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LV EF 183 kA ST, WHBEGERE (2005 4F 9 H) OMEMEIL, 77y —IF2—T A
(Firmicutes) @ Bacillus J& (B. thuringiensis (2 ¥T &) OEIA BN E - 7o, W H %2 1 (2006
FE2AMMH 10 H) IZB8WTIE, WHBBER TEWEISG A L L7 Bacillus B2z, 7
N7 77 aT A7 7 U T Hl (Alphaproteobacteria) @ Ochrobactrum J&, X—% 7'n 7 4
N7 7 U 7 il (Betaproteobacteria) @ Bordetella BB L OV v~ 7 a7 437 7 U 7
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X, AENOREAOZEIC I REOE(IZEY, MEMARZLLEEbDEEZLND.
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J& (B. thuringiensis (Z3T#%) 3 X O BordetellaJg DA CTH > 7-. HEEHE 2 (2008.8~2009.2)
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AEN, BEAR, MEHORED T TV = o @F oS Ty, [MhvosfEiES, L+
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Bacillus J& T& ¥, &#1T, B. thuringiensis IZJT & 72 W £K & B. simplex IZTf& R E ik Thd o 7-.
AENO EESHERED 5 B, B. thuringiensis ([ZITR R ER DO &2, EEEHO b EHEE T
DEESINLTCWD. — T, AENOFEESHERE CTH - 72 Ochrobactrum J&, Stenotrophomonas
BlX, HEHE S E I TR, 2720, HESOREHZ DWW TIX, SIRO B T
MW7) R L T, LV KGOZLNREZF0RBAWIIDEEOEBETIEIHED
BonTIhhroltii@gtEbdd 2+ 0BETHILENRD L.

Bacillus J& T, B.thuringiensis (Ui 72N AEN CTHRELFE CTH -7, BEAM, 1
N ORED S 1ZIF U Bacillus J& @ # T B. 5|mplex TATRR IR Oy FERE D 4y Bl D EN A 3 1 >
S7=. Z® B. simplex (2T fx 72 iy FERE X, A =AW WELSFHETDHHDOD, AEND
BREEICITHE IS CE o AR E X DN D.
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43
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Firmicutes

Bacillaceae Bt

Bacillus sp. 1 (B. aff.* thuringiensis )

63

42

14

11

Bacillus sp. 2 (B. aff. idriensis)

Bacillus sp. 3 (B. aff. oshimensis)

Bacillus sp. 4 (B. aff. gibsonii)

-

Bacillus sp. 5 (B. aff. marisflavi)

Bacillus sp. 6 (B. aff. simplex)

12

Bacillus sp. 7 (B. aff. altitudinis)

Bacillus sp. 8 (B. amyloliguefaciens (23T %)

Bacillus sp. 9 (B. cereus (ZiT#%)

Bacillus sp. 10 (B. aff. weihenstephanensis or B. aff. mycoides)

Lysinibacillus sp.

NI Y S

Paenibacillaceae £

Brevibacillus sp. (B. aff. reusz

[N

Paenibacillus sp. 1 (P. alvei |Z.

[

%)
Paenibacillus sp. 2 (P. lautus |3/ %)

Alphaproteobacteria #

Rhizobiales B

Ochrobactrum sp. 1

Ochrobactrum sp. 2 (O. aff. rhizosphaerae)

26

Ensifer sp. (E. aff. adhaerens)

Devosia sp. 1 (D. neptuniae (i #%)

Devosia sp. 2 (D. neptuniae (i #%)

esorhizobium sp.

Phyllobacterium sp. 1 (P. aff. ifrigiyense)

Phyllobacterium sp. 2 (P. myrsinacearum (23T %)

Rhizobium sp. (R. aff. radiobacter)

Sphingomonadaceae £+

Sphingobium sp. (S. yanoikuyae [ Z3T%)

Sphingopyxis sp.

Betaproteobacteria #

Alcaligenaceae £

Bordetella sp. 1 (B. petrii [Z3/T#%)
Bordetella sp. 2 (B. petrii [Zi/T#%)

Achromobacter sp. (A. aff. spanius)

Cupriavidus sp. (C. aff. necator)

Tetrathiobacter sp. (T. aff. kashmirensis)

Gammaproteobacteria #

Xanthomonadaceae &

Stenotrophomonas sp. 1 (¥7ff)

Stenotrophomonas sp. 2 (S. aff. maltophilia)

Stenotrophomonas sp. 3 (S. aff. maltophilia)

Pseudoxanthomonas_sp. (P. spadix (ZiT£%)

Xanthomonadaceae bacterium

Enterobacteriaceae £

Enterobacter sp.

Enterobacteriaceae bacterium

Serratia sp. 1 (S. aff. grimesii)

Serratia_sp. 2 (S. aff. quinivorans)

Serratia sp. 3 (S. aff. ficaria)

Pseudomonadaceae

Pseudomonas sp. 1 (P. nitroreducens |Z3/r#%)

Pseudomonas sp. 2 (P. libanensis | Z3/7#%)

Pseudomonas sp. 3 (P. aff. chlororaphis)

Actinobacteria

Micrococcineae FRk

Agromyces sp. (A. ramosus [ZiT%)

Cellulomonas sp. (C. aff. hominis)

Micrococcaceae bacteriul

m

Arthrobacter sp. 1 (A. aff

. defluvii)

Arthrobacter sp. 2 (A. aff

. oxydans)

rtobacterium sp. (C. aff. citreum)

NN

crobacterium sp. 1 (M. aff. xylanilyticum)

crobacterium sp. 2 (M. aff. resistens )

crobacterium sp. 3 (M. profundi |23 £%)

crobacterium sp. 4 (B. aff. paraoxydans)

crobacterium sp. 5

crobacterium sp. 6

crobacterium sp. 7

ZRIZIZIEIRIRIZIO

crococcus sp. (M. aff. luteus)

Promicromonosporaceae bacterium

Promicromonospora sp. 1 (P. vindobonensis | Z37#%)

Promicromonospora sp. 2 (P. aff. sukumoe)

Promicromonospora Sp.

Propionibacterineae BEF}

Pimelobacter sp. (P. aff. simplex)

Corynebacterineae BLEL

ocardia sp. (N. aff. nova)

N
Rhodococcus sp. 1 (R. aff. gingshengii)
Rhodococcus sp. 2 (R. wratislaviensis |21 %)

Pseudonocardiaceae £

Amycolatopsis sp. (A. saalfeldensis [Z3/T%)

Streptomyces E

Streptomyces sp. 1

Streptomyces sp. 2

Streptomyces sp. 3

Streptomyces sp. 4

Bacteroidetes F

Sphingobacteriaceae £

Olivibacter sp. (O. aff. soli)

Sphingobacteriaceae bacterium

Flavobacteriaceae £

Chryseobacterium sp. 1

Chryseobacterium sp. 2
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22
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