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Ha3BaHue reHa aHHoTauuA B8 NCBI Ne nokyca B reHome Ac-2784D TMYHOCTM  MeTabosIMYecKoro nyTu < ':t g
ketoadipate pathway Paper: New insights into the genome of Rhodococcus ruber strain Chol-4
catR IcIR family transcriptional regulator RHA1_RS11600 11G86_03090 °73,6% transcriptional regulator CatR
catA catechol 1,2-dioxygenase RHA1_RS11595 11G86_03095 593,2% catechol 1,2 dioyxigenase
catB chloromuconate cycloisomerase RHA1_RS11590 11G86_03100 "84,5% muconate cycloisomerase
catC muconolactone Delta-isomerase RHA1_RS11585 11G86_03105 77781,7% mucolactone isomerase
pcal CoA transferase subunit B RHA1_RS06455 11G86_03820 78,6% succinyl-CoA:3-ketoacid-coenzyme A transferase subunit|
peal CoA transferase subunit A RHA1_RS06460 11G86_03815 U81,1% succinyl-CoA:3-ketoacid-coenzyme A transferase subunit|
pcaH protocatechuate 3,4-dioxygenase subunit bet RHA1_RS06465 11G86_03810 "°73,4% protocatechuate 3,4-dioxygenase B chain
pcaG protocatechuate 3,4-dioxygenase subunit alp RHA1_RS06470 11G86_03805 62,8% protocatechuate 3,4-dioxygenase a chain
pcaB 3-carboxy-cis,cis-muconate cycloisomerase  RHA1_RS06475 11G86_03300 63,1% 3-carboxy-cis,cis-muconate cycloisomerase
pcal / pcaD 3-oxoadipate enol-lactonase RHA1_RS06480 11G86_03795 "63,6% 4-carboxymuconolactone decarboxylase
pcaR helix-turn-helix domain-containing protein ~ RHA1_RS06485 11G86_03790 """72,8% Pca regulon regulatory protein
pcaF acetyl-CoA C-acetyltransferase RHA1_RS06490 11G86_03785 82,4% P-ketoadipyl-CoA thiolase
phenylacetic acid pathway Paper: New insights into the genome of Rhodococcus ruber strain Chol-4
paaF phenylacetate--CoA ligase RHA1_RS13900 11G86_02515 787,7% phenylacetate-CoA ligase
paaK phenylacetate-CoA oxygenase/reductase sub RHA1_RS$13905 11G86_02510 o 80,7%
paal phenylacetate-CoA oxygenase subunit Paa)  RHA1_RS13910 11G86_02505 o 74,6%
paaC phenylacetate-CoA oxygenase subunit PaaC RHA1_R$13915 11G86_02500 7°780,3% 3-hydroxyl-butyryl-CoA dehydrogenase
paaB 1,2-phenylacetyl-CoA epoxidase subunit B RHA1_RS13920 11G86_02495 81,0% 2-cyclohexenylcarbonyl CoA isomerase; PaaE
paaA 1,2-phenylacetyl-CoA epoxidase subunit A RHA1_RS13925 11G86_02490 77789,7% enoyl-CoA hydratase
paal hydroxyphenylacetyl-CoA thioesterase Paal RHA1_RS$13960 11G86_02455 L 75,4%
2-hydroxypentandienoate pathway Paper: New insights into the genome of Rhodococcus ruber strain Chol-4
xylF alpha/beta fold hydrolase RHA1_RS28300 11G86_04500 71,6% 2-hydroxymuconic semialdehyde hydrolase
kstD FAD-binding protein RHA1_RS28305 11G86_25220 26,9%
hsaE 2-keto-4-pentenoate hydratase RHA1_RS28310 11G86_25210 065,0% 2-hydroxypentadienoate hydratase
hsaG acetaldehyde dehydrogenase (acetylating) ~ RHA1_RS28315 11G86_25205 575,0% acetaldehyde dehydrogenase, acetylating, it is found in g
hsaF 4-hydroxy-2-oxovalerate aldolase RHA1_RS28320 11G86_25200 99,6% 4-hydroxy-2-oxovalerate aldolase
hyd hydroxylase RHA1_RS28325 11G86_04505 85,2% hydroxylase
bphC biphenyl-2,3-diol 1,2-dioxygenase RHA1_RS28330 11G86_04510 85,2% 2,3-dihydroxybiphenyl 1,2-dioxygenase
Benzoate degradation Paper: New insights into the genome of Rhodococcus ruber strain Chol-4
red flavin reductase family protein RHA1_RS11625 11G86_03080 599,5% flavin reductase
pveC Pyoverdin chromophore biosynthetic protein RHA1_RS$11630 11G86_03075 789,1% pyoverdin chromophore biosynthetic protein
benR AraC family transcriptional regulator RHA1_RS11635 11G86_03085 B5,4% transcriptional regulator (AraC family)
cypX cytochrome P450 RHA1_RS11640 cytochrome P450 monooxygenase
cypY 2Fe-2S iron-sulfur cluster binding domain-cor RHA1_RS11645 putative phenol hydroxylase
benA benzoate 1,2-dioxygenase large subunit RHA1_RS11650 11G86_03070 7780,1% benzoate 1,2-dioxygenase a subunit
benB benzoate 1,2-dioxygenase small subunit RHA1_RS11655 11G86_03065 77785,7% benzoate 1,2-dioxygenase B subunit
benC FCD domain-containing protein RHA1_RS11660 11G86_03060 76,4% benzoate dioxygenase, ferredoxin reductase component,
benD 1,6-dihydroxycyclohexa-2,4-diene-1-carboxyl RHA1_RS11665 11G86_03055 76,9% 1,2-dihydroxycyclohexa-3,5-diene-1-carboxylate dehydre
benk aromatic acid/H+ symport family MFS transpi RHA1_RS11670 11G86_03050 79,5% benzoate MFS transporter
ben RHA1_RS11675 _ benzoate transport protein
luxR LuxR family transcriptional regulator RHA1_RS11685 11G86_03045 7°55,0% transcriptional regulator (luxR family) putative.
Alkane degradation Paper: Gene Cloning and Characterization of Multiple Alkane Hydroxylase Systems in Rhodococcus Strains Q15 and NRRL B-16531
alkB1 alkane 1-monooxygenase QIXAUO 11G86_25180 7°799,0% putative alkane-1-monooxygenase
rubAl rubredoxin Q9AE64 11G86_25175 794,0% rubredoxin 1
rubA2 rubredoxin Q9AE6E3 11G86_25170 7100,0% rubredoxin 2
rubB FAD-dependent oxidoreductase Q9AE62 11G86_25165 96,0% rubredoxin reductase

TetR/AcrR family transcriptional regulator ~ Q9AE61 11G86_25160 °799,0% putative regulator
Homogentisate pathway Paper: New insights into the genome of Rhodococcus ruber strain Chol-4
acs acyl-CoA synthetase RHA1_RS11255 11G86_04280 7782,1% acetoacetyl-CoA synthetase
ech enoyl-CoA hydratase RHA1_RS11265 11G86_04275 °75,9% enoyl-CoA hydratase
hmgB fumarylacetoacetase RHA1_RS11270 11G86_06455 7°83,2% fumarylacetoacetate hydrolase

hypothetical protein RHA1_RS11275 11G86_06460 51,6%
hmgA homogentisate 1,2-dioxygenase RHA1_RS11280 11G86_06465 7°790,0% homogentisate 1,2-dioxygenase
hmgR MarR family transcriptional regulator RHA1_RS11285 11G86_06470 74,9% transcriptional regulator (MarR family)

polyamine aminopropyltransferase RHA1_RS11290 11G86_04245 - 85,9%

DUF350 domain-containing protein RHA1_RS11295 11G86_04240 o 75,6%
Ip DUF4247 domain-containing protein RHA1_RS11300 11G86_04235 "67,7% uncharacterized protein Rv2599/MT2674 precursor; lipoj
leHbl cuHTE3a GrocypdakTaHToB

Paper: Trehalose and surfactant production related genes in R. erythropolis B7g.
otsA AWHO4_17695 11686_22750 “100,0% Trehalose-6-phosphate synthase 20
AWH04_11565 11G86_24465 ©100,0% 84 4 4 9 100

otsB lipid-transfer protein AWH04_27160 11G86_25385 [75°799,8% Trehalose-6-phosphate phosphatase 99
treY ABC transporter ATP-binding protein AWH04_06050 11G86_12665 75799,59% Maltooligosyl trehalose synthase
treZ AWHO04_13810 11G86_12580 777799,1% Maltooligosyl trehalose trehalohydrolase
Mycolate-cell wall layer assembly
fadD32 pirin family protein AWH04_24215 11G86_27750 [77799,5% Long-chain-fatty-acid--AMP ligase FadD32
Microbial Metabolism
pPpPsA sigma-70 family RNA polymerase sigma factor AWH04_04350 _ Phosphoenol pyruvate synthase
Siderophore production
htbABCDEFGHIIK AWH04_07095 11G86_14690 [7°799,0% NRPS Cluster for heterobactin production
Ectoine production
ectC PH domain-containing protein AWHO04_18605 11G86_11275 77100,0% Ectoine synthase 84 1 100 84 85 92 100 83 91 100 100 91 100
ehuA DUF917 domain-containing protein AWHO4_25730 11686_21860 1°99,3% Ectoine/hydroxiectoine ABC transporter 3¢ 9 99 a1 Bl s o =2 g6 o oo IERFSIEE o

ehuA flavin reductase family protein AWH04_29200 11G86_13385 [777100,0% Ectoine/hydroxiectoine ABC transporter g 100 100 100 91 79 8 91 99 80 92 99 100 92 91 82 100




