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R1-1 FHropEInZHEN—E (B)
Phylum (F9) Genus (J&@)
1 Actinobacteria Actinomyces
2 Arthrobacter
3 Atopobium
4 Brevibacterium
5 Corynebacterium
6 Kocuria
7 Microbacterium
8 Micrococcus
9 Rothia
10 Trueperella
11 Bacteroidetes Amoebinatus
12 Bacteroides
13 Chryseobacterium
14 Porphyromonas
15 Prevotella
16 Firmicutes Bacillus
17 Clostridium
18 Enterococcus
19 Helcococcus
20 Peptoniphilus
21 Peptostreptococcus
22 Staphylococcus
23 Streptococcus
24 Fusobacteria Fusobacterium
25 Proteobacteria Acinetobacter
26 Bibersteinia
27 Brevundimonas
28 Citrobacter
29 Escherichia
30 Histophilus
31 Moraxella
32 Pararhodobacter
33 Pasteurella
34 Proteus
35 Pseudomonas
36 Stenotrophomonas
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20154 20164F % 201 T4EJE 20184F & 20194 % N

Trueperella pyogenes 22 26 55 10 30 143
Fusobacterium necrophorum 3 7 10 2 1 23
Helcococcus ovis 6 1 24 3 1 35
Streptococcus dysgalactiae 5 1 12 0 0 18
Streptococcus pluranimalIium 0 1 0 0 2
Streptococcus ruminantium 0 0 0 2 3 5
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£2-1 BrsoBIn/-ARN—%8 (B) =3 4T Trueperella pyogenes &HICHEES hi-EfE
Phylum (F9) Genus (J&@) B S 7o AR AR
1 Actinobacteria Actinomyces Streptococcus dysgalactiae 7
2 Brevibacterium Z DM Streptococcus JEH 8
3 Kocuria Fusobacterium necrophorum 6
4 Microbacterium Helcococcus ovis 3
5 Rothia Acinetobacter & 1
6 Streptomyces Bibersteinia JEH 1
7 Trueperella Brevundimonas J&H 1
8 Bacteroidetes Bacteroides Citrobacter J&& 1
9 Bergeyella Enterococcus & 1
10 Chryseobacterium Escherichia J& & 1
11 Elizabethkingia Kocuria )& 1
12 Soonwooa Pararhodobacter & 1
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14 Enterococcus Prevotella )& & 2
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39 Stenotrophomonas & it 18
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