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Pseudoalteromonas sp. meg-B1 belonging to Gammaproteobacteria 

was isolated from marine sediment in Jeju island. Here, we 

report the draft genome sequence of strain meg-B1 with a size 

of approximately 4.15 Mbp and a mean G + C content of 

41.2%. The draft genome included 3,606 coding sequences, 

and 9 ribosomal RNA and 94 transfer RNA genes. In the draft 

genome, genes (e.g. choline dehydrogenase) involved in the 

accumulation of compatible solutes required for survival in 

marine environments have been identified. 
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The genus Pseudoalteromonas was first reported by Gauthier 

et al. (1995) which was classified into a member of the 

Gammaproteobacteria. To date, there are validated 53 species 

isolated mostly from marine environment (http://www.bacterio.net/ 

pseudoalteromonas.html). The genus Pseudoalteromonas has 

been identified as ubiquitous marine bacterium and chemohe-

terotrophic metabolism. They are Gram-stain negative, aerobic 

or facultative anaerobic, rod-shaped. Also, they need sodium 

ion for growth, and possess ubiquinone-8 (Q-8) as respiratory 

quinone (Ivanova et al., 2014). Here, we describe the draft 

genome sequence and annotation of Pseudoalteromonas sp. 

meg-B1 isolated from marine sediment in Jeju island, the 

Republic of Korea. 

Strain meg-B1 was cultured in 50 marine broth (Difco) 

medium at 30°C in the incubator shaker at 200 rpm. The 

extraction of genomic DNA (gDNA) was conducted according 

to the manufacturer’s instructions by a commercial DNA 

extraction kit (GeneAll Biotechnology. Co. Ltd.). The con-

centration and purity of the DNA was determined by a DS-11+ 

spectrophotometer (DeNovix Inc.). An Illumina Miseq sequencer 

(Illumina) was used to conduct the whole-genome shotgun 

sequencing. A reads passed filtering a total of 3.42 Gb (ca. 

710X in depth) in sequenced reads used into scaffold assembly. 

The trimming of the resulting nucleotide sequences and assem-

bling de novo were accomplished by SPAdes (v.3.11.1) (Bankevich 

et al., 2012). Finally, 13 scaffolds were obtained in this study. 

To estimate genome completeness and quality, we used checkM 

(Parks et al., 2015). The resulting assembled sequences were 

annotated by NCBI Prokaryotic Genome Annotation Pipeline 

with GeneMarkS + version 4.5, using the best-placed reference 

protein method (Angiuoli et al., 2008). The draft genome size 

of the strain meg-B1 is ca. 4.15 Mb with 41.2% G + C content. 

CheckM estimated genome completeness at 99.83% with 

0.51% contamination and no strain heterogeneity.
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Table 1. Pseudoalteromonas sp. meg-B1 genome assembly and its general 

features

Item Description

Genome Assembly Data

Assembly Method SPAdes v. 3.11.1

Genome Coverage 710X

Sequencing Technology Illumina MiSeq

Genome features

Size (Mbp) 4.15

GC content (%) 41.2

No. of total predicted genes 3,739

No. of total coding sequences 3,632

No. of coding sequences 3,606

rRNA (23S, 16S, 5S) 9 (3, 1, 5)

tRNA 94

The genome includes 3,632 coding sequences (CDSs), and 9 

ribosomal RNA and 94 transfer RNA genes (Table 1). Among 

them, 1,997 CDSs were matched in KEGG database (55.4% of 

total CDSs), in which most of them were affiliated into protein 

families: genetic information processing category. We found 

that various genes involved in hydrolytic extracellular enzymes 

(α-amylase, glucoamylase, chitinase, α- and β-glucosidase, 

protease, α-trehalase, alkaline phosphatase) were identified in 

the genome. Genes involved in assimilatory sulfate reduction 

(CysNSCHJI) were completely identified in the genome. 

Moreover, we found that genes (e.g. choline dehydrogenase) 

involved in the accumulation of compatible solutes required 

for survival in marine environments have been identified. On 

the other hand, the strain meg-B1 appeared to harbor genes 

responsible for 17 two-component regularity systems including 

EnvZ-OmpR (osmotic stress response). Unexpectedly, 10 ATP- 

binding cassette transporters were only identified in the genome, 

despite strain meg-B1 has been isolated under a heterotrophic 

condition. 

The strain meg-B1 contains further antibiotic resistance 

genes, including those for, AmpC type β-lactamase (class C), 

chloramphenicol (catA), virginiamycin (vat), cationic antimicrobial 

peptide (pgtE). Despite the genome was incomplete genome 

sequence, clustered regularly interspaced short palindromic repeat 

(CRISPR) finder (Grissa et al., 2007) found one questionable 

CRISPR sequence (224 in length) in the genome. Unexpectedly, 

one intact prophage regions were identified by PHAST (Zhou 

et al., 2011), in which 46 CDSs were observed within the length 

of 42.1 kb. The percentage of GC of the region was 44.0%.

Accession number

The whole genome shotgun project of the strain meg-B1 (= 

KCCM 43285) has been deposited at DDBJ/ENA/GenBank 

under the accession QGQU00000000. The version described in 

this paper is version QGQU01000000.

적  요

Gammaproteobacteria에 속하는 Pseudoalteromonas sp. 

meg-B1을 제주도 해양 퇴적물로부터 분리하였다. 본 연구에

서는 대략 4.15 Mb의 크기와 41.2%의 평균 G + C 함량을 가진 

meg-B1 균주의 완전한 유전체를 보고한다. 유전체는 3,606

개의 코딩 서열, 9개의 리보솜 RNA 및 94개의 전사 RNA 유전

자가 존재하며, 한 개의 완전한 프로파지 영역이 발견되었다. 

본 유전체는 해양환경에서 생존하기 위한 삼투화합성 용질 

합성과 관련된 유전자(예, choline dehydrogenase)들이 확인

되었다. 
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