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Abstract
Almost entire region (about 1.5 kb) of 16S rDNA gene was PCR-amplified and sequenced for the 12 deodorant bacter-

1al strains 1solated from composting of animal feces. These strains had been classified into five groups based on the deo-

dorizing malodorous compounds; group 1, hydrogen sulfide (one strain): group 2, volatile fatty acids and sulfur com-

pounds (one strain): group 3, methylmercaptane (three strains): group 4, trimethylamine (five strains): group 5, ammomna

(two strains). Sequence analysis of the 16S rDNA gene among the 12 strams revealed that strains in the same group are

highly homologous (more than 99% similarity) and could be recogmized as a single taxon at the species level. By phyloge-

netic tree analysis of the 165 rDNA gene sequence using a CLATALW program, the strains in group 1 and 2 were 1denti-

fied as Brevibacterium sp. and Rhodococcus sp., respectively, and the other strains were all 1identified as Bacilius sp..
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72 1A L7z RERRIEE 2 o B IR 2 R L7,

INGEAERE, RABRBERRZ P OHEESNZ
L DT dh A3, %ﬂ%ﬂ@%ﬁ%@% s PR, i
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46(TH64%E), AB066347(No.49¥E) & 5.
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BN53-1 i i Brevibacterium sp. - Brevibacterium sp.

B184 (2w Bil=piyyit g Micrococcus sp.  Rhodococcus sp.(R.pyridinovorans)
i AL A - _

TP50 AFIWVANVHTE Acmnetobactor sp. Bacillus sp.(B.lentus)

TH64 AFIWVANVITE > Acinetobactor sp. Bacillus sp.(B.lentus)

TP81 AFVANTTE Acinetobactor sp. Bacillus sp.(B.lentus)

No.44 P RAFRT IV Bacillus sp. Bacillus sp.(B.megaterium)

No0.49 P AFINT IV Bacillus sp. Bacillus sp.(B.megaterium)

No.51 MU AFNT IV Pseudomonas sp. Bacillus sp.(B.megaterium)

No.54 N XAFNT I Pseudomonas sp. Bacillus sp.(B.megaterium)

No.61 MU RXFINT IV Pseudomonas sp. Bacillus sp.(B.megaterium)

TATIOS T EZ7T Bacillus sp. Bacillus sp.

TAT112 7 oEZ7 Bacillus sp. Bacillus sp.

FEEINANC L, AR T D168 (IDNAE LB AIFATIZ L DS L - b EBOMEREZ BRE L /-

2% 1 6SDNADOPCRIBIEB I UYL -2 Ly AH T4 < —DEERS)

T4 EERS(5—3") A X (mer) TmfE (°C) GCE= (%)
10F AGTTTGATCCTGGCTC 16 47.3 o0
12F TTGATCCTGGCTCAGG 16 53.0 bo
120R GTGTTACTCACCCGT 15 41.7 b3
270R TTACCCCACCAACTAGCTAATGC 23 57.0 49
350F TACGGGAGGCAGCAG 15 b4.3 07
340R AGTCTGGGCCGETGTCTGAG 19 59.0 63
350R CTGCTGCCTCCCGTAG 16 55.8 69
520F ACCGCGGCTGCTGGC 16 69.1 31
520R ACCGCGGLCTGCTGGC 15 59.0 30
630R TCTACGCATTTCACC 15 43.9 47
&00F ATTAGATACCCTGGTA 16 37.9 38
KO0R CTACCAGGGTATCTAAT 17 40.0 41
920R GTCAATTCCTTTGAGTTT 18 46.2 33
1100F GCAACGAGCGCAACCC 16 62.5 60
1100R AGGGTTGCGCTCGETTG 16 59.2 63
1240R CCATTGTAGCACGTGT 16 47 .4 50
1400F TGTACACACCGCCCGT 16 57.4 63
1400R ACGGGCGGTGTGTAC 15 53.5 67
1500R GGCTACCTTGTTACGA 16 15.9 50
1530R AGGTGATCCAGCCGCAC 17 57.0 81
1540R AAGGAGGTGATCCAGCC 17 55.4 59

100%DHREHEZ R L7z, £ T, T 5k, FUE HAESHYE TPCREIEINADIZX LT, ZOMAED
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BE - AL YHEREBEE Y BT AB184kk L, it

PR AR B T A Rhodococcus pyridinovorans \ IR T
DFETH B T EPHEE I NI,
EDHERD? G, A7 REEE RO TH
75 LIGEMEICE L, FORKFEDTEMEO N T
WY B BacllusBIZ D HEEINDL Z LG E 2o o,
SRR/ OA, THTEHMN R - PERE
i & B[FEIE &£ 16S 1DNAZEE FEFIFETIC L 5 FE OB
IZRZZENPRD LN, ZOKBIE, BES LT
LW OEBIEEL EORFTICEHEBYET L H
M) 20 DS - REEICIER, 16S DNARZET
EEFMRATIZ X 508 - FEF, M, HEks
SUEBEOR TED TENTWAZ EZRLTWE,
AR THWEKRE, RRERICERE»S 58X N
25D TH 5B, o T, MIBLOBICET 260CHE
b BB REBAREE IS LT, EFETELRTF 2B
S % Bacillus)& O RAUKRAL R AVB LRI s h e
ZENRLEEDOBRIIKMENT VAL EEZ NS,
S, RAEEEEEYETLE L OMEICET 5168
rDNARIZ FEHIER BB T & 2, ZOfEHRIE, PCR
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DE)EIBBOI.ODRET T4 v — DOFREHIE L TH
DTHENTHLEELLNS,




TAT105 49,79
TAT112

TPs0 100.0%

90.3%

THo4 99.6%

TP81

No.44 100.0%
No.49 100.

No.51
No.54

No.61
BIN53-1
B184

52 RAEsR L

NI
|

92.2%

0% 84.3%
100.0%

99.0%
69.3%

12PRD16S rDN AR {A-FIEAALE) o) A48 [F] 14 FL I

f ot Bacillus lentus
Bacillus subtifis THE4 (D)
Bacillus licheniformis IP50 ()
Bacifius thuringensis TEB142)
haericus
Bacilius sp Bacillus megaterium
Bacilius psychrophilus Ng, 44.43)
Ne.2843),
No. 3830,
- Ne 81480
Baciilus stearothermophilus
Bravibaciilus sp. No, 61 (@)
~ Streptomyces coeficolor
Bacilius polymyxa
Hhadunnccus pyridinovaorans
Escherichia coli Pseydomonas fluorescens
Proteus vurgaris
Salmonelia thyphimurium

5 3 X

16S rDNAB R FEFVFITIC X 2% BT &

Serratia marcescens
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