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Understanding the regional specificity of non-tuberculous Mycobacterium
distribution in relation to coexisting microorganisms.

Fujiyoshi, So

3,200,000

Mycobacterium 55

Samples from bathroom environments in Japan were collected and microbial
community structure in showerhead biofilm and showerhead feed water was analyzed. The percentage of
Mycobacterium in showerhead biofilms was low, as was that in shower water. Network analysis revealed

some bacterial genus that interacted negatively with opportunistic pathogenic genus. However, these
bacteria were difficult to culture, and we are currently working on a culture method in
collaboration with RIKEN. We have isolated and cultured microorganisms from our samples and have so
far obtained 55 strains, including Mycobacterium spp.
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No. A R
1 Mycolicibacterium hodlerr 98.7
2 Mycolicibacterium houstonense 97.7

Mycolicibacterium senegalense 97.7
3 Mycolicibacterium hodlerr 99.2
4 Mycobacterium paragordonae 100
5 Mycobacterium lentiflavum 100
6 Mycobacterium lentiflavum 100
7 Mycobacterium triplex 99.6
8 Mycobacterium lentiflavum 100
9 Mycobacterium triplex 99.8
10 Mycolicibacterium neworleansense 100
11 Mycolicibacterium septicum 100

Mycolicibacterium nivoides 100
12 Mycolicibacterium septicum 99.9
13 Mycobacterium colombiense 99.9
14 Mycobacterium colombiense 99.9
15 Mycobacterium colombiense 100
16 Mycobacterium colombiense 100
17 Mycobacterium colombiense 100
18 Mycobacterium colombiense 100
19 Mycobacterium lentiflavum 100
20 Mycobacterium paragordonae 100
21 Mycobacterium paragordonae 99.5
22 Mycobacterium lentiflavum 100
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