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1. Nicotine degradation pathway of 
Paenarthrobacter nicotiovorans

2. Sequencing and assembly
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pAO1 catabolic megaplasmid encoding 
the nicotine pathway

The Nicotine-Blue (NB) metabolite 
accumulating in the growth medium

Interplay between plasmidal genes and chromosomal 
genes not known – final genome not yet available

6-hydroxy-L-nicotine
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Improves memory .... 

... And reduces anxiety like 
behavior in zebra-fish
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1. gDNA isolation –DNeasy UltraClean Microbial Kit, Qiagen 

2. Sequencing – Illumina Platform, Paired-end, TrueSeq PCR Free (350)

1, 2, 3 - Isolated P.  nicotinovorans gDNA 
1% agarose gel, 30min running at 100V, 0.5ul of DNA loaded

3. Data analysis
Raw data quality check – fastQC v. 0.11.9

Trimming, clipping and filtering - fastp

Assembly – SPAdes v. 3.14.1

Assessment of genome assembly and 
summary statistics  – CheckM 1.1.3 and 

QUAST v. 5.0.2

Annotation   – NCBI PGAP and RAST
SUBID: SUB8914002
BioProject: PRJNA693273

BioSample: SAMN17383832
Accession:JAESVM000000000 

Summary statistics of the draft genome 

GC 0,6315601 GC (%) 63,16

GC std 0,0142442 - -

Genome size 4442858 Total length 4442858

# ambiguous bases 0 # N's per 100 kbp 0

# contigs 43 # contigs 43

Longest contig 905946 Largest contig 905946

Mean contig length 103322,28

N50 (contigs) 238729 N50 238729

- - N75 119844

- - L50 6

- - L75 13

Coding density 0,9053294 # predicted genes (unique) 4125

Translation table 11 # contigs (>= 0 bp) 43

# predicted genes 4139 # contigs (>= 1000 bp) 43

Completeness 99,707602 # contigs (>= 5000 bp) 36

Contamination 0 # contigs (>= 10000 bp) 35

- - # contigs (>= 25000 bp) 27

- - # contigs (>= 50000 bp) 22

- - Total length (>= 1000 bp) 4442858

- - Total length (>= 5000 bp) 4429723

- - Total length (>= 10000 bp) 4419943

- - Total length (>= 25000 bp) 4274365

- - Total length (>= 50000 bp) 4106955
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4. Conclusion
The draft genome of Paenarthrobacter nicotinovorans was successfully assembled and annotated. It consists of 43 contigs totaling 4,4 Mbp. One contigs was was 
identified as pAO1 megaplasmid, but aligment with the corespondig genebank sequence shows 165205/165225(99%) identity and 17/165225 gaps.     
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