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AFT  BFT CFR AFT  BFT CPFR AP BRAT CFPR
= Alternaria m Aspergillus m Camellia Ceramothyrium
m Colletotrichum Cutaneotrichosporon Debaryomyces m Dothioraceae
m Dothideomycetes m Elsinoe Mucor Pestalotiopsis
® Phyllachoraceae Pichia Rhizopus m Saccharomycetales
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m Acetobacter m Aerosakkonema m Bacillus m Burkholderia
Enterobacter Enterococcus Erwinia m Gluconacetobacter
m Herbaspirillum m Klebsiella B Lactiobacillus Methylobacterium

Lactobacillus [BHi, 2;RRE5 CIR5%
Lactobacillus (Lactiplantibacillus)palntarum Do Rk
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Raw tea leaves
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After anaerobic fermentation

Lactiobacillus B, Rit5 CIB5E

W Aerosakkonema
Rhodoligotrophos
Methylobacterium

B LactdhldFct 1>5s

W Sphingomonas

m Cephalothrix

W Foliisarcina

M Leuconostoc

W Chroococcidiopsis

B Pseudogulbenkiania

B Novosphingobium

B Duganella

B Pseudomonas
Flavobacterium
Klebsiella
Aureimonas
Enterobacter
Spirosoma

B Geodermatophilus

B Pseudocitrobacter

m Cronobacter

m Weissella

M Enterococcus
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Acetobacter
Arcobacter
Gordonibacter
Acinetobacter
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1: L.plantarum subsp. plantarum JCM11497
2: L.pentosus JCM1558T
3: L. paraplantarum JCM125337
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Draft Genome Sequence of Lactobacillus plantarum IYO1511,
Isolated from Ishizuchi-Kurocha
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Two-peptide Two-peptide
bacteriocin plantaricin bacteriocin plantaricin
EF subunit PInF EF subunit PInE
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Lactobacillus DB TH -1

B Hymenobacter
Leptolyngbya PCC-6306
Calothrix PCC-6303
Bacillus

m Staphylococcus

® K omagataeibacter

m Lactobacillus

B Bosea

m Phreatobacter

B Sphingomonas

m Achromobacter

H Delftia

® Massilia
Escherichia-Shigella
Acinetobacter
Pseudomonas
Stenotrophomonas
other
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