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Determination of causative agent of akoya oyster disease bK combination of
NGS-based shotgun metagenomic sequencing and DNA array technology.

Tomomasa, Matsuyama
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We attempted to determine the causative agent of akoya oyster disease by
combination of NGS-based metagenomics and DNA array technology.

Shotgun metagenomic sequences of hemolymph were obtained from diseased and healthy oyster. Common
sequences in diseased and healthy oyster were subtracted from the sequences from diseased oyster, and
remaining 76,542 sequences were analyzed by Blast homology search. A large portion of the sequence shows
homology to eubacteria, but sequences homologous to the animal virus was rare. Candidate sequences of
pathogen were narrowed to 1,890 by using DNA microarray that constructed from subtracted 76,542
sequences.



1994

162

DNA

13

G
50006
2 60
DNA
whole genome amplification Kit
(Sigma)
454 FLX lon PGM
Blast
DNA
DNA
76,542 5
38
DNA
DNA
Cy3 DNA
2
5
454 FLX
120 lon PGM
900
53

475 —



200bp
76,542
Blast 34,098
61% 23%
13% 3%
23%
186

Flavobacteriaceae Vibrionaceae
Alteromonadaceae Pseudomonadaceae
Enterobacteriaceae 5
45%
18

96.3%
Nitrosopumilaceae
Nitrosopumilaceae
Nitrosopumirus maritimus

Nitrosopumirus maritimus

91%

%
%
Megavirus,
Moumouvirus, mamavirus

DNA

1890

76,542
40
1890 Blast
855
58%
35.3% 2.9%
3.5%
Blast
DNA

Leptotrichiaceae, Natranaerobiaceae,
Acidaminococcaceae, Brachyspiraceae,
Desulfurobacteriaceae, Spiroplasmataceae,

Carnobacteriaceae, Spirochaetaceae

PCR
DNA

,2014

2014



@
MATSUYAMA, Tomomasa

20372021

@
NAKAYASU, Chihaya

00311225

(YASUIKE, Motoshige)

20604820

(FUJIWARA, Atsushi)

30443352

TAKANO, Tomokazu

40533998

NAKAMURA, Youji

90463182

®



