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CP1294651:55533-55844 Rhodococcus sp. M8-35 plasmid unnamed1

AY1411301:1312-1623 Nocardia sp. JBRs nitrile hydratase beta subunit and nitrile hydratase alpha subunit genes complete cds

AY6543011:4219-4530 Rhodococcus rhodochrous nitrile hydratase regulator 1 (nhmC) nitrile hydratase regulator 2 (nhmD) nitrile hydratase beta subunit (nhmB) nitrile hydratase alpha subunit (nhmA) and nitrile hydratase activator (nhmG) genes complete cds

LC3856491:c795-484 Rhodococcus aetherivorans VKPM AC-2063 ncoR nhmG nhmA nhmB nhmD nhmC nhmT genes partial and complete cds

D670271:5942-6253 Rhodococcus rhodochrous J1 regulator genes for high-molecular-mass nitrile hydratase complete cds

CP0965841:38907-39218 Rhodococcus pyridinivorans strain PE41 plasmid pPE111 complete sequence

CP1293361:2975-3286 Rhodococcus sp. M
8-33 plasmid unnamed1
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CP1361371:c1523049-1522741 Gordonia hydrophobica strain 1610/1b chrom
osom

e

CP1294661:c2366704-2366372 MAG: Gammaproteobacteria bacterium isolate cMAG.30 chromosome complete genome

OY7627181:213414-213734 MAG: Dehalococcoidia bacterium isolate 557c96e6-7d8d-4d87-ac40-868fa156ef41 genome assembly chromosome: 4

OY7626331:c195629-195327 MAG: Dehalococcoidia bacterium isolate 17254eae-7cb3-4ac9-839e-465292e2b3d4 genome assembly chromosome: 1

CP0601311:539060-539344 Pseudonocardia petroleophila strain CGMCC 4.1532 chromosome complete genome

CP0601311:4507575-4507877 Pseudonocardia petroleophila strain CGMCC 4.1532 chromosome complete genome

CP0109891:1373304-1373567 Pseudonocardia sp. EC080625-04 complete genome

CP0121811:2943110-2943373 Pseudonocardia sp. EC080610-09 complete genome

CP0121841:4658143-4658406 Pseudonocardia sp. E
C080619-01 complete genome
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