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Research Summary

The study was focused on the bacterium Ochrobactrum intermedium 2745-2

Phylogenetic characteristics & Genome properties & Comparative genomic analysis
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Innovation points

Crude oil degradation related proteins are coded in the genome of strain 2745-2

P450

2-polyprenylphenol hydroxylase

N-acyl-L-homoserine lactone synthase phosphomannomutase

alkaline phosphatase

dTDP-glucose 4, 6-dehydratase

U
alcohol dehydrogenase glycosyl transferase
3 v 0
acyl transferase rhamnosyltransferase
2-haloalkanoic acid dehalogenase alkane 1-monooxygenase
glucose-1-phosphate thymidylyltransferase dTDP-4-dehydrorhamnose 3,5-epimerase

dTDP-4-Dehydrorhamnose reductase




Innovation points

Pathogen potential of strain 2745-2
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