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MFFERR R OBEEE  (3230) : In this study, we established a new research infrastructure for the
analysis of the biological system of bacteria by using high-throughput DNA sequencing
technologies. Particularly, we focused on the genome analysis of human microbes such as £,
coli, Bifidobacteria and Lactobacillus species, and also established a culture-independent
metagenomic approach by which the biological function of human gut microbiota was
clarified by comprehensively identifying genes encoded by the gut microbiota including
unculturable species.
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1 | Adlercreutzia equolifaciens DSWI9450T | 3.0 C
2 | Aeromonas hydrophila 4.7 p
3 | Bacillus cereus NC7401 5.2 P
4 | Bacteroides massiliensis A_03 4.8 C
5 | Bacteroides sp. A_01 5.0 C
6 | Bifidobacterium angulatum JCM7096 2.0 C
7 | Bifidobacterium bifidum JCM1255 2.2 C
8 | Bifidobacterium breve JCM1192 2.3 C
9 | Bifidobacterium catenulatum JCM1194 2.1 C
10 | Bifidobacterium dentium JCM1195 2.4 C
11 | Bifidobacterium longum ATCC15707 | 3.2 C
12 | Bifidobacteriun longum infantis 157F-NC 2.4 C
13 | Bifidobacteriun longun infantis ATCC15697 2.8 C
14 | Bifidobacterium pseudocatenulatun JCH1200 2.5 C
15 | Bifidobacterium scardovii JCM12489 2.6 C
16 | Bifidobacterium sp. JCM16039 2.3 C
17 | Bifidobacterium sp. JCM15439 2.3 C
18 | Burkholderia multivorans ATCC17616 6.8 P
19 | Carsonella ruddii PV 0.2 S
20 | Chlamydophila caviae 1.2 p
21 | Chlamydophila felis Fe/C-56 1.2 P
22 | Clostridium acetobutylicum 4.0 I
23 | Clostridium chauvoei 3.0 p
24 | Clostridium innocuum JCM1292 3.0 C
25 | Clostridium paraputrificum JCM1293 3.5 C
26 | Clostridium ramosum JCM1298 3.2 C
27 | Clostridium septicum 3.0 p




28 | Corynebacterium macginleyi TBS-13

29 | Cyanothece sp. TU126

30 | Cycloclasticus sp. SUSI-4

31 | Diaphorina citri 2 YRILAIK

32 | Eggerthella sp. YY7918

33 | Escherichia coli 0103 strain12009

34 | Escherichia coli 0111 strainl1128

35 | Escherichia coli 026 strainll044

36 | Escherichia coli SE11

37 | Escherichia coli SE1b

38 | Finegoldia magna ATCC29328

39 | Gardnerella vaginalis JCM11026T

40 | Halomonas elongata

41 | Helicobacter pylori F16

42 | Helicobacter pylori F30

43 | Helicobacter pylori F32

44 | Helicobacter pylori F57

45 | Ishikawaella spl

46 | Ishikawaella sp2

48 | Lactobacillus fermentum IF03956

49 | Lactobacillus paracasei JCM8130T

50 | Lactobacillus reuteri JCM1112

51 | Lactobacillus rhamnosus ATCC53103

52 | Lactococcus garviae ATCC49156

53 | Lactococcus garviae Lg2

54 | Lactococcus lastis 10-1

55 | Methanocaldibacter gasagricola RMAS

56 | Micromonospora olivasterospor

57 | Orientia tsutsugamushi IKEDA

58 | Parascardovia denticolens JCM12538T

59 | Porphyromonas gingivalis ATCC33277

60 | Raoultella ornithinolytica AA09T

61 | Rickettsia japonica

62 | Ruminococcus gnavus TBH11

63 | Scardovia inopinata JCM12537T

64 | Segmented Filamentous Bacteria (Mouse)
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47 | Lactobacillus casei(zeae) ATCC393 | 2.
2
3
2
3
2
2
2
1
8
2
1
2
5
1
4
1
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65 | Serratia marcescens SM28 5
4

66 | Sodalis glossinidius str.morsitans

67 | Staphylococcus aureus TY34

68 | Staphylococcus aureus TY825

69 | Staphylococcus aureus TY114

70 | Staphylococcus aureus ATCC49775

71 | Staphylococcus pseudointermedius

73 | Staphylococcus saprophyticus ATCC15305

74 | Streptococcus mutans NN2025

75 | Streptomyces griseus IF013350

76 | Treponema phagedenis
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77 | Wigglesworthia morsitans

2
2
2
2
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72 | Staphylococcus hyicus 2.
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