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Metabolic profiles of the annotated Arthrobacter genomes
- Arthrobacter sp. SJCon Arthrobacter AK-YN10
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Nic gene cluster consists of five modules

A. nicotinovorans pAO1
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Conclusions

Within the Arthrobacter genus, the nic gene cluster Is not singular
=AY to the pAOl megaplasmid. Three strains (Arthrobacter sp

S M2012083, Arthrobacter AK YN10, Arthrobacter sp. SJCon) have
been identified here as containing the nic gene cluster. A modular
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design for the nic gene cluster can be described, each module
coding for a step In the nicotine catabolic pathway. Arthrobacter
AK YN10 can degrade nicotine, but the catabolic pathway might
be slightly different compared to the pAO1l encoded pathway.
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