161786 Gentamycin_ X acteria Burkholderia
2.006-05 Gentamycin_ X Bacteria proteob Burkholderia
193E.07 Gentamycin_| X Bacteria 5. M20
831E-05 Gentamycin_ Bacteria proteob Burkholderia Burkholderia Lautropia  Lautropia mirabilis
673607 Gentamycin_EnvichedRelativeto_OtherSubstrates Eukanyota  Arthropoda Insecta  Phasmatode Bacilidae  Bacilus
0.000170638 Gentamycin_ ¢ acteria proteob Burkholderia
0.004883634 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria
697€-05 Gentamycin_EnrichedRelativeto_OtherSubstrates Eukaryota  Streptophyta Lamiales  Lentibulariac Genlisea  Genlisea aurea
0.000666757 Gentamycin_ Bacteria
234€-05 Gentamycin_ X Bacteria
6.38£.09 Gentamycin_| Bacteria
0000290175 Gertomycin_EnichecRelativeto_OtherSubstates No{axonomic_annoation_svalaie
3.00€-11 Gentamycin_ X Bacteria Rhizobiales
0000496406 Gentamycin_ Bacteria Methyiibium
415806 Gentamytin_Evichedeltieto. OtherSubsrates No.taxonomic_anmotation_svallable compost metagenome
4.836-06 Gentamycin_€ X cter « Xanthomona Xanthomona Luteimonas
8.82E-06 Gentamycin_| cter Burkholderia p. Ws9
329614 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Proteobacterla Proteobacteria bacterium
4.24E-08 Gentamyci ¥ cter Betaproteobacteria bacterium GR16-43
134E-05 Gentamycin_ X Bacteria proteob Burkholderia p. W
111606 Gentamycin_¢ X Bacteria prot Xanthomona
0.000276431 Gentamycin_ acteria Gammaproteobacteria bacterium
375605 Gentamycin_EnvichedRelativeto_OtherSubstrates Eukaryota  Arthropoda Branchiopod Diplostraca Daphmiidae Daphnia  Daphnia magna
£09 Gentamycin_t X cteria .
0002730918 Gentamycin_ X Bacteria proteob Burkholderia
1.58€-05 Gentamycin_ X Bacteria Alphaprotebacteria bacterium ADurb BInA280
L0505 Gortamycn X Bacteria proteob Burkholderia
0020804 mycin_t X Bacteria
uwunama Genlamv:\n X Bacteria Azospirillum sp. 5022-1
Gentamycin_t ¢ Bacteria proteob Burkholderia
e Gentamycin_t X Bacteria prot Xanthomona Xanthomona Luteimonas - Luteimonas terticola
0.003335535 Gentamycin X Bacteria proteob Burkholderia
E08 Gentamycin_t X Bacteria Methyiibium Methylibium sp. CF059
0,00325674 Gentamycin, cter « Xanthomona Xanthomona Pseudoxanthomonas
0003896317 Gertamycin_Enichedelativeto_Othersubstates o tasonomic annotation_avalabe
1.948-06 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Proteobacte
0.000384965 Gentamycin_ Bacteria Rhod . rubrifaciens
0,00010245 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Firmicutes Bacili  Bacillales  Bacillaceae Bacillis  Bacillus endophyticus
0001772162 Gentamycin_ ¥ acteria P
0002225164 Gentamycin_ X P Methyiibium
1.27E-06 Gentamycin_ Betaproteobacteria bacterium
9.97€-05 Gentamycin_EnrichedRelativeto_OtherSubstrates. Actinobacter
199E-10 Gentamycin_ bacterium PEB3
0000252605 Gentamycin_EnrichedRelativeto_OtherSubstrates. niref
2.55€-06 Gentamycin_ X proteob Burkholderia
220613 Gentamycin_| dobacteri Bl I Blastocatellia bacterium AA13

395613 Gentamycin_

B
332609 Gentamycin_EnvichedRelativeto_OtherSubstrates.

L77E19 Gentamycin_

1866-05 Gentamycin_

3256.05 Gentamycin_|
0002597875 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0.000296898 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0001789977 Gentamycin

Bacteria
Bacteria
Bacteria

Actinobactr Actnabacter Frarkioles
Firmicutes  Clostridia
dobacteri Bl "

182610 Gentamycin_EnrichedRelativeto_Othersubstrates

Proteobacteria

0.004092617 Gentamycin_

prot Chromatiales

« Xanthomona Xanthomona Lysobacter
Arbropoda. Brandhiopod Diposraca Daphidac Oaphia

proteob Burkholderia Burkholderia Lautropia

Lysobacter sp. WF-2
Daphnia magna

Lautropia mirabilis

Motilibacter: Motilibacter Motilibacter peucedani
Clostridiales Lachnospirac Oribacteriur Oribacterium sp. oral taxon 078

Chromatiales bacterium USCg_Taylor

8.49E-05 Gentamycin_

1.29€-07 Gentamycin_
0.000244162 Gentamycin_EnvichedRelativeto_OtherSubstrates.
1.78E-06 Gentamycin_

Rhizobiales

000130574 Gentamcin EnrichedRelativeto_OtherSubstrates
7606 G

Rhizobiales

8.49E.05 Gentamycin_

8.72€-08 Gentamycin
8.99-08 Gentamycin_EnvichedRelativeto_OtherSubstrates.
6.97€:05 Gentamycin_EnvichedRelativeto_OtherSubstrates

Bacteria P
Bacteria
No_taxonomic_annotation_available

2.106-07 Gentamycin_
191605 szamvcm

vibacter

nuclea
Betaproteobacteria bacterium

prot Xanthomona Xanthomona Luteimonas  Luteimonas mephitis

Rivibacter sp. €19

prot Xanthomona Xanthomona Luteimonas  Luteimonas sp. H23

0.000734106 Gent:
o00icosz Gemamyein_EnichedRelatieto_Othersubsrates

Gentamycin_EnrichedRelativeto_OtherSubstrates
Socozzszer Gentamycin_EnrichedRelativeto_OtherSubstrates

X teria P Rhizobacter Rhizobacter sp. Rootd04
X Bacteria

Bacteria Burkholderia

No_taonomic ammotaton.avalable

Bacteria  Actinobacter Actinobacter Catenulispor Catenulispor Catenulispor. Catenulispora sp. 13_1_20CM_3_70_7

3.80E-07 Gentamycin_|

0,000600:
0420936 Gentamycin,

0.0
0.01007684:

0.001879¢

0.000200857 Gentamycin_
0004180044 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.006233209 Gentamycin_EnrichedRelativeto_OtherSubstrates.

9.93.05 Gentamycin_|
0000862246 Gentamycin_EnrichedRelativeto_OtherSubstrates

471€-05 Gentamycin_

5.29E.05 Gentamycin_|

9.136-05 Gentamycin_
0001483289 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Jtured bacterium 5G4

0.004243714 Gentamycin_
0.000290175 Gentamycin_EnvichedRelativeto_OtherSubstrates

Betaprtectaciei bacterum SCGC AG-212-123

No_taxonomic_annotation_avalable.
Bacteria P Ideonella  Ideonella azotif
Gentamycin_EnichedRelativeto_OtherSubstrates Bacteria uncul
X acteria prt Xanthamors Karthomons teimonss utemors estar
X Bacteria prot Xanthom:
X X Bacteria
acteria proteob Burkholderia
Bacteri
Bacterla  Proteobacteria
cter prot Xanthomona
No_taxonomic_annotation_avalable.
X Bacteria prot Xanthomona Xanthomona Luteimonas  Luteimonas sp. H23
Bacteri P
8.46E-10 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
acteria prot Xanthomona Xanthomona Pseudoxanth Pseudoxanthomonas sp. GSS15
Bacteria  Proteobacteria
X Bacteria prot Xanthomona Dokdonella koreensis
X ¥ Eukaryota Polyporales
X X Bacteria prot Xanthomona Xanthomona Luteimonas Luteimonas mephit
cteria
Eularyota  Atthropoda Insecta  Phasmatode Bacillidae  Bacillus
X Bacteria prot Xanthomona Xanthomona Luteimonas - Luteimonas mephiis

18806 Gentamycin_



982485_1
1791088,

6186817
9731223

132558126

10525645

No roles mapped out of 1 KOs
No roles mapped out of 0 KOs
Transport and binding proteins
Regulatory functions.
Prosthetic groups, cofactors, and carriers
Transcript
Amino acid metabolism
Translation
Energy metabolism
No roles mapped out of 1 KOs
arate metabolism
Intracellular trafficking, assembly, and processing
Intracellular trafficking, assembly, and processing
No roles mapped out of 0 KOs
Transport and binding proteins
No roles mapped out of 0 KOs
Transport and binding proteins
Transcription

Carbohydrate metabolism
Transport and binding proteins

No roles mapped out of 0 KOs

Energy metabolism
Carbohydrate metabolism
No roles mapped out of 0 KOs
Cell motilty and adherance
Translation
Transcript
Noroles mapped out of 0 KOs
Nucleic acid metabolism
Carbohydrate metabolism
Transiation
Carbohydrate metabolism
Carbohydrate metabolism
No roles mapped out of 0 KOs
Translation
Amino acid metabolism
Carbohydrate metabolism
Nucleic acid metabolism
No roles mapped out of 0 KOs
Translation
Carbohydrate metabolism
Transcription
Defense and invasion systems
Defense and invasion systems
Carbohydrate metabolism
No roles mapped out of 0 KOs
Nucleic acid metabolism
Nucleic acid metabolism
No roles mapped out of 1 KOs
No roles mapped out of 0 KOs
Energy metabolism
Nucleic acid metabolism
No roles mapped out of 0 KOs
Translation
No roles mapped out of 0 KOs
Translation
Signal transduction
Carbohydrate metabolism
Translation
Transiation
Transcription
Transiation
Transport and binding proteins
No roles mapped out of 0 KOs
Carbohydrate metabolism
Intracellular rafficking, assembly, and processing
No roles mapped out of 0 KOs
Intracellular rafficking, assembly, and processing

2 Amino acid

Transport and binding proteins
Carbohydrate metabolism

No roles mapped out of 0 KOs
Unknown function
Translation

Transiation

Carbohydrate metabolism
Translation

Translation

No roles mapped out of 0 KOs
Nucleic acid metabolism
Carbohydrate metabolism

Carbohydrate metabolism
Transcription

No roles mapped out of 0 KOs

Carbohydrate metabolism

Cellstructure, growth, and death

Nucleic acid metabolism

Transport and binding proteins

Nucleic acid metabolism

Noroles mapped out of 0 KOs

Transport and binding proteins

Carbohydrate metabolism

Transport and binding proteins

No roles mapped out of 0 KOs

Signal transduction
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Intracellular trafficking, assembly, and processing
Prosheic groups cofactors, ad caries
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Intracellular trafficking, assembly, and processing
Energy metabolism

Transport and binding proteins
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Noroles mapped out of 0 KOs

Intracellular rafficking, assembly, and processing
No roles mapped out of 2 KOs
Intracellular rafficking, assembly, and processing
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il structure, growth, and death
Metabolism of other amino acids and amines
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Intracellular rafficking, assembly, and processing
Jation
Noroles mapped out of 0 KOs
Energy metabolism
Transport and binding proteins
Intracellular rafficking, assembly, and processing
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Transport and binding proteins
Cell structure, growth, and death
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No roles mapped out of 2 KOs
No roles mapped out of 0 KOs
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No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Noroles mapped out of 0 KOs
Regulatory functions
No roles mapped out of 0 KOs
Transiation
Energy metabolism
Carbohydrate metabolism
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Carbohydrate metabolism
Cell motility and adherance
Intracellular trafficking, assembly, and processing
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Transport and binding proteins
No roles mapped out of 0 KOs
Nucleic acid metabolism
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Amino acids, peptides and

Isocitrate dehydrogenase kinase/phosphatase
Uncharacterized protein
transporter ATP-binding protein

Protein interactions
Nicotinate and nicotinamide metabolism
R polymerase

fagellar moto swichprtein i
NAD(P) transhydrogenase subunit
DNA-directed RNA polymerase bt beta

Valine, leucine and
Ribosomal proteins: synthesis and modification
Oxidative phosphorylation

Pentose phosphate pathway

Peptidases

Peptidases

Amino acids, peptides and amines

Anions.

Carbaerate, orgaic alcohols, and aids

Oxidative phosphorylation
Glyowylate and dicarborylate metabolism

Suface strcturesandassemly patforms
Ribosor

305 ribosomal protein 1
ATP synthase subunit alpha
Carbon starvation protein A

Tr:

ATP-dependent zinc metalloprotease FIsH

ATP.dependent zinc metalloprotease FisH
Not_in_Uniref

Peptelnde varsport syt st g p

F5107 domain-containing protein

Oncharacid protein

DNA-directed RNA polymerase subunit beta'

NADP-dependent malic enzyme.

Cytochrome c oxidase subunit 1
e sse

redicted prot
sty iy e 4 pls ATPase

R polymerase

D replication, recombination, and regair
Pyruvate metabolism

Translation factors

Glycolysis / Gluconeogenesis

Pyruvate metabolism

Translation factors
Phenylalanine metabolism
Gitrate cycle (TCA cycle)
Purine metabolism

Translation factors
Gitrate cycle (TCA cycle)
polymerase
eral
Detonification and inactivation
Glycolysis / Gluconeogenesis

D replication, recombination, and repair

Pyrimidine metabolism

Oxidative phosphorylatior
D replication, recombination, and repair

DNA-directed RNA polymerase subunit beta'
Predicted protein

NA topoisomerase 1
Dihydrolipoyl dehydrogenase

Pyruvate dehydrogenase E1 component

Uncharacterized protein

Elongation factor Tu

3-hydroxybutyryl-CoA dehycrogenase

Isocitrate dehydrogenase [NADP]

Adenfosucinat ase

Uniref

mungam factor Tu

Isocitrate dehydrogenase [NADP]

DNA-directed RNA polymerase subunit beta

Elongation factor 4

Al hydroperoxide reductase subunit £

Phosphoglycerate.

Probable transcriptional regulatory protein ASG30_07

ONA polymerase |

Ribonucleoside-diphosphate reductase

High-affinity gluconate transporter GntT
P/Homa B domain-containing protein

Cytochrome b

Non-homologous end oining protein Ku

Uncharacterized protein

Ribosomal pr
Ribosomal proteins: synthesis and modification
Taxis

Gtrate cycle (TCA cycle)

Ribosomal proteins: synthesis and modification
Ribosomal

Uncharacterized protein
505 ribosomal protein L14

Hybrid sensor istidine kinase/ response regulator
2-oxoglutarate dehydrogenase E1 compor

GTPase Obg

R polymerase DNA-directed RNA polymerase subunit beta'
Ribosomal pr 14
Carbohydrates, lcohols, and acids "

Glycolysis / Gluconeogenesis
Chaperone and folding catalysis

Triosephosphate isomerase
Chaperone protein HscA homolog
Uncharacterized protein (Fragment)

Peptidases Protein HIIC
lanine, del metabolism

Amino acids, peptides and

Glycolysis / Gluconeogenesis Enolase

Not_in_Uniref
UPF0234 protein Mpe_A3039

General
Ribosomal the

Translation factors Elongation factor Tu
Amino sugar

Transfer R biogenesis Alanine--tRNA ligase
Ribos

Purine metabolism
Glyoxylate and dicarborylate metabolism
Gtrate cycle (TCA cycle)

Citrate cycle (TCA cycle)

Uncharacterized protein
‘Amidophosphoribosyltransferase

Isocitrate lyase

Isocitrate dehydrogenase [NADP]

Uncharacterized proteis

Fe/S-dependent 2-methylisacitrate dehydratase Acnt

R polymerase DNA-directed RNA polymerase subunit bets
Uncharacterized protein
Amino sugar metabolism
Cell ivision

Pyrimidine metabolism
Amino acids, peptides and amines
D replication, recombination, and repair

Cations and iron carrying compounds
Glyoxylate and dicarborylate metabolism
Amino acids, peptides and amines

Taxis

Protein export, secretion, and sorting
Nicotinate and nicotinamide metabolism

Porins and secretins

Chaperone and folding catalysis

Translation factors

Chaperone and folding catalysis
Carbon fixation in prokaryotes

Cations and iron carrying compounds

Transcription factors

Gitrate cycle (TCA cycle)
|

cell division protein ZapA
CTP deaminase
ABC transporter related protein

Chromosomal replication initiator protein DnaA
Cation/H{+) antiporter

‘monovalent cation/ = antiporter subunit A
Isocitrate yase

Arginine transporter ATP-binding subunit

Not_in_Uniref
Methyl-accepting chemotaxi protein
Uncharacterized protein (Fragment)
signal recognition particle-docking protein FtsY.
NAD(P) transhydrogenase subunit beta
Uncharacterized protein
Omvﬂfamﬂvwmeln
60KkDa chaperonin
Tarten st factr -3
Not_in_Uniref

peronin
Phosphoenolpyruvate synthase (Fragment)

agnesium-translocating P-type ATPase
RNA-binding protein
Transcription termination/antitermination protein Nt
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Succinate-CoA ligase [ADP-forming] subunit alpha
10

Ribosomal
Peptidoglycan metabolism
tR and R base modification

Gitrate cycle (TCA cycle)

Glycolysis / Gluconeogenesis
Carbon fixation in prokaryotes
Chaperone and folding catalysis
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tR and R base modification

Chromosome and assoicated proteins

Glutathione and analogs metabolism
Ribosomal proteins: synthesis and modification

UDP-N-acetyimuramate-
Selenide, water dikinase
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Succinate--CoA ligase [ADP-forming] subunit beta
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Phosphoglycerate kinase
Phosphoenolpyruvate synthase

perone protein C
Genes ststrtecarsprsr
endopeptida:
235 ANA 4uva:\\(1939) qsn methyltransferase Rim!
RNA-binding protein Hf
Gt Eommtaeie
305 ribosomal protein 19

alanine ligase

Ribosomal pr
Protein modification and repair
Ribosomal proteins: synthesis and modification

Onidative phosphorylation
Nucleosides, purines and pyrimidines
Chaperone and folding catalysis
Lysine biosynthesis

Unknown substrate

Chromosome and assoicated proteins

viba biogenesis GTP-binding proteir
Deoxyhypusine synthase
505 bosoml prtan 133
nire
Mud\mme ¢ oxidase, cbb3-type subunit |
Putative MFS transporter, AGZA family, xanthine/ura
60KkDa chaperonin
Aspartate-semialdehyde dehydrogenase
Efflux RND transporter periplasmic adaptor subunit
DNA-binding protein
MHS family MFS transporter

Ribosomal

Pyrimidine metabolism
Carbohydrates, organic alcohols, and acids

Dinteractions

Translation factors
Oxidative phosphorylation

Glcolis/ Guconeogenesi
Ribosomal

NADH dehydrogenase subunit 5

Proline/betaine transporter

Not_in_Uniref

Ribonucleoside-diphosphate reductase
t

wa
Acyl-Con dehydrogenase

Uncharacterized protein

Uncharacterized protein (Fragment)

LysR family transcriptional regulator
Methyl-accepting transducer domain-containing prot
Elongation factor Tu

Succinate dehydrogenase flavoprotein subunit
Glyceraldehyde-3-phosphate dehydrogenase

Ghvontoe mnrway\ale metabolism
Surface structures and assembly platforms.
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Isocitrate yase
Twitching motilty protein PIIT
Lon protease

Ribosom:
Aming acid, poptidos and amines

Pyrimidine metabolism

1
Glutamine transport ATP-binding protein GInQ.
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Ribonucleoside-diphosphate reductase

Transport and binding proteins
Noroles mapped out of 0 KOs
Transeript

Transcript

Transport and binding proteins
No roles mapped out of 0 KOs
Translation

No roles mapped out of 0 KOs

Carbohydrates, organic alcohols, and acids

R polymerase
R polym
Porins and secreting

carbohydrate ABC transporter permease
Not_in_Uniref

DNA-directed RNA polymerase subunit beta
DNA-directed RNA polymerase subunit beta
OmpA farmily protein

DNA-directed RNA polymerase

Ribosomal pr

Noroles mapped out of 0 KOs
Defense and invasion systems
Translation

o roles mapped out of 0 KOs
Cellstructure, growth, and death
No roles mapped out of 0 KOs
Carbohydrate metabolism

Detorification and inactivation
Transfer R biogenesis

Sporulation and germination

Starch and sucrose metabolism

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

Gitrate cycle (TCA cycle)
Protein export, secretion, and sorting

Uncharacterized protein
Long-chain acyi-Cof synthetase

Uncharacterized protein

Al hycroperoxide reductase subunit F
Alanine—tRNA ligase

Uncharacterized protein

SpoVR family protein

Uncrracerized prten Fragment)

DUF3416 domain-containing pr

T deprcentc protese J——
Uncharacterized prot

hypothetical protein

Signal recognition particle receptor FsY
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569954283
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Nucleic acid metabolism
No roles mapped out of 1 KOs

Amino acid metabolism

Carbohydrate metabolism

Transcript

No roles mapped out of 0 KOs

Transiation

Nucleic acid metabolism

Intracellular trafficking, assembly, and processing
Noroles mapped out of 0 KOs

Energy metabolism

Noroles mapped out of 0 KOs

Pyrimidine metabolism
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Ribonucleoside-diphosphate reductase

Amino suga
R polymerase
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protein AlgA

DNA-directed RNA polymerase subunit beta’

Uncharacterized protein

D replication, recombination, and repair
Chaperone and folding catalysis

Oxidative phosphorylation

e, assembly, and processing
Translation

Amino acid metabolism
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Defense and invasion systems

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

Transport and binding proteins

No roles mapped out of 0 KOs

Transiation

Transport and binding proteins

No roles mapped out of 0 KOs

Nucleic acid metabolism

Translation

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Translation

Carbohydrate metabolism

No roles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing
Transiatior

Translation factors
ibosomal

Replicative DNA helcase
Chaperane protein Cpg.

Probable Fe(2+)-traffcking protein
oftochrome o ubiquinol oxidase suburit |
Uncharacterized protein

60kDa chaperonin

Translation iitation factor IF-3

Arginine biosynthesis

Secretion systems.

Inositol phosphate metabolism
Histidine metabolism

Ormithine carbamoytransferase
Uncharacterized protein
Uncharacterized protein

o _in_Uniref
Type Vi secretion system contractile sheath large suk
Histidine kinase
Methymalonate-semialdehyde dehycrogenase (CoA
Imidazoleglycerol-phosphate dehydratase
Not_in_Uniref
LysA family transcriptional regulator

U ribosomal proteir

Anions. Nat-dependent transporter
Uncharacterized protein

Ribosomal sigma

Anions

D replication, recombination, and repair
Ribosomal proteins: synthesis and modification

Translation factors
Citrate cycle (TCA cycle)

Chaperone and folding catalysis
Translation factors

e, assembly, g
Intracellular trafficking, assembly, and processing
Transcription

Nucleic acid metabolism

Chaperone and folding catalysis
R polymerase

D replication, recombination, and repair
Polysacharide and

sulfate ABC transporter permease subunit CysW.
Uncharacterized protein
Beta siiding clamp
505 ribosomal protein L7/L12
Uncharacterized protein
Pilus assembly protein PilG
Elongation factor Tu
Isocitrate dehydrogenase [NADP]
Recombination protein RecT
60%00 chaperonn
6 domain-containing protein

XTP-dependent Clp protease ATP-binding subunit Clp,
P dependent CIp protease ATP-binding subunit
DNA-directed RNA polymerase subunit beta
Excinuclease ABC subunit A

Prosthetic groups, cofactors, and carriers
Amino acid meta

No roles mapped out of 0 KOs

No roles mapped out of 1 KOs
Translation

No roles mapped out of 0 KOs

Riboflavin metabolism
Cysteine and methionine metabolism

Translation factors

e, assembly, and processing
Nucleic acid metabolism
Transport and binding proteins

Purine metabolism
arbohydrates, organic alcohols, and acids
Glycolyss / Gluconeogenesis

D replication, recombination, and repair
Arginine biosynthesis

olybdopterin and tungstate
R and R base modification

Peptidases

Onidative phosphorylation

Histidine metabolism
R polym
Protein export, secretion, and sorting

Riboflavin biosynthesis protein Rib
5 meﬁM\:(rahydmio\ale——hwucvs(em: methyitrans
Hemin uptake protein HemP

Ubiguitin

Elongation factor 6

Regulator of rDNA transcription protein 15
ATP-dependent Op protese ATP-bindng subunt i
Bifunctional purine biosynthesis protein Pur
Dicarboxylate/amino acid:cation sympnnzr

Enolase

ONA gyrase subunit
Arniniate Smuse

ohidptrn modemntrseirss (agmen)
{RNA-Ginydrouricine synthas
Putative deydrogenas
Carbonypeptidase 62
Enoy-{acyl-carrier-protein] reductase [NADPH]
Uncharacterized protein (Fragment)
ATP synthase suburital
ONA polymerase
Histidine biosynthesis bifunctional protein HislE
ONA-directed RNA polymerase subunit beta"
Protein translocase subunit Sech
Uncharacterized protein

Anions.

945, rbohydrate metabolism
4483601 Noroles mapped out of 0 KOs
624962 1 Nucleic acid metabolism
3342971 Amino acid metabolism
1594806_15" Prosthetic groups, cofactors, and carriers
1122624 _12 Translation
78377512 No roles mapped out of 0 KOs
4690059 Intracellular trafficking, assembly, and processing
12465275 No roles mapped out of 0 KOs
12479313 No roles mapped out of 0 KOs
783644 Energy metabolism
7017925 Noroles mapped out of 1 KOs
1740032_12 Amino acid metabolism
170732 ption
8233132 Intracellular trafficking, assembly, and processing
961681 2 Noroles mapped out of 0 KOs
16647792  Carbohydrate metabolism
1548230_6 Transport and binding proteins
12693611 Noroles mapped out of 0 KOs
239155,
17200063 Prosthetic groups, cofactors, and carriers
166731 Noroles mapps
1649237_12 Transcription
5675926  Amino acid metabolism
833564_1  Intracellular trafficking, assembly, and processing
44042_6 No roles mapped out of 1 KOs
5650371 Translation
1822167_4  No roles mapped out of 1 KOs
8612874 Translation
1870811 Carbohydrate metabolism
146_1 N roles mapped out of 0 KOs
1802 6 Intracellular trafficking, assembly, and processing.
1569963_13 Amino acid metabol
7536 Noroles mapped out of 0 KOs
1316943 3 Nucleic acid metabolism
58443010 ncela afcking, ssembly ardprocesing
1935031 No roles mapped ot
TIOMIS Preshes sroup sacior, an caries
515 Prosthetic groups, cofactors, and carriers.
761223_41 Carbohydrate metaboli
943657_1 Noroles mapped out of 2 KOs
1811678_22 No roles mapped out of 0 KOs
1018838 1 Nucleic acid metabolism
706512 No roles mapped out of 1 KOs
170237113 No roles mapped out of 1 KOs
671298_16 Noroles mapped out of 0 KOs
18075267  Carbohydrate metabolism
14547711 Transcription
990500_12 _Energy metabolism
1645409_10 No roles mapped out of 0 KOs
16523368 Carbohydrate metabolism
14845371 Translation
o No roles mapped out of 0 KOs

12308222

Nucleic acid metabolism
Transiation

No roles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing

Amino acid metabolism
Terpenoids and polyketides metabolism
No roles mapped out of 0 KOs
Carbohydrate metabolism

Translation

Translation

Transiation

No roles mapped out of 1 KOs
Carbohydrate metabolism

No roles mapped out of 0 KOs

Nucleic acid metabolism

Regulatory functions.
Transiation

No roles mapped out of 0 KOs

Carbohydrate metabolism

No roles mapped out of 0 KOs

Fatty acid and lipid metabolism

Noroles mapped out of 0 KOs

Prosthetic groups, cofactors, and carriers

Amino acid metabolism

No roles mapped out of 0 KOs

Nucleic acid metabolism

Energy metabolism

Intracellular rafficking, assembly, and processing
Translation

Energy metabolism

Energy metabolism

Transport and binding proteins

Cell structure, growth, and death

signal transduction

Biotin and lipoate metabolism

Trarsrponfacors
1 metabolism

protein AlgA
Phosphate-import protein PhnD
hypothetical protein

Tong-chain fatty acid--Co ligase
Upoyi syntha

Not_in_Uniref

RNA polymerase sigma factor RpoH

cmwm and Mdmx catalysis
tR and R base modification

Translation factors
Glycolyss / Gluconeogenesis

Peptidases
Arginine and proline metabolism

Pyrimidine metabolism

Peptidases

Biotin and lipoate metabolism
Porphyrin and chlorophyll metabolism
Gitrate cycle (TCA cycle)

Purine metabolism

Glycolysis / Gluconeogenesis
polym
Oxidative phosphorylation

Inositol phosphate metabolism
R and R base modification

Purine metabolism
Ribosomal

ATP-dependent Clp protease ATP-binding subunit Clp:
Aminoacetone oxidase family FAD-binding ef
6-pyruvoyitetrahydropterin/6-carboxytetrahydropterir
Putative sugar transport protein

Elongation factor Tu

Glyceraldehyde-3-phosphate dehydrogenase
Uncharacterized protein

ATP.dependent zinc metalloprotease FisH

Arginine N-succinyitransferase

Uncharacterized protein (Fragment)
Ribonucleoside-iphosphate redt

TP dapenden inc metallaprotease FsH
Methyl-accepting chemotaxis protein
ATP-dependent dethiobiotin synthetase BioD.
Hydrogenobyrinate a,c-diamide s

Succinate-CoA ligase [ADP-forming] subunit alpha
CUB domain-containing protein

Uncharacterized protein

Adenylosuccinate synthetase

MES transporter

Putative sugar transport protein

acyl-CoA thicesterase

Fructose-1,6-bisphosphatase class 1

DNA-directed RNA polymerase subunit beta
odome o iqand axdose suuni I

EAL domain-containing pr

P ——
tRNA-2-methyithio-N(6)-dimethyiallyiadenosine synt
Uncharacterized protein (Fragment)

bifunctional (p)ppGpp synthetase/guanosine-3'5™-bis

Protein export, secretion, and sorting
tR and 1R base modification

Uncharacterized protein
preprotein translocase subunit SecY
Ribosomal RNA small subunit methylransferase H

Tyrosine metabolism
Terpenoid backbone biosynthesis

Glyowylate and dicarborylate metabolism
Ribosomal

Serine
a-hydroxyphenylpyruvate dioxygenase
2.C-methyi-D-erythritol 4-phosphate cytidylytransfer
SnoaL-like domain-containing protein

Isocitrate lyase

Translation factors
Transfer R biogenesis

Citrate cycle (TCA cycle)

D replication, recombination, and repair
Valine, leucine and

Elongation factor 6
Tyrosine--tRNA ligase.

High-affinity gluconate transporter GtT
2-oxoglutarate dehydrogenase E1 component
Not_in_Uniref

Type I1A DNA topoisomerase subunit B

Inositol phosphate metabolism
eral

Translation factors

Citrate cycle (TCA cycle)

Biosynthesis

Vitamin 86 metabolism
A "

metabolism

Methyimalonate-semialdehyde dehydrogenase (CoA
GTP-binding prots

Elongation factor Tu

Transcriptional activator protein CopR

Isocitrate dehydrogenase [NADP]

Uncharacterized protein

3-oxoacyl-{Acyl carrier protein) synthase |
Uncharacterized protein

Pyridoxal 5'-phosphate synthase suburit Pxs

Pyrimidine metabolism
Oxidative phosphorylation
Peptidases
Ribosomal proteins; synthesis and modification
Oxidative phosphorylation
Oxidative phosphorylation
known substrate
‘Sporulation and germination

Taxis
Translation factors

Peptidoglycan-binding protein LysM
Ribonucleoside-diphosphate reductase
Cytochrome b

ATP.dependent zinc metalloprotease FIsH

505 ribosomal protein L35

ATP synthase subunit alpha

Laspartate oxidase

Putative ABC transport system permease protein
SHa-like domain-containing protei

chemotaxis protein Ched

erase subunt beta’

Formate-dependent phosphoribosylglycinamide form
[NADP]

Transiation Elongation factor 6
Carbohydrate metabolism Glycolysis / Gluconeogenesis Glyceraldehyde-3-phosphate dehydrogenase
Transcript R polymerase DNA-directed RNA polyme

Prosthetic groups, cofactors, and carriers Porphyrin and chlorophyll metabolism Cobi{yrinic acid a,c-diamide reductase
Nucleic acid metabolism Purine metabolis

Carbohydrate metabolism Gitrate cycle (TCA cycle) Isocitrate dehydrogenase

Defense a hypothetical protein

Transcription Transcription factors Cold shocklike transcription regulator protein
Transcription R polymerase DNA-directed RNA polymerase subunit beta
No roles mapped out of 0 KOs Uncharacterized protein

No roles mapped out of 0 KOs Uncharacterized protein

Transiation Ribosomal 7

Transport and binding proteins Amino acids, o

No roles mapped out of 1 KOs
pscllreficing sssemly,and processiog
No roles mapped out of O K¢

Noroes mapped ot o 0K

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Transport and binding proteins
Nucleic acid metabolism

No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Noroles mapped out of 1 KOs
No roles mapped out of 0 KOs
Transcript

Nucleic acid metabolism

Amino acid metabolism
Transiation

Cell structure, growth, and death

Carbohydrate metabolism
No roles mapped out of 0 KOs

Protein export, secretion, and sorting

Transcription factors
eral

Carbon-nitrogen family hydrolase
protein-export chaperone Secs
YipL domain-containing protein
Uncharacterized protein

RNA polymerase sigma factor RpoD
2-methylaconitate cis-trans isomerase PrpF

Carbohydra Icohols, and acids
e metsbolem

R polymerase
Purine metabolism
Phenyialanine metabolism
Transfer R biogenesis
Sporulation and germination

D replication, recombination, and repair
Gitrate cycle (TCA cycle)

Thioredoxin reduetase

Acyl_transf_3 domain-containing protein

Rromboi faiy iramemiean srn prtese
Unire

e -

Actin/actin-like protein

Uncharacterized protein

ONA-directed RNA polymerase subunit beta"

Hypoxanthine phosphoribosylrans ferase

Bifunctonal protein PasZ/MaoC/YdoN

Alarine--tRNA ligase

Gate domain-containing protein

MFS transporter

Exodeonyribonuclease |

Isocitrate dehydrogenase [NADF]

MIHS family MES transporter

4503439423
4471080218

3347140589
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0.007362477 Gentamycin_EnvichedRelativeto_OtherSubstrates

Bacteria
Eukaryota
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49906 Gertamyin. EnrichedRelativeto_OtherSubstrates

Bacteria
No_taxonomic_annotation_avalable.

77E-08 Gentamycin_
o mmsnn Gentamycin_t

teria
Bacteria

Rhizobiales Bradyrhizobi Bradyrhizobi

04€-06 Gentamycin_

Bacteria .
« Xanthomona Xanth

ossiomt Gentamycin_t X
0.006655123 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria P
No_taxonomic_annotation_avalable.

0.00060892 Gentamycin_

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_65_14

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 68_19

Bradyrhizobium japonicum

0.007608941 Gentamycin_ X
1.136-09 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.009425804 Gentamycin_EnvichedRelativeto_OtherSubstrates

teria prot Nevskiales
No_taxonomic_annotation_avallable.

0043046082 Gentamycin_ X
0025957563 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0.000;

129592 Gentamycin_t
0037277792 Gentamycin_

0.006936517 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0016783738 Gentamycin_EnrichedRelativeto_OtherSubstrates

compost metagenome

taproteobacteria bacterium SCGC AG-212-123

Bacteria  Proteobacteria
Bacteria
Bacterla  Firmicutes Bacill  Bacilales  Bacillaceae
X cteria Be
Jaryota Eucoccidioric Cryptosporid Cryptosporid Cryptosporidium parwum
Bacterla  Actinobacter Actinobacter

0019238158 Gertamyc
34149 Gentamycin_

Cytophagales

Chryseolinea

ot Gentamycin_t

proteob Burkhlderia

0,00015173 Gentamycin_t
0000296787 Gentamycin_EnrichedRelativeto_OtherSubstrates.

P Memwmum

1.24€-05 Gentamycin_
0.003078341 Gentamycin_EnvichedRelativeto_OtherSubstrates.

0.02886148 Gentamycin_EnrichedRelativeto_OtherSubstrates Eukar

0005147463
88E-05 Gentamycin

Gentamycin_EnrichedRelativeto_OtherSubstrates

Arthropoda Branchiopod Diplostraca Daphniidae Daphnia
No_taxonomic_annotation_avalable.

2 X X
0025914982 Gentamycin_EnrichedRelativeto_OtherSubstrates
0038650823 Gentamycin_

0044094507 Gentamycin_

teria
Eukaryota  Atthropoda  Branchiopod Diplostraca Daphniidae Daphnia

X acteria P

X Bacteria Chitinophagz

Crpeoines e
ariovorax sp. WS11

prot
ActitacerAciobacat Pawdooce rsconoar Arltos

Daphnia magna

Daphnia magna

Gynurincola endophyticus

0.000373669 Gentamycin_
0.000354171 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0011506318 Gentamycin_EnrichedRelativeto_OtherSubstrates

Eukaryota
Bacterla  Proteobacteria
No_taxonomic_annotation_available

0032739423 Gentamycin_ ¥
0.001407347 Gentamycin_EnvichedRelativeto_OtherSubstrates

teria 2
B

0015035626 Gentamycin_
0026529115 Gentamycin_EnvichedRelativeto_OtherSubstrates.

teria
Nc_mgnomUnnom.on_avanme

0043167555 Gentamycin_ X
0030877827 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0037262085 Gentamycin_EnvichedRelativeto_OtherSubstrates.

cteria
Bacteria
Bacteria

Bacteroidetes

5.39E-05 Gentamycin_

Bacteria prot Xanthomona Xanthomona Lysabacter

97€-07 Gentamycin_

Bacteria

P
Bacteria prot Xanthomona Xanthomona Thermomon:

0013884317 Gentamycin_|
0.000426997 Gentamycin_

Bacteria Rhizobiales

Proteobacteria bacterium

marine metagenome

Bacteroidetes bacterium

Thermomonas hydrothermalis

0.047548717 Gentamycin_
0007257768 Gentamycin_EnrichedRelativeto_OtherSubstrates.

0023120979 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0,01376451 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria proteob Burkholderia

ukaryota
Bacterla  Chlamydiae Chlamydiia Parachiamyc Parachiamydiaceae
i

Streptophyta olanales  Solanaceae Capsicum

0.003190262 Gentamycin_
33£-12 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Arthvopoda Insecta  Phasmatode Bacillidae  Bacillus

7
oonsgstzss Getamcn

828 Gentamycin_EnrichedRelativeto_OtherSubstrates
Prevernd Gentamycin_EnrichedRelativeto_OtherSubstrates
0019908693 Gentamycin_EnvichedRelativeto_OtherSubstrates

Bacteria proteob Burkholderia
No_taxonomic_annotation_avalable.

0011585608 Gentamycin_
0.000704366 Gentamycin_EnvichedRelativeto_OtherSubstrates.

0007565225 Gentamycin_
0000206109 Genlamv:\n EnrichedRelativeto_OtherSubstrates
0,00099737 Gentamy

Capsicum baceatum

0001772165 Gentamin
0007426437 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0049029077 Gentamycin_EnrichedRelativeto_OtherSubstrates.

0.001807164 Gentamycin_

0.000254806 Gentamycin_|
0007277487 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0.006270347 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Bacteria  Bacteroidetes Bacteroidetes bacterium
Bacteria
Bacterla  Acidobacteria Acidobacteria bacterium

teria proteob Burkholderia Herbaspirillum sp. K2R10-39

No_taxonomic_annotation_avallable.

¢ teria Rhizobiales 22-vcs860
Bacteria proteob Burkhlderia
Eularyota  Annelida  Polychacta Capitellida  Capitellidae Capitella ~ Capitela teleta
Eularyota  Arthropoda  Insecta asmatode Bacilidae  Bacilus

X acteria prot
Bacteria Koreensis
Bacteria
Eularyota  Arthropoda Insecta  Phasmatode Bacillidae  Bacillus
Evlaryota  Streptophyta Solanales  Solanaceae Solanum  Solanum tuberosum

0022441525 Gentamycin_EnvichedRelativeto_OtherSubstrates.
185€-11 Gentamycin_EnvichedRelativeto_OtherSubstrates
213506 Gentamycin EvichedRelthets OthrSustses

No_taxonomic_annotation_avalable
No_taxonomic_annotation_available

ntamycin_

Sotstieses Gentamycin_t
o

0428359 Gentamycin
0036644089 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Bacteria prot Vibrionales
X Bacteria Rizobiles radyico Bradieico Bradicoium sp URHOUOES
Bacteria P Rivibacter
Not_in_Uniref

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_58.

mucidolens.

Parcubacteria bacterlum C7867-001

bacterium

Cytophagales bacterium TFI 002

‘Gemmatimonadetes bacterium

p. Pi1S3

uncultured alpha proteobacterium HF0070_14€07

0.000234388 Gentamycin_ X Bacteria
2.126-07 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable.
0030204083 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria
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0001243621 Gentamycin_ Bacteria prot
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0010365346 Gentamycin_ ¢ Bacteria
5 Gentamycin_t X Bacteria pontagaes
0.000844017 Gentamycin_ X Bacteria
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001408934 Gentamycin_t X Bacteria P
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Gentamycin_EnrichedRelativeto_OtherSubstrates
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No_taxonomic_annotation_avalable.

cocoTsiate Gentamycin_EnrichedRelativeto_OtherSubstrates Bacterla
N

0.005518513 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0018550508 Gentamycin_

Chitinophagz

0024818427 Gentamycin_

P Rhizobacter

§
g

0020317669 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_58.

Betaproteobacteria bacterium
Rhizobacter sp. 5-16
taproteobacteria bacterium RIFCSPLOW02_12_FULL 65_14

3.05£.05 Gentamycin_|
0,004504032 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.044705817 Gentamycin_EnvichedRelativeto_OtherSubstrates.

No o amataion ailable
laryota

Arthropoda Chilopoda  Geophiloma Linotaenidar Strigamia

22606 Gentamycin_t
000459373 Gentamycn_

prot
Eukaryota Poales  Poaceae  Hordeum

0017247423 Gentamycin_EnvichedRelativeto_OtherSubstrates
115€-05 Gentamycin_EnrichedRelativeto_OtherSubstrates

Firmicutes  Bacili  Bacillales Bacillaceac
No_taxonomic_annotation_avallable

0.008960449 Gentamycin_

acteria

0014370097 Gentamycin_

Bacteria proteob Burkholderia

0017752377 Gentamycin_
0020339687 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0.006440295 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.001126571 Gentamycin_EnrichedRelativeto_OtherSubstrates.
11 Gentamycin_EnvichedRelativeto_OtherSubstrates

Bacteria
Bacterla  Proteobacteria
No_taxonomic_annotation_available.
Bacterla  Proteobacteria
No_taxonomic_annotation_available.

Strigamia maritima

Hordeum wigare

Betaproteobacteria bacterium $G8_41
Proteobacteria bacterium

Proteobacteria bacterium

0012819222 Gentamycin_

teria

002531252 Gentamycin_t
0005761338 Gentamycin_EnrichedRelativeto_OtherSubstrates
0020395017 Gentamycin_

Bacteria

Bacteria  Cyanobacteria Oscillatoriale Oscillatoriac Oscillatoria

007662017 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Bacteria

Bacterla  Actinobacter Actinobacter Micrococcale Micrococcaceae

0007103713 Gentamycin_

Bacteria

Koreensis
Nitrosospira sp. Nsp2
Oscillatoria sp. PCC 10802

191605 Gentamycin_t

Bacteria prou

Bacteria P
Bacteria P

« Xanthomona Xanthomona Lysobacter

xellaceae bacterium
Lvsobac\zr .

Rhizobiales

0000278708 Gentamycin_EnrichedRelativeto_OtherSubstrates

0018962517 Gentamycin_|
0048441673 Gentamycin_EnrichedRelativeto_OtherSubstrates.

Ascomycota Sordariomye Glomerellale Glomerellaci Colletotrichu

0.000580424 Gentamycin
0037788366 Gentamycin_|

hizobacter

0014655445 Gentamycin_EnrichedRelativeto_OtherSubstrates

Actinobacter Actinobacter Geodermato Geodermato Blastococcus

Colletotrichum tanaceti
Rhizobacter sp. V335
ucomicrobia bacterium

0021254807 Gentamycin_
0007277487
0,00772698 Gentamycin_EnrichedRelativeto_OtherSubstrates
0024071024 Gentamycin_EnvichedRelativeto_OtherSubstrates
0015200634 a=mmycm,smcnaane\mem,omersumme;

massiliense

Betaproteobacteria bacterium SCGC AG-212-123

proteob Burkholderia
Gentamycin_EnrichedRelativeto_OtherSubstrates Firmicutes  Bacili  Bacilales Bacillacea
Acidobacteria Acidobacteria bacterium
X acter Nevskiales

0023137255 Gentamyein_Enchedilatieto_Othersubtrates
0.000929424 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0014866313 Gentamycin_EnrichedRelativeto_OtherSubstrates
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0014657847 Gentamycin_EnrichedRelativeto_OtherSubstrates.
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Chitinophage
No_taxonomic_annotation_avallable.

0025022073 Gentamycin_

teria prot Xanthomona Rhodanobac! Tahibacter

0017496401 Gentamycin_
0.001761577 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.000855578 Gentamycin_EnrichedRelativeto_OtherSubstrates.

0.008448893 Gentamycin_EnrichedRelativeto_OtherSubstrates N

Bacteria Chitinophage
Bacteria

Bacterla  Bacteroidetes
ef

0,00507826 Gentamycin_t X
0.006182095 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria
No_taxonomic_annotation_avallable.

Tahibacter aquaticus

bacterium 50-33

0038248341 Gentamycin_|
0046548218 Gentamycin_EnrichedRelativeto_OtherSubstrates
0031184553 Gentamycin_EnrichedRelativeto_OtherSubstrates.

acteria
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_avalable.

0035057365 Gentamycin_

220606 Gentamycin_

Bacteria prot



3.4 Translation
Translation
Nucleic acid metabolism

1042983 10 Transport and binding proteins
1424179_1 No roles mapped out of 0 KOs

Prosthetic groups, cofactors, and carriers
Translation

No roles mapped out of 0 KOs

Translatior

Intracellular rafficking, assembly, and processing
Nucleic acid metabolism

Translation

Carbohydrate metabolism

1104725 _46 Transport and binding proteins

15337014 Translation
8976291 Intracellular trafficking, assembly, and processing
1553146_3  Carbohydrate metabolism

3
4174222
2904

o rles mapped out o K05
2.2 Translation
Prosthetic groups, cofactors, and carriers
No roles mapped out of 1 KOs
15tz el ki sy, s roces g
Amino acid metabolis
Cobenyirate metabolim
No roles mapped out of 0 KOs
Amino acid metabolis
Cal sractur, growth,and death
1805861_11 Translation

Ribosomal
Transfer R biogenesis
Pyrimidine metabolism

Arginine--tRNA ligase.
TP synth

transport protein

General ATP-dependent RNA helicase DbpA
Gdaive phosphonyation Cytochrome c oxidase subunit Il
mino acids,
Uncharacterized protein
Coenzyme M Putative phosphosulfolactate synthase
Ribosomal pr

Ribosomal proteins: synthesis and modification

Uncharacterized protein
305 ribosomal protein S1

Chaperone and folding catalysis Chaperone protein Dnak
D replication, recombination, and repair Error-prone DNA polymerase
Ribosomal pr

Pyruvate metabolism
Unknown substrate

Dihydrolipoyl dehydrogenase
Tetracycline resistance MFS efflux pump.

nt of pyruvate dehycroger
RNA-binding transcriptional accessory protein

Ribosomal pr
Peptidases ATP.dependent zinc metalloprotease FIsH
Pyruvate metabolism Acetyltransferase componer
General
Ribosomal prots the
Glyoxal oxidase-like protein
Riboso

Porphyrin and chlorophyll metabolism

Chaperone and folding catalysis
Glycine, serine and threonine metabolism
Pentose phosphate pathway

Alanine, aspartate and glutamate metabolism
Cell division
Ribosomal proteins: synthesis and modification

Putative metal chaperone YciC
Carbon starvation protein A
Ka chaperonin
NAD/NADP-dependent betaine aldehyde defydrogen:
Transketolase
NAD(P)-dependent alcohol dehydrogenase
Glutamate synthase large sut
Cell diision protein FisK
505 ribosomal protein L6
DUF2807 domain-containing protein
Serine hydroxymethyltransferase
Apolipoprotein N-acyltransferase:
Elongation factor
Homing endonuclease (Fragment)
60KDa chaperonin

10467863 Cellstructure, growth, and death Toxn-antitoxin systems.
14300961 Amino acid metabol Glycine, serine and threonine metabolism
6013485 e, assembly, and processing
6923389 Translation Translation factors
3942364 Noroles mapped out of 0 KOs
5497907 Intracellular tafficking, assembly, and processing  Chaperone and folding catalysis
40247918 Translation ibosomal
1468059_10 Glycan biosynthesis and metabolism Peptidoglycan metabolism
390994 Energy metabolism Oxidative phosphorylation
13781792 Transcription R polymerase
1086508 _16 Amino acid metabolism Histicine metabolism

Amino acid metabolism
Transcription

Transcript

Intracellular rafficking, assembly, and processing
61 Unknown function

Signal transduction

Transcription

No roles mapped out of 0 KOs

Nucleic acid metabolism

No roles mapped out of 0 KOs

Defense and invasion systems
Nucleic acid metabolism
Energy metabolism
Fatty acid and liid metabolism
14 Amino acid
1395867 14 el g, sy, rcessing
No roles mapped o
Norles mapped v of K01
Transport and binding proteins
Nucleic acid metabolism
Translation
2 No roles mapped out of 0 KOs
1070285_12 Defense and invasion systems
Energy metabolism
Translation
Prosthetic groups, cofactors, and carriers
Amino acid metabolis
ranscription

88

6800_2  Intracellular trafficking, assembly, and processing
1136980_1 Metabolism of other amino acids and amines.
12906363 Translation

16374396  No roles mapped out of 0 KOs

15159116 Transcription

2430363 Energy metabolism

18215926 Translatio

1300899_5  Transport and binding proteins.

1558422 Carbohydrate metabolism

215985 Translation

7829836 Noroles mapped out of 0 KC

28517271 nwvacetulr wafein,assembly, an prcessing

9271162 Translation
15661863 Transcription

Transport and binding proteins

No roles mapped out of 1 KO:

Intracellular trafficking, assembly, and processing
Transiation

Intracellular trafficking, assembly, and processing
Prosthetic group, coacors, and cares
tabolism

Carbohydrate metabolism
No roles mapped out of 0 KOs
Cell structure, growth, and death
No roles mapped out of 0 KOs
Translation

No roles mapped out of 0 KOs
Regulatory functions.

Transport and binding proteins
Noroles mapped out of 0 KOs
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Transport and binding proteins
Carbohydrate metabolism
Energy metabolism

No roles mapped out of 0 KOs
Amino acid metabolis

No roes mapped ot o0 05
Nucleic acid metabolism
Transport and binding proteins
181007637 No roles mapped out of 0 KOs

1008310 4 Signal transduction
739642 Noroles mapped out of 0 KOs
3087622 Amino acid metabol

)1 Amino acid metabolism
23 No roles mapped out of 0 KOs
Nucleic acid metabolism

589343_16 o roles mapped out of 0 KOs
8751733 Transport and binding proteins.
6619337  Carbohydrate metabolism

50895_2 No roles mapped out of 0 KOs
1116500_1 Noroles mapped out of 0 KOs
2932723 Nucleic acid metaboli
2125392 Prosthetic groups, cofactors, and carriers
1698631_4  Nucleic acid metabolism
12724215 Carbohydrate metabolism
4217732 Energy metabolism
152759_1  Carbohydrate metabolism

1493308_15 Nucleic acid metabolism

10053 No roles mapped ot of 0 KOs
811752_18 Intracellular trafficking, assembly, and processing
15527939 Translation
17459873 Translation
15110356 No roles mapped out of 0 KOs
4143656 Prosthetic groups, cofactors, and carriers
7709_1 No roles mapped out of 0 KOs
1430500_2 Translation
3912591 Transport and binding proteins.
4277606 Translation
431 Trarspetand bidng procins
8314621 Transport and binding protei
62077775 Invacetular afcking,assambl,and processing
4065101 Noroles mapped out of 0 KOs
6810936 Intracellular trafficking, assembly, and processing
141 Translation

4860141
14261704 Noroles mapped out of 0 KOs

Intracellular rafficking, assembly, and processing
cell motility and adherance

Energy metabolism

Intracellular rafficking, assembly, and processing
1274692_15 Cell structure, growth, and death

16986315 Carbohydrate metabolism

Carbohydrate metabolism
Nucleic acid metabolism

Carbohydrate metabolism

Transcript

Fatty acid and liid metabolism

Energy metabolism

No roles mapped out of 0 KOs

No roles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing
1055088_1 Carbohydrate metabolism
Nucleic acid metabolism

Translation

Transport and binding proteins

Transport and binding proteins

Carbohydrate metabolism

Transport and binding proteins

Energy metabolism

Transcription

Glycan biosynthesis and metabolism

Regulatory functions

No roles mapped out of 0 KOs

1041551 1
12802141
535905 1

Valine, leucine and

UDP-N-acetylenolpyruvoylglucosamine reductase
ATP synthase subunit beta

DNA-directed RNA polymerase subunit beta'
Formiminoglutamate deiminase

R polymerase
polymerase

Chaperone and folding catalysis

Enzymes of unknown specifcity

Two-component systems

R polymerase

D replication, recombination, and repair

DNA-directed RNA polymerase subunit beta’
DNA-directed RNA polymerase subunit beta
Chaperone protein HscA homolog.
DEAD/DEAH box helicase

Phosphate regulon sensor protein PhoR
DNA-directed RNA polymerase subunit beta’
DUF4157 domain-containing protein

Protein Rec

Uncharacterized protein

Ribosomal pr
Ribosomal

ool s synthesis and modification

505 ribosomal protein L25

Ribosom:
Oxdaiv phosphonaion

Purine metabol

Detonification and inactivation

Purine metabol

Oxidative phosphorylation

Biosynthesis

Phenylalanine, tyrosine and tryptophan biosynthesis
Chaperone and folding catalysis

Anions.
D replication, recombination, and repair
Translation factors

Secreted effectors
Electron transport

ATP synthase subunit beta
‘Amidophosphoribosyltransferase
Alky hyeroperoxide reductase subunit C-like protein
Phosphoribosyiformylglycinamidine synth
ATP synthase gamma chain

-0x0acy-ACP synthase
Chorismate synthase

KDa chaperonin

Uncharacterized protein
Moxk-like ATP:
DUF3520 domain-containing protein
Type I1A DNA topoisomerase subunit B
Elongation factor Tu
serine/threonine protein kinase
Magnesium and cobalt efflux protein CorC
Formate dehydrogenase

Ribosomal prots the
Vani el metabolism Glutamate synthase large subunit
R polymerase DNA-directed RNA polymerase subunit beta'
Peptidases Putative protease
D-Alanine metabolism Alanine racemas
Translation factors Elongation factor Ts
Not_in_Uniref
R polymerase DNA-directed RNA polymerase subunit beta
Ot phosporation ATP synthase subunit alpha
Ribos 1
oo carrying compounds Ammonia channel
Gitrate cycle (TCA cycle) malate:quinone oxidoreductase

Transfer R biogenesis

Chaperone and folding catalysis
Aminoacyl-tR biosynthesis.

R polym

Accessory functions

Protein export, secretion, and sorting
Ribosomal

Aspartate--tRNA ligase
Ton8-dependent receptor

Chaperone protein Dnak

Glutamyi-tRNA(GIn) amidotransferase subunit A
DNA-directed RNA polymerase subunit beta'

Protein translocase subunit SecY

Peptidases
Sulfur relay system

Gitrate cycle (TCA cycle)

Glycine, serine and threonine metabolism
Pentose phosphate pathway

Cell division
Translation factors

Protein interactions
Unknown substrate

Unknown substrate
Gitrate cycle (TCA cycle)
Oxidative phosphorylation

Cysteine and methionine metabolism

R degradation
General

Taxis

Alanine, aspartate and glutamate metabolism
Glycine, serine and threonine metabolism

Pyrimidine metabolism

‘Amino acids, peptides and amines
Glycolyss / Gluconeogenesis

Purine metabolism
Folate biosynthesis
D replication, recombination, and repair

Carboxyl-terminal processing protease
Cysteine desulfurase Iscs

Aconitase

Oxygen-dependent choline dehycrogenase
decarboxylating 6-phosphogluconate dehydrogenase
Glyco,_trans_2-like domain-containing protein

Cell division protein FtsKk

Uncharacterized protein

Elongation factor Tu

Uncharacterized protein ORF91

Putative serine protein kinase Pri

Fosmidomycin resistance protein

Uncharacterized protein

Aaurin

Tetratricopeptide repeat protein

ABC arsporer domai-continig prten (g
Aconitate hydrats

Sifonconalcbb3-ype chrame C odase suboni
Uncharacterized proteis

Bifunctional O- acEMhumuserma aminocarboxypropy

Smal-conductance mechanosensitive channel
Lyt transglyclosylase

Methyl-accepting chemotaxi protein | (Serine cheme
Uncharacterized protein (Fragment)

Glutamate synthase large subunit

Choline dehycrogenase (Fragment)

Uniref

-hydroxy-3-methylbut-2-enyl diphosphate reductase
Uncharacterized protein

Uncharacterized protein

MFS transporter

Glicose & shosphate somerase

lldase o
Phusphunboswormy\g\yc\nam\d\ne cyclo-igase
Uncharacterized prote
Transcription-repair-coupling factor

Amino sugar metabolism
Onidative phosphorylation

Gitrate cycle (TCA cycle)

Pyrimidine metabolism

Peptidases
Ribosomal prots

oftochrome o ubiquinol oxidase suburit |
Aconitate hydratase
Carbamoyi-phosphate synthase (glutamine-hycrlyzi

Not_in_Uniref
ATP-dependent Clp protease proteolytic subunit
L

tR and R base modification

Iron sulfur clusters

165 (RNA (Guanine(966)-N(2))-methyltransferase Rs
Uncharacterized protei

Fes cluster assembly protein Sufg.

Cell wall-associated hydrolase

Ribosomal
Porins and secretins LPS-assembly protein LptD.
Ribosomal

General Tol-pal system protein Tolg

Amino acids, peptides and amines
Chaperone and folding catalysis

Chaperone and folding catalysis
Ribos ot the

Dipeptide ABC transporter, dipeptide-binding protein
KDa chaperonin

Peptc-pro c-vans kamerase

Chaperone and folding catalysis

Flagella complex and associated proteins

Oxidative phosphorylation

Chaperone and folding catalysis
hromosome and assoicated proteins

Glycolyss / Gluconeogenesis

Gtrate cycle (TCA cycle)

D replication, recombination, and repair

Pyruvate metabolism

Transcription factors

Biosynthesis

Oxidative phosphorylation

Protein export, secretion, and sorting
lycolysis / Gluconeogenesis

R degradation

Transfer R biogenesis

Porins and secretins

General

Pyruvate metabolism

General

Oxidative phosphorylation

Transcription factors

Peptidoglycan metabolism
eral

familyprotein (Fragment)
Soth Fab

ATP-dependent Cp protease ATP-binding subunit CIp
Flagellar M.ring protei

NADH-quinone oxidoreductase suburit G

Trgger factor

Integration host factor subunit alph
Glyceraldehyde-3-phosphate dehydrogenase

Superoxide dismutase [Fe]
Pyruvate dehydrogenase E1 component

1A polymerase sigma-54 factor
Acetyl-coenzyme A carboxylase carboryl transferase :
i proprasphatsse
\_Uniref
erdeummhne quinone biosynthesis protein PaqE
sec transiocon accessory complex subunit Yai
2,3-bisphospholycerate-independent phosphoglycer:
DEAD/DEAH box helicase
Proline--{RNA ligase

Cell diision and transport-associated protein TolA.
Mae8 prote

Flotillin

NADH-quinone ordoreductase subunit N

RNA polymerase sigma factor RpoD
UDP-N-acetylmuramate--L-alanine ligase
Peptidase M238

Uncharacterized protein

2155090777
2153342109

12713213

0019609113 Gentamycin_

0018335036 Gentamycin_|
0017221759 Gentamycin_EnrichedRelativeto_OtherSubstrates

X Bacteria koreensis
Bacteria Cytophagales Chryseolinea Chrysealinea flava
Bacteria  Bacteroidets Bacteroidetes bacterium ADurb BinA245
305727 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avallable
Bacteria

0.001:
0020317669 Gentamycin_EnvichedRelativeto_OtherSubstrates
0.000102814 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0,03984111 Gentamycin_EnrichedRelativeto_OtherSubstrates
0009425804 Gentamycin_

No_taxonomic_annotation_available
No_taxonomic_annotation_available
Archaca

gargensis

0023120979 Gentamycin_
0.000590913 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0037806695 Gentamycin_EnrichedRelativeto_OtherSubstrates
0019064953 Gentamycin_EnvichedRelativeto_OtherSubstrates.

Bacteria i
Bacteria
Bacteria
Bacteria

Bacteroidetes

Bacteroidetes Bacteroidetes bacterium

0022451128 Gentamycin_|

0027475221 Gentamycin_EnrichedRelativeto_OtherSubstrates

000062076 Gentamei, nichdReltiets OtherSuststes
Gentamyein,

Bacteria
o asaramic_amotaton svaloble

Eularyota  Atthropoda Insecta  Phasmatode Bacillicae  Bacillus

0056767185 Gemamein. EvichedRelaveto_Othrsubnrates
0011763484 Gentamycin_

acteria Yiophagales Cytophagales bacterium

0002431013 Gentamycin_

Cytophagales Chryseolinea Chryseolinea flava

0,008039915 Gentamyci

Koreensis

0016148939 Gentamycin_EnrichedRelativeto_OtherSubstrates

Chitinophage o PMPISIF

Bacteroidetes

0042618159 Gentamycin_
0024911301 Gentamycin_

Bacteria P N1z

0001716133 Gentamycin_EnrichedRelativeto_OtherSubstrates
0013933795 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0013397325 Gentamycin_|

s
lo_taxonomic_annotation_avalable.
No taxonomic_annotation_available

Chitinophage a

0022460684 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0013693791 Gentamycin_EnrichedRelativeto_OtherSubstrates.

acteria
No_taxonomic_annotation_avalable.
Bacterla  Cyanobacteria Nostocales Tolypothrich: Hassallia  Hassallia byssoldea

Chitinophage

0022371628 Gentamycin_|
25

Bacteria sp. GSR18

Bacteria Cptophagales Chryseolinea
Bacteria .

0022471955 Gentamycin_

Bacteria caeni

0011133624 Gentamycin_
0022701546 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0025144711 Gentamycin_EnvichedRelativeto_OtherSubstrates
0017630025 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0025690377 Gentamycin_EnvichedRelativeto_OtherSubstrates
0038725423 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0021967632 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0.004631¢

Bacteria
Bacteria
Bacteria
Bacteria
Eularyota  Ascomycota Pezizomycet Pezizales
Bacterla  Bacteroidetes
No_taxonomic_annotation_available.

Cytophagales Chryseolinea
Bacteroidetes bacterium ADurb.in397

Bacteroidetes bacterium OLS

Bacteroidetes
Bacteroidetes

Pesizaceac Terferia  Terfezia boudieri

Gentamycin_t X
0014531938 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0019788077 Gentamycin_EnvichedRelativeto_OtherSubstrates.

acteria
Bacteria
Bacteria

Crtophagales Chryselinea
Bacteroidetes

Bacteroidetes Bacteroidetes bacterium

0017611006 Gentamycin_
0.045715794 Gentamycin

Cytophagales

0.02260184 Gentamycin_EnrichedRelativeto_OtherSubstrates
0017247423 Gentamycin_EnrichedRelativeto_OtherSubstrates
0.008384014 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0.006925371 Gentamycin_EnrichedRelativeto_OtherSubstrates

091694 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0025178194 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0030349589 Gentamyci

Chryseolinea

Bacteria  Firmicutes  Clostridia
No_taxonomic_annotation_avallable
Bacteria
Bacteria

Clostridiales Peptococcac: Candidatus € Candidatus Desulforudis sp.

Spirosoma sp. KCTC 42546

0014089851 Gentamycin_

Bacteria id
Bacteria

Cytophagales Chryseolinea Chryseolinea flava
[

Bacteria

Bacteria
Bacteria

Chitinophage pet
Chryseolinea Chryseolinea flava

0030204083 Gentamycin_EnrichedRelatveto_OtherSubstrates
0005992671 Gentamycin_

Crtophagales

Bacterla  Bacteroidetes. Bacteroidetes bacterium

0018901417 Gentamycin

Bacteria Chitinophage

0039213296 Gentamycin_EnrichedRelativeto_OtherSubstrates.

teria Chitinophagz
No_taxonomic_annotation_avalable.

1BVUCB2

0014164602 Gentamycin_
0021358431 Gentamycin_

teria P wmazTy

0.000496406 Gentamycin_

Bacteria Koreensis
Bacteria Cytophagales Cytophagales bacterium

083371 Gentamycin

0,005 X X
0,00939721 Gentamycin_EnrichedRelativeto_OtherSubstrates

Bacteria Cytophagales Chryselinea
Bacteria

0044096125 Gentamycin_|
0043645091 Gentamycin_

Bacteria P
Bacteria

0037417504 Gentamycin_

Koreensis

0046330801 Gentamycin

Bacteria
Bacteria

Chitinophage PMP191F

o
Chryseolinea Chryseolinea flava

0006145962 Gentamycin_EnrichedRelativeto_OtherSubstrates

Cytophagales
Bacteria

0.004609945 Gentamycin_
0003119248 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0,00065434 Gentamycin_EnrichedRelativeto_OtherSubstrates
0011800832 Gentamycin_EnvichedRelativeto_OtherSubstrates.
0024201455 Gentamycin_EnvichedRelativeto_OtherSubstrates
168438 Gentamycin_t

Bacteria
No_taxonomic_annotation_available.
Bacteria

Bacters Choroflon
No_taxonomic_annotation_available.
Bacteria

« Newskiales

Chioroflexi bacterium
Chloroflexd bacterium

0.0085
0.001656362 Gentamycin_EnvichedRelativeto_OtherSubstrates
0046927547 Gentamycin_EnrichedRelativeto_OtherSubstrates

Opitutales  Opitutaceae Nibricoccus  Nibricoccus aquaticus
Bacteria

No_taxonomic_annotation_available

0027840759 Gentamycin_
0016469325 Gentamycin_

0.044297071 Gentamycin_EnrichedRelativeto_OtherSubstrates N
04

Gentamycin_EnrichedRelativeto_OtherSubstrates

Chitinophagz

0000432918 Gentamycin_ X
0029187997 Gentamycin_EnrichedRelativeto_OtherSubstrates.
0.045324637 Gentamycin_EnvichedRelativeto_OtherSubstrates

No_taxonomic_annotation_available.

0049029077 Gentamycin_ X Bacteria SYSU D006
0.005287661 Gentamycin_ X Bacteria koreensis
001048511 Gentamycin_t X Bacteria prot Xanthomona Xanthomona Silanimonas Silanimonas lenta
0001410864 Gentamycin_ X eria Cytophagales Chryseolinea Chryseolinea flava
0032765036 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avlable
0012056917 Gentamycin_ X Bacteria Chitinophagz
0029715072 Gentamycin_ X Bacteria 3 paiatersis
0024191765 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria  Bacteroidetes Bacteroidetes bact
0045324637 Gentamycin_ ¥ Bacteria hagal Condaus Amocbophis p.3638
0025022073 Gentamycin_ X Bacteria
042620808 Gentamycin_ X Bacteria Crtophagales Chryseolinea
0034608832 Gentamycin_ X Bacteria prot
0027701748 Gentamycin_ teria Cyrophagales Chryseolinea Chryseolinea serpens.
0027983373 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxanomic_annotation_available.
0.047725064 Gentamycin_ Bacteria Runella zeae
0.044873797 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria
0037193054 Gentamycin_ ¥ acteria prot
0018774934 Gentamycin_ X Archaca  Candidatus Candidatus Bathyarchacota archaeon
0014924069 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria
0033636305 Gentamycin_ X Bacteria P .
0.00863587 Gentamycin Bacteria P Rivibacter
0018770275 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxanomic_anotation_available.
0022451128 Gentamycin_ Archaea Thaumarchacota archacon
0.031741548 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avlable
50828 Gentamycin_ X Bacteria Chitinophage
002173343 Gentamycin_t X Bacteria prot I
0020652966 Gentamycin_ X Bacteria prot
0.009543984 Gentamycin_ X Bacteria Verrucomicrobia bacterium
0007775414 Gentamycin_ X Bacteria
0049559632 Gentamycin_ ¥ Bacteria Crtophagales
0.043459774 Gentamycin_ X Archaea h
0.008419982 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_avalable
002531252 Gentamyein_t Bacteria P
0033180848 Gentamycin_EnrichedRelativeto_OtherSubstrates Viruses iovirales Siphoviric Brevibacillus ph e
0020296414 Gentamycin Bacteria prot
Chitinophage
0030967467 Gentamycin_EnvichedRelativeto_OtherSubstrates No_taxonomic_annotation_available
0041097515 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Actinobacter Actinobacter tinoall GBA129-24
0023452082 Gentamycin_EnvichedRelativeto_OtherSubstrates Bacteria unculured bacterium 5612
0033211298 Gentamycin_ Bacteria 3 MFa836
0028515476 Gentamycin_EnrichedRelativeto_OtherSubstrates. pacets | Saceoets Bacteroidetes bacterium
003335335 Gentamycin_EnrichedRelativeto_Othersubstrates Not_in_Uniref
0021677454 Gentamycin_ ¥ teria Koreensis
0039920704 Gentamycin_EnrichedRelativeto_OtherSubstrates No_taxonomic_annotation_avallable
0,00417613 Gentamycin_EnrichedRelativeto_OtherSubstrates Bacteria  Cyanobacteria Nostocales  Tolypothrich: Hassallia  Hassallia byssoidea

0.004321024 Gentamycin_EnrichedRelativeto_OtherSubstrates.

No_taxonomic_annotation_available

150828 Gentamycin_t

004

0002581026 Gentamycin_ X

0017247423 Gentamycin_EnrichedRelativeto_OtherSubstrates.
002531252 Gentamycin

0032765036

X acteria prot
teria prot Nevskiales
No_taxonomic_annotation_avallable.
¥ teria Chitinophage
Gentamycin_EnrichedRelativeto_OtherSubstrates Not_in_Uniref
Bacterla  Firmicutes
entamycin_EnrichedRelativeto_OtherSubstrates Bacterla  Firmicutes ~ Bacill
X Bacterla  Actinobacter Actinobacter Micrococcalt Micrococcaceae
Bacteria

0046167099 Gentamycin_EnrichedRelativeto_OtherSubstrates.
010476437 Getamici, EvicheRtthets, CthrSubates
68666 Gentamycin_EnrichedRelativeto_OtherSubstrates

No_taxonomic_annotation_available.
Bacterla  Firmicutes  Bacill
No_taxonomic_annotation_avalable.

Bacillales  Bacillaceae Geobacilus Geobacillus sp. BCO2

bpoirimd Gentamyein
0035747005 Gentamycin_DepletedRelativeto_OtherSubstrates
0037477166 Gentamycin_DepletedRelativeto_Othersubstrates
0038252323 Gentamycin_DepletedRelativeto_OtherSubstrates
0.001428989 Gentamycin_

Bacteria 3
No_taonomic ammotaton_avallable
No_taxonomic_annotation_avalable.
Bacteria  Firmicutes  Bacill

Bacillales  Bacillaceae

Bacteria

0017221759 Gentamycin_ X
0037353711 Gentamycin_DepletedRelativeto_OtherSubstrates

teria P Lawsonia intracellularis
No_taxonomic_annotation_avalable.

0023022452 Gentamycin_| X
0014357781 Gentamycin_DepletedRelativeto_OtherSubstrates
0,04176028 Gentamycin_DepletedRelativeto_OtherSubstrates.
0.04489854 Gentamycin_DepletedRelativeto_OtherSubstrates.
0044096125 Gentamycin_DepletedRelativeto_OtherSubstrates
0.001243555 Gentamycin_DepletedRelativeto_OtherSubstrates
003183133 Gentamycin_DepletedRelativeto_OtherSubstrates.
0.02260184 Gentamycin_DepletedRelativeto_OtherSubstrates.
0024712649 Gentamycin_DepletedRelativeto_OtherSubstrates

Gentamycin_DepletedRelativeto_OtherSubstrates

0016271433 Gentamycin_DepletedRelativeto_Othersubstrates

acteria
No.taxanomic_annotation_avallable
No_taxonomic_annotation_avallable.
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_available.

No_taxonomic_annotation_avalable
Not_in_Uniref

324637 Gentamycin_ X
0031741548 Gentamycin_DepletedRelativeto_OtherSubstrates
0.02004611 Gentamycin_DepletedRelativeto_OtherSubstrates.

Bacteria prot
No_taxonomic_annotation_avlable.
No_taxonomic_annotation_avalable.

0000193393 Gentamycin
0027574608 Gentamycin_DepletedRelativeto_Othersubstrates

acteria . o
No.taxenomic_ annotation_avaiable

0025244548 Gentamycin_
0023438462 Gentamycin_DepletedRelativeto_OtherSubstrates

No_taonomic amnotaton_avalable

002260184 Gentamycin
0012725788 Gentamycin_DepletedRelativeto_Othersubstrates
0.005491463 Gentamycin_DepletedRelativeto_OtherSubstrates

049488505 Gentamycin_DepletedRelativeto_OtherSubstrates.
0031627099 Gentamycin_DepletedRelativeto_OtherSubstrates

teria

Bacters Frmicutes Badli | Baclales . pacnbacila Paonbacilus Pcnibacils s, OXL2

No_taxonomic_annotation_avalable.

0039213296 Gentamycin_|
0005458187 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria  Firmicutes Clostridia  Clostridiales Clostridiacea Clostridium Clostridium butyricum



12036872
1041165

68728_11

13545212
11101738
284316 6

12727635
18317523
1170348 4

1830919 7

No roles mapped out of 0 KOs
Amino acid metabolis

cell motilty and adherance
Nucleic acid metabolism
Transcription

Energy metabolism

No roles mapped out of 0 KOs
Amino acid metabolism

Energy metabolism

Noroles mapped out of 0 KOs

No roles mapped out of 0 KOs

Translation

Transiation

No roles mapped out of 0 KOs

Defense and invasion systems

ol s, grout, et

Unknown function

Inacelor ffcing, assembl,and processing
No roles mapped out of 0 KOs

Glycan biosynthesis and metabolism

Signal transduction

Carbohydrate metabolism

Amino acid metabolism

Prosthetic groups, cofactors, and carriers

Amino acid

Noroles mapped out of 1 KOs

Intracellular rafficking, assembly, and processing
Intracellular trafficking, assembly, and processing
Carbohydrate metabolism

Unknown function

Translation

Unknown function

Glycan biosynthesis and metabolism

No roles mapped out of 0 KOs
Amino acid metabolism

bolism
Intracellular rafficking, assembly, and processing
Cell motility and adherance
Cell structure, growth, and death

Glycine, serine and threonine metabolism
Flagella complex and associated proteins
D replication, recombination, and repair
polym
Oxidative phosphorylation
Oxidative phosph
Ribosomal proteins: synthesis and modification

dgl metabolism

i phosphorylation

Transfer R biogenesis
Transfer R biogenesis

Detorification and inactivation
Cell division

General
Protein export, secretion, and sorting

Peptidoglycan metabolism
Phosphatransferase system (PTS)

Glycolysis / Gluconeogenesis

Alanine, aspartate and glutamate metabolism
Iron sulfur clusters

Murein DD-endopeptidase Mep/ murein hydrolase 1429280424
3-phosphoglycerate dehycrogenase 1431601258
Flagellar hook protein Flge 1437740478
ONAtopoisomerase 1 1439263786
ONA-directed RNA polymerase subunit beta" -Laa7200147
Succinate dehydrogenase ironsulfur subunit 1448662555
NADHqunone arscucts bt ~Laago3121.

$1RNA binding family protein (Frogm 1454563097
nergy-dependent ansatina oo moieineun 1 s0reir7

(NADPH lrge chain 1466644

Cremames 1488913902
Uncharacterized protein 1492655825
Flavin reductase (DIMG/NTAS) family NADH.FMN oxi 151179834
Phenyllanine-{RNAigase beta subunit 1520499416

Ribonuclease PH 1533083426
R-type domain-containing protein

Putative phosphoenolpyruvate synthase regulatory pr  -1.553284211
Protein-export protein SecB
Poly{Hycroxyalkanoate) granule-associated protein

Small molecule interactions.
urine metabolis

Chaperone and folding catalysis

Peptidases

General

General

Translation factors

Enzymes of unknown specifcity

Peptidoglycan metabolism

Oxidative phosphorylation

R degradation

Two-component systems

Lysine biosynthesis
Starch and sucrose metabolism

Protein export, secretion, and sortng
Surface structures and assembly platforms
Chromosome and assoicated proteins

Prot

Membrane-bound Iytic murein transglycosylase D -1570960:
Phosphoenolpyruate-protein phosphotransferase 1576513
Phosphoenolpyruvate carboxykinase (ATP) 1576643713
Glutamate synthase, large subunit, N term 1580710264
Fe/S biogenesis protein NfuA 1584881
1587243357
NAD-specific glutamate dehydrogenase 1600899578

Sensory box/GGDEF family protein
Bifunctional (P)ppGpp synthetase Il and guanosine-
ATP-dependent Clp protease ATP-binding suburit CIp
Protein HIC

Glucans biosynthesis protein G

UPF0234 protein PFL4

Elongation factor Ts

Carbamoyltransferase:
UDP-N-acetyimuramoyi-L-alanyl-D-glutamate-
Cbb3-type cytochrome ¢ oxidase subunit
Ribonuclease R

Response regulator PleD

mechanosensitive ion channel
4-hydroy-tetrahycrodipicolinate synthase
Alpha-1.4 glucan phosphorylase

Upoprotein

Response regulator GacA

ParB domain-containing protein

Defense and
Glycan biosynthesis and metabolism
Transcription

cell motility and adherance

Peptidoglycan metabolism
Transcription factors
Surface structures and assembly platforms.

e, assembly, and processing
Transcription
Energy metabolism
Glycan biosynthesis and metabolism
Transiation
Nucleic acid metabolism
Energy metabolism
vl fkig ssombly, s precessg
No roles mapped out of O K¢
Nucleic acid metabolism
Translation
Regulatory functions.
Transport and binding proteins
Carbohydrate metabolism
No roles mapped out of 0 KOs
Regulatory functions
Amino acid metabolism
Intracellular rafficking, assembly, and processing
Defense and invasion systems

General
Oxidative phosphorylation
Peptidoglycan metabolism

p reductase MsrA
UDP-N-acetylglucosamine 1-carboxyvinyltransferase.
RNA polymerase-binding transcription factor DksA
Peptidoglycan-binding protein E
ATP-dependent Clp protease ATP-binding suburit Clp
RNA polymerase-associated protein RapA

Nuol.
Penicillin-binding protein 1A

Transiation
No roles mapped out of 0 KOs
No roles mapped out of 0 KOs
Transport and binding proteins
Unknown function

Transiation

No roles mapped out of 2 KOs
Cell structure, growth, and death

Regulatory functions
Fattyacidand id metabolism

No roles mapped o

oo watcing, sy and processing
No roles mapped out of 0 KOs

Defense and invasion systems

Amino acid metabolism

Transcription

signal transductior

Transport and binding proteins

Carbohydrate metabolism

Translation

Transiation

No roles mapped out of 3 KOs

cell motility and adherance

Carbohydrate metabolism

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

Amino acid metabolism

Nucleic acid metabolism

Energy metabolism

Translation

Amino acid metabolism

Fatty acid and liid metabolism

Amino acid metabol

Energy metabolism

Ribosomal 179979430:
D replication, recombination, and repair DNA gyrase subunit B 1800645613
Oxidative phosphorylation ATP synthase subunit alpha 1815146623
Peptidases Probable cytosol aminopeptidase 1821137625
Uncharacterized conserved protein Ycf), contains glye  -1.824218458
D replication, recombination, and repair ONA gyrase subunit A 1838799133
Transfer R biogenesis ‘Aspartyl/glutamyl-tRNA(Asn/GIn) amidotransferase 1839006477
General GTP-binding protein TypA/BipA 1841601535
nown substrate Uncharacterized protein 445720
Gitrate cycle (TCA cycle) Malate synthase 1845230014
HTH-type transcriptionl regulator PuuR 1846487939
General LysM domain-containing pr 186875308
Glycine, serine and threonine metabolism Glycine cleavage system H protein 1871677257
Protein modification and repai signal pepti 1872919775
Detorification and inactivation Thiol peroidase 1873238595
Long-chain-fatty-acid-CoA ligase: 1877956179
Transfer R biogenesis Valine-RNA ligase 1891141236
Glycerol-3-phosphate acyltransferase 1915437781
Glycosyltransferase 1917028926
‘Amino acids, peptides and amines Peripla_BP_6 domain-containing protein 1927261801
General Decarboxylase family protein 1927377084
Ribosomal 1938391320
‘AsmA domain-containing protein -194786373;
Chromosome and assoicated proteins AAA_31 domain-containing protein 1956038629
Polysacharide and reductase 1957662739
Protein interactions Flagellar motor switch protein FIIG 1960222753
Biosynthesis Malonyl CoA-acyl carrer protein transacylase 1966337239
Uniref 1966745851
Peptidases 1972454589
Not_in_Uniref 1973141981
Detorification and inactivation MBL fold metallo-hydrolase: 1979965727
Alanine, aspartate and glutamate metabolism GabT 19976143
Transcription factors Transcription termination/antitermination protein Nu -2.002223398
axis Chemotaxis protein 2008715705
Porins and secreting Channel protein TolC 15
Starch and sucrose metabolism Periplasmic beta-glucosidase 201086867
Ribosomal proteins: synthesis and modification Multifunctiona fusion protein 2015223892
Transfer R biogenesis Leucine--tRNA ligase 2019082353
Acetaldehyde dehydrogenase 2 2027481285
Flagella complex and associated proteins Flg) 2030234147
eral Glucans biosynthesis glucosyltransferase H 2036331627
Peptidases Proline iminopeptidase -2.041529:
Thioredoxin family protein 2057859317
Arginine biosynthesis Acetylomithine deacetylase 2065785581
Pyrimidine metabolism Ribonucleoside-diphosphate reductase 2072531017
Oxidative phosphorylation Succinate dehydrogenase 209735338
Transfer R biogenesis Glycine--tRNA ligase beta subuni 209756851
General e ety deyrogenase 2110610433
Biosynthesis Biotin carbon 2131283287
Arginine and profine metabolism Biosynthetic arginine decarboxylase. 2138074562
Nuol 2138355419

Oxidative phosphorylation
Polysacharide and

pscllr g ssembly,and processig

No roles mapped out of 0 KOs

Tereport e s prteine

Cell motility and adherance

Amino acid metabolism

No roles mapped out of 0 KOs

Transiatio

Intracellular rafficking, assembly, and processing
lation

Nucleic acid metabolism

Carbohydrate metabolism
Regulatory functions

Prosthetic groups, cofactors, and carriers
Carbohydrate metabolism

Peptidases Endopeptidase La 2155776941

Uncharacterized protein 16461051
Amino acids, d ATP-binding protein P 2191803952
Flagella complex and associated proteins Flagellar L-ring protein 2205297844

Phenylalanine, tyrosine and tryptophan biosynthesis

Ribosomal proteins: synthesis and modification
Protein modification and repai

Transfer R biog

D replication, recombination, and repair
Protein interactions

‘Small molecule interactions

Bifunctional chorismate mutase/prephenate dehydra
Zn-dependent protease with chaperone function E
‘Small ribosomal subunit biogenesis GTPase RsgA
Cytochrome c-type biogenesis protein CemF
Methionine—{RNA ligase 22758
UWABC system protein A
Transcriptional regulatory protein AlgQ
Histidine kinase

metabolism

Poromyinand chiceptyl metabolism
Gtrate cycle (TCA cycle)

, assembly, and processing
Intracellular rafficking, assembly, and processing
Transport and binding proteins
Amino acid metabolis
Amino acid metabolism
Nucleic acid metabolism
No roles mapped out of 0 KOs
Amino acid metabol
Nucleic acid metabolism
Prosthetic roups, cofactors, and carriers
signal transduction

Chaperone and folding catalysis
‘Amino acids, peptides and amines
Valine, leucine and

Response regulatory domain-containing protein
uroporphyrinogen-ilsynthase

Succinate--CoA ligase [ADP-forming] subunit alpha
DUF2383 domain-containing protein

Valine, leucine and
D replication, recombination, and repair

Pepticyl-prolyl cis-trans isomerase 88
Peripla_BP_6 domain-containing protein 2425086992

245464549
Ketol-acid 2461826542
DNA topoisomerase | (Fragment) 2475487491
Uncharacterized protein 248226643

Valine, leucine and
D replication, recombination, and repair
Pantoth d Cof biosynthest:

rge subunit
ONA plmersse I sbunt s/
inctional protein CosBC  -2.532485765

Two-component systems

response r!xulzmr luns(ﬂmmn factor

2600637964
Polysacharide and Lipid A deacyl: 2613511295
Nucleic acid metabolism R degradation ATP-dependent RNA helicase RhIE 2618163749
2628989332
No roles mapped out of 0 KOs Uncharacterized protein 2635302894
No roles mapped out of 1 KOs NADPH dehycrog 2641520723
No roles mapped out of 1 KOs Imipenem/basic amino acid-specific outer membrans  -2.64702981
Nucleic acid metabolism R degradation ATP.dependent RNA helicase RIS 2673366252
cell motility and adherance ructures o rotein 2
No roles mapped out of 0 KOs Uncharacterized protein 2681074169
No roles mapped out of 0 KOs ‘GGDEF domain/EAL domain protein 2693878319
Transport and binding proteins Amino acids, peptides and

Terpenoids and polyketides metabolism
No roles mapped out of 0 KOs

Regulatory functions.

Amino acid metabolism

Amino acid metabolism

No roles mapped out of 0 KOs

Cellstructure, growth, and death

Amino acid metabolism

Nucleic acid metabolism

Prosthetic groups, cofactors, and carriers

Glycan biosynthesis and metabolism

Intracellular trafficking, assembly, and processing
Intracellular trafficking, assembly, and processing
Transport and binding proteins

Transport and binding proteins

Cell structure, growth, and death

Regulatory functions.

Transport and binding proteins

Defense and invasion systems

No roles mapped out of 0 KO:

Intracellular trafficking, assembly, and processing
Amino acid metabolism

Transiation

Transport and binding proteins

Carbohydrate metabolism

No roles mapped out of 0 KOs

Noroles mapped out of 0 KOs

Intracellular trafficking, assembly, and processing
Cell motilty and adherance

Carbohydrate metabolism

Intracellular trafficking, assembly, and processing

Terpenoid backbone biosynthesis
Protein interactions

Alanine, aspartate and glutamate metabolism
Cysteine and methionine metabolism

Cell civision

Histidine metabolism

thesi
Pepidolyean metabolism

transport AT -2.69695173

Ldeory Dyl phospte syhase 2717367458
Uncharacterized prote 274361017
Bifunctional gutamine synthetase adenyyvanferss 2771083786
‘Asparagine synthase (Glutamine-hydrolyzing) 2791695388
Adenosylhomocysteinase 280783866

Yiee 2810123027

Chromosome partition protein Sme 2811265162
ATP phosphoribosyltransferase regulatory subunit 2818270207
Oiguamclese 282820392

e sythose  Fepoglanatesyest 2
e binding protein

Protein export, secretion, and sorting Membrane protein 2861231501
Protein modification and repair HRNA (guanine-N(7)-)-methyitransferase 2868019137
ides and putr BC transport i 2891522727

eral Large-conductance mechanosensitive channel 290380691
Cell divsion Tong. 2928673823
Dinteractions HTH gntR-type domain-containing protein 2939288995
Amino acids, peptides and amines SBP_bac_S domain-containing protein 2952603428

Detoicaton and activaton

Peptidases
Phenylalanine, tyrosine and tryptophan biosynthesis
Translation factors

Unknown substrate

Gitrate cycle (TCA cycle)

Peptidases
urface structures and assembly platforms.

Pentose phosphate pathway

Peptidases

Transcript
No roles mapped out of 0 KOs
Transiation

Energy metabolism

Transport and binding proteins

Transcription factors

Ribosomal

Enamine/imine deaminase 2952978446
MORN repeat family protein 2955432815
Putative protease Soh 2980738533
3-dehydroquinate synthase 2989285566
Pepticyl-tRNA hycrolase 3010172185
PAP2 farmily protein/ Ded family protein 3012737188
Probable malate:quinone oxdoreductase 3014752715
Uncharacterized protein 304333389
Putative membrane protein 3058107932
Oligopeptidase A 3089736785
Type IV pilus biogenesis protein PilQ 3002215192
Ribose-5-phosphate Isomerase A 3092736294
SpuA 3100950488

3106183072
DksA Ca-type domain-containing protein 3120584014

IMP dehydrogenase
Ribosomal

Nitrogen metabolism
Amino acids, peptides and amines

Dioxygenases related to 2-nitropropane diowygenase.

OpuAC domain-containing protein 3149151072

0044757423 Gentamycin
0.043828174 Gentamycin_DepletedRelativeto_Othersubstrates

0,04317979 Gentamycin X
0034762724 Genlamv:\n DepletedRelativeto_OtherSubstrates.

0010281866 Gentamycin_|
0007844902 Gantomin_DepletedielotietOtherutatates

0.008960449 Gentamycin_

eria prot
No_taxonomic_annotation_available.
cteria 3
No_taonomic ammotaton_avalable
cteria e
No_taxonomic_annotation_avallable.
X acteria P
acteria

0042249379 Gentamycin_
0016566915 Gentamycin_DepletedRelativeto_OtherSubstrates
0035217737 Gentamycin_DepletedRelativeto_OtherSubstrates

003049167 Gentamycin_DepletedRelativeto_OtherSubstrates.

No_taonomic amnotaton_svalable
No_taxonomic_annotation_avllable.
No_taxonomic_annotation_avalable

o
0042748096 Gentamycin_
0012494077 Gentamycin_DepletedRelativeto_OtherSubstrates

0028983535 Gentamycin_

0020344277 Gentamycin_
0001996073 Gentamycin_DepletedRelativeto_OtherSubstrates
0030877827 Gentamycin_DepletedRelativeto_OtherSubstrates

No_taxonomic_annotation_avallable.

teria prou
Bacteria  Actinobacter Actinobacter Micromonos Micromonos Krasilnikovia Krasilnikovia cinnamomea
X Bacteria
Bacteria prou
Bacteria  Actinobacter Actinobacter Pseudonocar Pseudonocar Kutzneria  Kutzneria albida

0002217738 Gentamycin_|

0014239537 Gentamy

0026799322 Gentamydn_DepetedRelativeto_OthrSubstates
1

X teria P
Bacteria prot
No_taxonomic_annotation_avalable.
X teria P
teria prot
No_taxonomic_annotation_available.
Bacteria

H

0025690377 Gentamycin_DepletedRelativeto_OtherSubstrates
0013900425 Gentamycin_DepletedRelativeto_OtherSubstrates
0039083323 Gentamycin_DepletedRelativeto_OtherSubstrates
0.045715794 Gentamycin_DepletedRelativeto_Othersubstrates
0010167181 Gentamycin_DepletedRelativeto_OtherSubstrates
0034264785 Gentamycin_DepletedRelativeto_OtherSubstrates
0038378719 Gentamycin_DepletedRelativeto_Othersubstrates

eria prot
No_taxonomic_annotation_avlable.

No_taxonomic_annotation_avalable.

0.000407148 Gentamycin

043091607 Gentamycin_DepletedRelativeto_OtherSubstrates.
0.000743521 Gentamycin_DepletedRelativeto_OtherSubstrates €
0.007741017 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria .

No.taxenomic_ annotation_avallable
Arthropoda Insecta

No_tavanonic anmotaton salble

Phasmatode Bacilldae  Bacillus

0041097515 Gentamycin_
0011472318 Gentamycin_DepletedRelativeto_OtherSubstrates
0013593041 Gentamycin_DepletedRelativeto_OtherSubstrates

044765927 mmmm DepletedRelativeto_OtherSubstrates.

teria
No.taxcnomic_annotation_avallable
No_taxonomic_annotation_avalable
No_taxonomic_annotation_avalable.

0046650351 Gentarm,
0003981175 Gentomin_DepletedRelotiet_OtherSubtates
0038650823 Gentamycin_DepletedRelativeto_OtherSubstrates
0.004504032 Gentamycin_DepletedRelativeto_OtherSubstrates
0.040836785 Gentamycin_DepletedRelativeto_Othersubstrates
0041053132 Gentamycin_DepletedRelativeto_OtherSubstrates
0031504854 Gentamycin_DepletedRelativeto_OtherSubstrates
0.0077021 Gentamycin_DepletedRelativeto_Othersubstrates

acteria .
No.taxenomic_ annotation_avallable
5 No_taxonomic_annotation_available:

No_taxonomic_annotation_avallable

compost metagenome

0043053864 Gentamycin_DepletedRelativeto_OtherSubstrates

0.04203886 Gentamycin

0006635777 Gentamycin_DepletedRelativeto_OtherSubstrates

0013816046 Gentamycin_DepletedRelativeto_OtherSubstrates
104422014 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria P
Eukaryota  Atthropoda  Insecta

No_taxonomic_annotation_avalable.
No_taxonomic_annotation_available.

Phasmatode Bacilldae  Bacillus

o.
0.006232302 Gentamycin_
0010669387 Gentamycin_

teria prot

0018674538 Gentamycin_DepletedRelativeto_OtherSubstrates
0034044857 Gentamycin_DepletedRelativeto_OtherSubstrates
0011136768 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria
No_taxonomic_annotation_available.
Ekaryota
No_taxonomic_annotation_avalable.

Phasmatode Bacilldae  Bacillus

‘Gemmatimonadetes bacterium

004489854 Gentamycin X

0.004526496 Gentamycin_DepletedRelativeto_OtherSubstrates

0034352715 Gentamci. Deltedelatieo Otersubstctes
04489854 Gentamycin_DepletedRelativeto_OtherSubstrates

Pl Gentamycin_DepletedRelativeto_OtherSubstrates

0037277792 Gentamycin_DepletedRelativeto_Othersubstrates

0.030068137 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria 3
No_taonomic ammotaton_avalable
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_avalable
Bacterla  Acidobacteria
No_taxonomic_annotation_available.
No_taxonomic_annotation_avallable

0046548218 Gentamycin_|
0014532217 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria P
No_taxonomic_annotation_avalable.

p. ok602

Acidobacteria bacterium RIFCSPLOWO2_02_FULL_67_21

002531252 Gentamycin_t
0013435467 Gentamycin_DepletedRelativeto_Othersubstrates
003096279 Gentamycin_DepletedRelativeto_OtherSubstrates.

teria prot
No_taxonomic_annotation_available.
No_taxonomic_annotation_avalable.

001297896 Gentamycin_t
0037788366 Gentamycin_DepletedRelativeto_OtherSubstrates
0.004243714 Gentamycin_DepletedRelativeto_OtherSubstrates
0018571349 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria .
No_taxenomic_ annotation_available
Bacterla  Bacterol
No.tasanomieanmotation avalble

0027247302 Gentamycin_ X
0,002290551 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria

Bacterla  Firmicutes Bacill  Bacilales  Bacillaceae

0016431957 Gentamycin_
0019436266 Gentamycin_DepletedRelativeto_OtherSubstrates
0.049029077 Gentamycin_DepletedRelativeto_OtherSubstrates
0,04450828 Gentamycin_DepletedRelativeto_OtherSubstrates.
00uTS74Z3 Gentamcin DepetedRelatiet. Othersustates

bstrates

0038717365 Gentamycin_DepletedRelativeto_OtherSubstrates
0010845508 Gentamycin_DepletedRelativeto_Othersubstrates
0034458025 Gentamycin_DepletedRelativeto_OtherSubstrates
0008188889 Gentamycin_DepletedRelativeto_OtherSubstrates
0011380688 Gentamycin_DepletedRelativeto_Othersubstrates

acteria
No.taxcnomic_annotation_avallable
No_taxonomic_annotation_avalable
No_taxonomic_annotation_avalable.
No ssonrc._anotaion_svalaie

Nu taxonomic_annotation_avalable
Uniref
Bacteria  Actinobacter

Bacteroidetes bacterium

bacterium URHD0OSS

No_taxonomic_annotation_avalable.
Bacterla  Chloroflext

thermophilus

Sphaerobact
No_taxonomic_annotation_avalable.

0030883838 Gentamycin_
0037828202 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria .
No.taxenomic_ annotation_avallable

0048550004 Gentamycin_ X
0.007478401 Gentamycin_DepletedRelativeto_OtherSubstrates
0018359488 Gentamycin_DepletedRelativeto_OtherSubstrates

teria 3
No_taronomic ammotaton_avalable
No_taxonomic_annotation_avalable.

0035918362 Gentamycin_
0016852886 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria 3
No_taonomic ammotaton_avalable

0037589289 Gentamycin_DepletedRelativeto_Othersubstrates No_t
0.0003 A

06 Gentamycin_{ X
0042107319 Gentamycin_DepletedRelativeto_Othersubstrates
0022326608 Gentamycin_DepletedRelativeto_OtherSubstrates

No_taxonomic_annotation_avalable.
chaca

0027566638 Genlamv:\n

e
Bacteria
No_taxonomic_annotation_available.

X Bacteria P

Thaumarchacota archacon

047407994 Gentamy
0007680669 Gantamin_DepletedielotietOthersstates
0.004625643 Gentamycin_DepletedRelativeto_OtherSubstrates
0046330801 Gentamycin_DepletedRelativeto_OtherSubstrates
0017430456 Gentamycin_DepletedRelativeto_OtherSubstrates
0.049488505 Gentamycin_DepletedRelativeto_OtherSubstrates
0021469822 Gentamycin_DepletedRelativeto_OtherSubstrates
0.044297071 Gentamycin_DepletedRelativeto_OtherSubstrates
0025389389 Gentamycin_DepletedRelativeto_OtherSubstrates
0044181568 Gentamycin_DepletedRelativeto_OtherSubstrates

teria P
No_taxonomic_annotation_avalable.

No_taxonomic_annotation_available
No_taxonomic_annotation_avalable

compost metagenome

0033161151 Gentamycin_DepletedRelativeto_OtherSubstrates
0048775336 Gentamycin_| X

0030131004 Gentamycin_DepletedRelativeto_OtherSubstrates
0018922734 Gentamycin_DepletedRelativeto_OtherSubstrates
0040991019 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria 3
No_tonomic annotaton_svalable
No_taxonomic_annotation_avllable.
No_taxonomic_annotation_avalable.

0047016803 Gentamycin_
0032206648 Gentamycin_DepletedRelativeto_OtherSubstrates

0011128371 Gentamycin_
0016136531 Gentamycin_DepletedRelativeto_OtherSubstrates
0.009927912 Gentamycin_DepletedRelativeto_Othersubstrates

0036891928 Gentamycin_
0.0

6871134 Gentamycin |

0031451101 Gentamycin_

0,00475314 Gentamycin_t
0031636402 Gentamycin_DepletedRelativeto_Othersubstrates

0043091607 Gentamycin_ X
0022309117 Gentamycin_DepletedRelativeto_OtherSubstrates

0010167181 Gentamycin__

0024071024 Gentamycin
omscazzen Gentamycin_DepletedRelativeto_OtherSubstrates
042895

Gentamyein
sorszers Gentamycin_DepletedRelativeto_OtherSubstrates

0003310273 Gentamycin_| X
0038566865 Gentamycin_DepletedRelativeto_OtherSubstrates

acteria koreensis
No_taxonomic_annotation_avalable.
Bacteria prot
No_taxonomic_annotation_available.
No_taxonomic_annotation_available.
X eria prot
X Bacteria
X Bacteria prot
acteria .
No.taxenomic_ annotation_avaiable
No_taonomic ammotaton_avalable
X teria prot
Bacteria .
No.taxenomic_ annotation_avallable
acteria 3 p. NFACCS0-1
No_taonomic ammotaton_avalable
teria
No.taxcnomic_annotation_avalable
X acteria
X X Bacteria prot

0034577104 Gentamycin_DepletedRelativeto_OtherSubstrates
0028482561 Gentamycin_DepletedRelativeto_OtherSubstrates

eria prot
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_avalable.

0043864993 Gentamycin_

teria prot

0044757423 Gentamycin_ X
0.04625371 Gentamycin_DepletedRelativeto_OtherSubstrates.
0008997553 Genumvun DepletedRelativeto_OtherSubstrates.

teria P
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_available

0027566638 Gentam,
0041989554 Gantamin_DepletedielotietOthersubtates
003196527 Gentamycin_DepletedRelativeto_OtherSubstrates

teria prot
No_taxonomic_annotation_avallable.
No_taxonomic_annotation_avlable.

0032672662 Gentamycin_
0031627099 Gentamycin_DepletedRelativeto_OtherSubstrates
0017231847 Gentamycin_DepletedRelativeto_Othersubstrates

Bacteria 3
No_taonomic ammotaton_avallable
No_taxonomic_annotation_avalable.

0034623943 Gentamycin_ X
0047891007 Gentamycin_DepletedRelativeto_OtherSubstrates
0.001009533 Gentamycin_DepletedRelativeto_Othersubstrates

acteria 3
No_taonomic ammotaton_avalable
No_taxonomic_annotation_avalable.

0002225164 Gentamycin_
ConmasEaLe Smtamyir DepletedRelativeto_OtherSubstrates.

entamycin_ X
nowtssest Genlamv:\n DepletedRelativeto_OtherSubstrates.

0044611072 Gentamy
0046217298 Gema"\vcm DepletedRelativeto_OtherSubstrates

0009427431 Gentarm,

acteria .
No.taxenomic_ annotation_avallable
acteria 3
No_taonomic ammotaton_avalable
teria
No.taxcnomic_annotation_avalable
X acteria
X Bacteria prot

compost metagenome

065506 Gentamycin

0035
0037277792 Gentamycin_
0044705817 Gem:mvcm DepletedRelativeto_OtherSubstrates.

eria prot
No_taxonomic_annotation_available.

0033202221 Gent:
715220 Gentamycin_Depltedielatveto.OtherSubtrates

teria prot
No_taxonomic_annotation_avallable.

No_taxonomic_annotation_avalable
No_taxonomic_annotation_avlable.

compost metagenome

0031124948 Gentamycin_DepletedRelativeto_OtherSubstrates

X eria prot
teria P
No_taxonomic_annotation_avalable.

Bacteria .

0044757423 Gentamycin_
0.033650517 Gentamycin_DepletedRelativeto_OtherSubstrates
Gentamycin_DepletedRelativeto_OtherSubstrates
0029545774 Gentamycin_DepletedRelativeto_OtherSubstrates

No.taxenomic_ annotation_available
No_taxonomic_annotation_available
No_taxonomic_annotation_avalable

0045839957 Gentamycin_

0026391745 Gentamycin_
0029715072 Gentamycin_DepletedRelativeto_OtherSubstrates

X Bacteria prot
Bacteria .
No.taxenomic_ annotation_avallable

teria

0031143892 Gentamycin_

0015035626 Gentamycin_
002886148 Gentamycin_DepletedRelativeto_OtherSubstrates.
0040030534 Gentamycin_DepletedRelativeto_OtherSubstrates

teria prot
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_avalable.



8468310
460866_4

2024363

No roles mapped out of 0 KOs
Transport and binding proteins
Carbohydrate metabolism

Regulatory functions.

Glycan biosynthesis and metabolism
Unknown functi

Transiation

Nucleic acid metabolism

Carbohydrate metabolism

Nucleic acid metabolism

Amino acid metabol

Transport and binding proteins
Transport and binding proteins

No roles mapped out of 1 KOs

Transport and binding proteins

Defense and invasion systems

Cell structure, growth, and death

Amino acid metabolism

Prosthetic groups, cofactors, and carriers
Nucleic acid metabolis

Metabolism of other amino acids and amines
No roles mapped out of 0 KOs
Intracellular rafficking, assembly, and processing
Carbohydrate metabolism

cell motilty and adherance

No roles mapped out of 0 KOs

No roles mapped out of 1 KOs

Cell motility and adherance
Carbohydrate metabolism

Transcript

Transport and binding proteins
Transport and binding proteins
Transport and binding proteins

No roles mapped out of 0 KOs

‘Amino acids, peptides and amines

jons
Peptidoglycan metabolism
eral
R and 1R base modification
D replication, recombination, and repair
Pyruvate metabolism
Purine metabolism
Lysine degradation
Amino acids, peptides and ami

Sensor protein Zras.

Phosphoenolpyruvate carboxylase

UDP-N-acetyimuramoyi-tripeptide--D-alanyi-D-alanir

Alpha-2-macroglobulin family protein

Ribosomal RNA large subunit methylransferase F

ATP-dependent helicase, putative

Phosphoenolpyruvate carboxylase (Fragment)
phosphalinase, (P)ppGpp synthetase | / Gua

\yi-Coh dehydrogenase
region of ABC-type glycine betaine

Unknown substrate

Porins and secreting
Detorification and inactivation

Cell divsion

Phenylalanine, tyrosine and tryptophan biosynthesis
Thiamine metabolism

Pyrimidine metabolism

D-Alanine metabolism

Chaperone and folding catalysis
Starch and sucrose metabolism
Surface structures and assembly platforms.

Flagella complex and associated proteins
Pentose phosphate pathway
Transcription factors

Cations and iron carrying compounds
Gationsand ron caring compounds

Multidrug ABC transporter ATP-binding protein
Sigma-54 dependent transcriptional regulator

me
Antioidant, AhpC/TSA family

Chromosome partition protein Sme.

Cytidylate kinase.
Hydroxymethylpyrimicine/phosphomethylpyrimidine.
Thymidylate synthase

Cell diision protein FtsQ

Pimeloyl-ACP methyl ester carboxylesterase

Heat shock protein 15

NTE family protein RssA
FliK

6-phosphogluconate dehydrogenase, decarboxylating
Regulator of nucleoside diphosphate kinase

Zinc transporter

ABC transporter domain-containing protein

Amino acids,

Amino acid metabolism
Regulatory functions.

Energy metabolism

Transport and binding proteins

‘Amino acid metabolis

No roles mapped out of 1 KOs

Energy metabolism

Terpenoids and polyketides metabolism
Signal transduction

No roles mapped out of 0 KOs
Translation

Terpenoids and polyketides metabolism
Carbohydrate metabolism

Regulatory functions.

Transport and binding proteins

Signal transduction

Energy metabolism

Energy metabolism

Transport and binding proteins

No roles mapped out of 0 KOs
Translation

Nucleic acid metabolism

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

metabolism

port protein
circularly permuted type 2 ATP-grasp protein
Liid A deacylase

Protein interactions
Oxidative phosphorylation
Amino acids, peptides and amines

Bifunctional uridylyltransferaseuridylyl-removing en:
NADH-quinone oxidoreductase subunit G
OpuAC domain-containing proteln

Phenyialanine, tyrosine and tryptophan biosynthesis
Sulfur metabolism
Terpenoid backbone biosynthesis

Translation factors
Terpenogbacktone esyrvess
and sucrose metabolism
el teacins
s and secretin
Taxis
Electron transport
Oxidative phosphorylation
Amino acids, peptides and amines

Ribosomal proteins: synthesis and modification
Purine metabolism

Glycolysis / Gluconeogenesis
Carbohydrates, organic alcohols, and acids

Amino acids, peptides and

Signal transduction histidine kinase
Thiosulfate sulfurtransferase, rhodanese
Ditrans,polycis-undecaprenyi-diphosphate synthase ({
Chemotaxis protein
Uncharacterized protein
Ribosome-recycling factor
-hydroxy-3-methylbut-2-en-1-y! diphosphate synthas
Alpha-1,4-glucan:maltose-1-phosphate maltosyitrans
Acetlactatesythse 3 reulstory ubunt

b-brl domain-containing protein
G domin containing protein
Cytochrome c domain-containing protein
Fumarate reductase flavoprotein subunit
SBP_bac_S domain-containing protein
SusC/RagA family TonB-linked outer membrane prot
305 ribosomal protein 11

oht
Uncharacterized protein
Quinoprotein ethanol dehydrogenase ExaA

Ugph
pothetcl protin

Beta-lactamase dmam—wmzmmg protein

3158883265
3172863804

eniaseons

0.02260184 Gentamycin_DepletedRelativeto_OtherSubstrates.
0,02911308 Gentamycin_DepletedRelativeto_OtherSubstrates.
0029218807 Gentamycin_DepletedRelativeto_OtherSubstrates
0033211298 Gentamycin_DepletedRelativeto_OtherSubstrates

No_taxonomic_annotation_avallable

No_taxonomic_annotation_avalable.

002793946 Gentamycin

0,04625371 Gentamyein X
0025528055 Genumvmn»Dep\e!edRe\anuelo_nlhevsubslvales

003200713 Gent

acteria
teria 3

No_taonomic ammotaton_avalable
X teria prot
acteria 3

0028433545 Gentamyn,
caszmmuy Gentamycin_DepletedRelativeto_OtherSubstrates
23438462 Gentamycin. DeletedRelatheto Ottersttaes

No.taxenomic_ annotation_avallable
No_taxonomic_annotation_avalable

Somsantr Gentamyei
0039717233 szamvcm \_DepletedRelativeto_OtherSubstrates.

acteria

No.taxenomic_annotation_available

0038763754 Gentam,
0.020275468 Gentamyn_DepetedRelativeto_OthrSubstates

0.044464603 Gentamycin_DepletedRelativeto_Othersubstrates
0018540711 Gentamycin_DepletedRelativeto_OtherSubstrates
0015834056 Gentamycin_DepletedRelativeto_OtherSubstrates

Bacteria
Bacteria

P

No_taxonomic_annotation_available.
No_taxonomic_annotation_avallable
No_taxonomic_annotation_avalable.

0016538609 Gentamycin_
003524002 Gertamyin. DepletedRelativeto_OtherSubstrates.
0020025281 Gentamycin_DepletedRelativeto_Othersubstrates

teria

P
No_taxonomic_annotation_avallable.
No_taxonomic_annotation_available.

a5zt Gemtamein

teria

P

Bacteria

P

0031627099 Gentamycin_DepletedRelativeto_Othersubstrates
000015339 Gentamycin_DepletedRelativeto_OtherSubstrates
0025178194 Gentamycin_DepletedRelativeto_OtherSubstrates

teria

prot
No_taxonomic_annotation_avallable.

Not_in_U

No_taxonomic_annotation_available.

0022239915 Gentamycin_
0010694345 Gentamycin_DepletedRelativeto_OtherSubstrates

0010130049 Gentamycin
o1

0010531811 Gentamycin_DepletedRelativeto_Othersubstrates

0017072316 Gentamycin_|

pr1s3

0027322638 Gentamycin_

0.000215509 Gentamycin_
0.009425804 Gentamycin_DepletedRelativeto_Othersubstrates
0011619785 Gentamycin_DepletedRelativeto_OtherSubstrates

Deltaproteobacteria bacterium 13_1_40CM_

001957333 Gentamyci
0.007754¢

0023438462 Gentamycin_

0011510232 Gentamycin_|
0005202721 Gentamycin_DepletedRelativeto_Othersubstrates

0017431892 Gentamycin_

0003818584 Gentamycin_| X
0.0071338 Gentamycin_DepletedRelativeto_OtherSubstrates
00071338 Genumvmn DepletedRelativeto_OtherSubstrates.

0012036917 Gentamy

2
0016450291 Gantomein_Depletedielotit.Othersubstates

Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL 62_13

0034293117 Gentamycin_|

001048511 Gentamyein _t

0026191942 Gentamycin_
o00g3e15ET Getamcn DepletedRelativeto_OtherSubstrates.

oomisnn Gentamycin_DepletedRelativeto_OtherSubstrates

' Rkectaria baceriom

acteria .
No.taxenomic_ annotation_available
X X Bacteria prou
teria prot
No_taxonomic_annotation_avallable.
X teria P
X Bacteria prot
Bacteria
No_taxonomic_annotation_available.
No_taxonomic_annotation_avalable.
X X acteria prot
7 Gentamycin_DepletedRelativeto_OtherSubstrates Bacteria  Proteobacteria
X acteria prot
Bacteria
No.taxanomic_annotation_avallble
X teria prou
teria
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_available
cteria prot
Bacteria
X cteria P
X Bacteria prot
cteria
Bacteria  Actnobacter Actincbactr Steptospora Thermomon Actinoorall Actinacorala herbi
18605 Gentamycin_DepletedRelativeto_OtherSubstrates Bacteria  Candidatus Rokubacteria
Bacterla  Bacteroidetes. Sactoradotes backriom
cter

0032206648 Gentamycin_
0049421335 Gentamycin_DepletedRelativeto_ bersbsines
0.005392652 Gentamycin_DepletedRelativeto_OtherSubstrates

0024384955 Gentamycin_DepletedRelativeto_OtherSubstrates

No_taxonomic_annotation_avalable.
inobacter Actinobacter Corynebacter Corynebacter Corynebacter Corynebacterium jeikeium
No_taxonomic_annotation_avalable.
No_taxonomic_annotation_avallable.

Qoastazors Getamcn.
002448094 Gentamycin_DepletedRelativeto_OtherSubstrates
feciasce Gentamycin_DepletedRelativeto_OtherSubstrates

No_taxonomic_annotation_avalable.

Bacteria

Chioroflex

Chloroflex bacterium 54-19



