RERmMPZE  E#REE, 33, 57 — 62 (2020) 57

EHBEMHEED Thermoanaerobacterium J&E D HEE
EHE BA

Re-identification of Thermoanaerobacterium spp. strains isolated
from spoiled packaged foods

Atsuhito Enda

The genus Thermoanaerobacterium contains facultative thermophilic and obligate anaerobe spore-forming bacteria.
Thermoanaerobacterium thermosaccharolyticum, also known as Clostridium thermosaccharolyticum, is the most common
species of Thermoanaerobacterium and a typical causal bacterium of the spoilage of bottled beverages and packaged
foods.

Re-identification based on 16S rRNA gene sequencing analysis of causal strains isolated in previous spoilage cases
revealed these strains belonged to T. thermosaccharolyticum and T. saccharolyticum.

Mapping analysis with next-generation sequencing revealed most of the genome deletions were conserved in three

strains of 7. thermosaccharolyticum.
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Fr) BANTZY v —ICEEL, 55CT4 HREBELL.
PHRERE D SRBECTEEZREEEY, VU BREEEHEAE
7K (Phosphate Buffered Saline: PBS) 1 mL Z W\ T
6,800 X g T107f, ZEDTHEL T L. BRE
i@ (20 mM Tris-HCI, 2 mM EDTA, 1.2% Triton-X,
20mg / ml Lysozyme, pH 8.0) 1 mL % il x, 1%
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ZH L7z,
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5uL ® PCR K J& ¥ 1 2 uL @ ExoSap-it # il 2, 37C
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B e gl Mapped reads Mean depth Coverage%
TIFT 221001 NC 014410.1 612,045 53.95 79.63
TIFT 221003 CP003184.1 934,596 94.81 83.47
TIFT 221004 NC 014410.1 1,048,572 87.90 78.76
TIFT 221007 CP003184.1 773,987 68.13 83.54
TIFT 221008 NC _014410.1 996,452 83.07 79.39
TIFT 221009 NC _014410.1 719,252 61.63 79.76
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