Abstract
Chryseobacterium sp nov CF314 was isolated from the
rhizosphere of Populus deltoides growing alongside the Caney
Fork river and Yadkin river in Tennessee and North Carolina
and its genome was sequenced. An Eztaxon-e search of the
16S rRNA sequence yielded a 97.01% similarity to
Chryseobacterium daecheongense. A bacterium is a
potentially novel species when it has less that 98.5%
similarity to published species. C. sp CF314 will be compared
to closely related species to determine phenotypic
differences. The reference strains used are Chryseobacterium
daecheongense, Chryseobacterium wanjuense, and
Chryseobacterium hispalense. The name Chryseobacterium
populense will be proposed.
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Based on pairwise similarity and phylogenetic tree,

closest named species are

* Chryseobacterium hispalense
* Chryseobacterium wanjuense

* Chryseobacterium deacheongense
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Figure 2. R2A Plate photo

of C. sp.CF314 and
reference strains

Figure 6. Biolog Genlll Plate

*  While investigating Chryseobacterium genomes, the C. sp.
CF314 genome was recognized as different from named
species.

* To officially name a new species, it must be phenotypically
characterized and compared to closest relatives.
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Figure 1. Panel A. EzTaxon-e results with most similar 16S rRNA sequences.

Panel B. Phylogenetic Tree (NJ) of Chryseobacterium genus.
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Subsystems Identified by RAST Annotation of Genome (azi: et al., 2008)

Aminosugars (0)
Di- and oligosaccharides (20)

Maltose and Maltodextrin Utilization (7)

Trehalose Uptake and Utilization (3)

Lactose and Galactose Uptake and Utilization (8)

Panel A. Plate photo of BIOLOG results for CF314
Panel B. Detailed results of BIOLOG phenotypic tests
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D-ribose utilization (3)
Xylose utilization (12)

Deoxyribose and Deoxynucleoside Catabolism (7)
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L-Arabinose utilization (4)

D-Galacturonate and D-Glucuronate Utilization (26)

Resistance to antibiotics and toxic compounds (54)
Cobalt-zinc-cadmium resistance (22)

Multidrug Resistance, Tripartite Systems in Gram Negative Bacteria (5)

Streptothricin resistance (

1)

Resistance to fluoroquinolones (4)

Beta-lactamase (5)

Multidrug Resistance Efflux Pumps (9)
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Figure 3. Fatty Acid Methyl Ester Analysis - fatty acids comprising
greater than 1% of total are listed.
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Figure 4. Plates before (A) and after (B) flooding with KOH to test
for the production on flexirubin pigments.

Future Work
Finish testing and comparisons needed to publish C. populense.
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