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Here, we present the draft genome sequences of a zeaxanthin-producing flavobacterium, Algibacter lectus strains SS8 and
NR4, isolated from coastal sediment and rock surfaces in Hakodate, Japan, respectively. This genomic information repre-
sents the first Algibacter genome sequences, which will help us to elucidate the biology and evolution of Flavobacteriaceae
bacteria.
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Flavobacteriaceae is a group of bacteria containing a diverse
array of Gram-negative, aerobic, nonmotile, pigmented

bacteria that show yellow to orange colonies (1) and includes
�114 genera (see http://www.bacterio.net/). One genus, Al-
gibacter, was proposed in 2004 for gliding, orange-pigmented, fac-
ultatively anaerobic heterotrophs and currently consists of 10 spe-
cies (2–4). Algibacter lectus is the type species of the genus
Algibacter and in the proposal of the genus and species that pro-
duce orange nondiffusible pigments (2). We recently isolated the
yellow agarolytic A. lectus strains SS8 and NR4. Strain SS8 pro-
duced zeaxanthin, which occupied up to 97% of the total carote-
noids. However, as the genome structures of the strains have never
been reported until now, the genomic plasticities of the A. lectus
strains are still presently unknown.

The genome sequences of A. lectus strains SS8 and NR4 were
sequenced with the Ion PGM system (Life Technologies, Carls-
bad, CA). The genome sequences were de novo assembled using
Newbler version 2.8. The annotation and genome analysis were
performed by Rapid Annotations using Subsystems Technol-
ogy (RAST) (5). The sizes of the draft genome of A. lectus
strains SS8 and NR4 are 4,692,319 bp and 4,815,979 bp, com-
prising 56 and 72 contigs, respectively. Both have G�C con-
tents of 33.3%. The redundancies are 18 and 17, and the N50 contig
lengths are 194,285 bp and 205,911 bp, respectively. The numbers
of putative coding sequences (CDSs) are 4,609 and 5,640, the
numbers of rRNA sequences are 3 and 2, and the numbers of
tRNA sequences are 38 and 37, respectively. Both strains possess a
carotenoid biosynthesis gene cluster (encoding phytoene dehy-
drogenase, phytoene synthase, and �-carotene hydroxylase), as is
the case with other Flavobacteriaceae bacteria. In addition, the
lycopene cyclase was located downstream of the gene cluster.
These genes are essential for zeaxanthin production (6). The
orange-pigmented colony was reported in the A. lectus type strain

(2). However, both A. lectus strains in this study formed yellow
colonies. It is interesting to compare the genome to phenotype
plasticity in carotenoid synthesis. This genome report will help
reveal this difference. Strains SS8 and NR4 have been deposited in
the Japan Collection of Microorganisms as JCM 19300 and JCM
19274.

Nucleotide sequence accession numbers. The genome data have
been deposited in DDBJ/EMBL/GenBank under the accession num-
bers BBNQ01000001 to BBNQ01000056 and BBNU01000001 to
BBNU01000072 for A. lectus strains SS8 and NR4, respectively.
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