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acter strains
(Arthrobacter
lorop henolzcus A6
- 17 (GI NC 014550),
Sy e3 (GI:NC_015145),
51a (GI:NC 018531) by using the
JVE v.2.1.3. For each draft genome, the
gs was further uploaded to the RAST server
ion. The final genomes were further aligned
'BLAST and BRIG. The Arthrobacter sp. AK-YN10
<ind gift from Dr. Atya Kapley (National Environmental
ng Research Institute, CSIR-NEERI, Nagpur, India) and was
n on 01tratel medium supplemented or not with nicotine. Nicotine
es1stanee was assayed using the broth microdilution method. The
1 0t1ne concentration in the medium was falowed by HPLC of a
dual- pump system equipped with a DAD deteetor and a
Cl8ec column. An 1socratic elution was employed using

a flc :I ¢ of 1 ml/min.
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Metabolic profiles of the annotated Arthrobacter genomes
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ic-gene cluster consists of five modules
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onclusions

Within the Arthrobacter genus, the nic-gene cluster 1s not singular to the
= pAO1 megaplasmid. Three strains (Arthrobacter sp. M2012083, Arthrobacter
AR AK-YNI10, Arthrobacter sp. SICon) have been identified here as containing

the nic-gene cluster. A modular design for the nic-gene cluster can be
described, each module coding for a step 1n the nicotine catabolic pathway.
Arthrobacter AK-YN10 can degrade nicotine, but the catabolic pathway
might be slightly different compared to the pAO1 encoded pathway.
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