Korean J. Malacol. 30(4): 429-431 2014
http://dx.doi.org/10.9710/kjm.2014.30.4.429

HI', OIEHSP®, &lolS°, oA, WEAf, siois®, elae,

W
>
o

ol
5
LA

3
I
02

o
ol
ol
ro

A=, ol24f
"= MEHE D KBS MO A|AEIS ) PEREHIE ) DHE ASEH
SHEMS D AFHUIS MESWSsh), ‘LA D S83ATRA, ()X HAIHIL
SHMUUEIn SHMADSHYS ASMHPDES 'LYMSTAY SN2

Mollusks Sequence Database: Version |l

Se Won kang', Hee Ju Hwang', So Young Park', Tae Hun Wang', Eun Bi Park', Tae Hee
Lee?, Ui Wook Hwang®, Jun-Sang Lee*, Hong Seog Park®, Yeon Soo Han®, Chae Eun
Lim’, Soonok Kim’ and Yong Seok Lee'

!Department of Life Science, Soonchunhyang University, Asan, Chungnam, 336-745 Korea.
Department of Architecture, Soonchunhyang University, Asan, Chungnam, 336-745 Korea.

Department of Biology Education, Teacher's College, Kyoungpook National University, Daegu 702-701, Korea.
?Institute of Environmental Research, Kangwon National University, Chuncheon, Gangwon 220-701, Korea.
Research Institute of GnC BIO Co., LTD., Daejeon 305-150, Korea.

SDivision of Plant Biotechnology, College of Agriculture and Life Sciences, Chonnam National University, Gwangju 500-757,
Korea.

7Biological and Genetic Resources Assessment Division, National Institute of Biological Resources, Inchon 404-708, Korea.

ABSTRACT

Since we reported a BLAST server for the mollusk in 2004, no work has reported the usability or modification of
the server. To improve its usability, the BLAST server for the mollusk has been updated as version Il
(http://www.malacol.or.kr/blast) in the present study. The database was constructed by using the Intel server
Platform ZSS130 dual Xeon 3.20 GHz CPU and Linux CentOS system and with NCBI WebBLAST package. We
downloaded the mollusk nucleotide, amino acid, EST, GSS and mitochondrial genome sequences which can be
opened through NCBI web BLAST and used them to build up the database. The updated database consists of
520,977 nucleotide sequences, 229,857 amino acid sequences, 586,498 EST sequences, 23,112 GSS and 565
mitochondrial genome sequences. Total database size is 1.2 GB. Furthermore, we have added repeat sequences,
Escherichia coli sequences and vector sequences to facilitate data validation. The newly updated BLAST server
for the mollusk will be useful for many malacological researchers as it will save time to identify and study various
molluscan genes.
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Table 1. Ongoing genome projects related with mollusks (https://gold.jgi-psf.org/)

Class Sequencing Centers

Nation

Biodiversity and Climate Research Centre (1)

Broad Institute (1)
DOE Joint Genome Institute (6)
Rutgers University (1)

Germany (1)

USA (9)

Gastropoda  Washington University in St. Louis ®
(16) University of Tartu, Institute of Molecular and Cell Biology (1) Estonia (1)
University of Nottingham (1) UK (1)
Beijing Genomics Institute (1) .
. L China (2)
Hong Kong Baptist University (1)
Queensland University of Technology (1) Australia (1)
Institute of Clinical Molecular Biology, Kiel (1) Germany (1)
DOE Joint Genome Institute (3)
Marine Biological Laboratory (2)
USA (7)
Ocean Genome Legacy (1)
Bivalvia University of New Hampshire (1)
(16) Marine Genomics Unit, Okinawa Institute of Science and Technology (2) Japan (2)
Beijing Genomics Institute (1) .
- ) China (3)
Ocean University of China (2)
Genoscope (1) France (1)
Deakin University (1) Australia (1)
Baylor College of Medicine (1) USA (2)
Ceph?;;) poda Rice University (1)
Yellow Sea Fisheries Research Institute (1) China (1)

o] 4 A|33}= BLAST (Basic Local Alignment Search
Tool) 7} 2 AH&s]o] A1 9t} (Altschul et al., 1990;
McGinnis and Madden, 2004). 3}A]%F NCBI |4 =23}
= dolgo]l s HY malzent F3lEe] 1] wiiel
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£ 20049150 F53 vl 9t} (Lee et al., 2004). 3}t
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(http://www.malacol.or.kr/blast).
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system) + Linux CentOS release 3.9 & A}8-3}%t} £
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Table 2. Status of Mollusks Sequence Database: Version Il
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2004 (Ver. I)

2014 (Ver. II) Rate of increase

Database Sequences Total Sequences Total Sequences Total

Letters Letters Letters

Nucleotide 64,851 38,014,072 520,977 739,594,084 803% 1,946%

Amino Acid 14,923 2,999,586 229,857 69,685,049 1,540% 2,323%

Mitochondrial Genome 17 272,450 565 9,690,106 3,324% 3,557%
Express Sequence Tags 586,498 380,518,782
Genome Survey Sequence 23,112 11,486,149
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