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characteristics, a series of phenotypic tests were performed, including Biolog wanjuense Chryseo. o0 1 '32 1'11 1 '05 1A3

Genlll plates, APl ZYM and 20NE galleries, fatty acid methyl ester, polar lipid sp. CF314 P < 358 7 33 & carotenoid
and pigment analysis. Because strain CF314 clustered most closely with 5 171 50 wod/ 10 - . -

C.hispalense, the C.hispalense genome was sequenced for comparative . 448 2149 232 6.8 & flexirubin
genomic studies instead of performing DNA-DNA hybridization. e = 17:0is0 0.85 0.61 0.5 119 -
Chryseobacterium sp. CF314 is a gram negative, yellow pigmented rod. It Chryseo. Chryseo. 16:0is0 30H 0.52 0.68 1 037

grows in the temperature range 20-37C, pH range 5.0-9.0, and 1% NaCl. The hispalensq _ daecheongense 16:0 30H 137

major fatty acids present are 15:0 iso, 17:0 iso 30H, and 16:106c/16:1m7c. - 17:0is0 30H 23.79 8.55 19.37 7.49

The average amino acid identity (AAIl) between strain CF314 and C.
hispalense was 80.1%, well below the 95% species threshold. Based on
phenotypic and genomic uniqueness, Chryseobacterium. sp CF314 merits
description as a novel species. The name Chryseobacterium populense sp.
nov. will be proposed.
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greater than 1% of total are listed.
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