na2t-1
na22-1
na28-1
natl1-3-2
nal0-7-b
nall-9-b
nall-2
nalt-3-1-a
nal$-3
nal0-1
nalt-1
natd-2-a
natl-5-a
na22-2-b
na28-3-b
nall-4-a
nal3-2-a
na20~2-a
nal2-2-b
nall3-1-a
nat2-2-a
nat2-1
na28-2
nal0-2-b
nall-3-1-b
nall-7-b
naltl-10-b
na28-5-a
na28-6-b
nal5-3
natg8-3
nat9y-5
na20-3
nalg-5-¢
na2l0-4-a
na28-3-a
nal2-8
naid3-7
nat2-7
nalt2-2-d
nat0o-6-»b
nat3-5
nail3-6-a
nal5-8
nal8-11-b
nall7-12
na22-3
na22-4-a
na22-7-1-a
na22-6
na22-7-1-b
na28-8-a
na28-~6-a
nalg-8
nal0-6-a
na22-2-a
natl-7-a
nati-8
nat8-1i-a
nal6-6
nald9-10
nal0-6-4d
nal2-3-1-b
nal7l-2-e
naf8-5-b
na20-2-b
nat8-5-a
nal7-2-d
nalt2-3-1-a
na22-5
na28-7-a
na2t-3
nalt-4-b
naltl-6-b
natd-3
nall-6-¢
nal0-56-a
na2l-4
na28-9
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na22-7-1-~¢ :
na28-8-b Coha
na28-10-a B
na22-7-2
na2l-5
nall-6-a
nal7-6-¢
nat3-3
nat2-4-a
nat2-5-c¢
nal4g-1
nal2-38-2
nal6-4
nal2-2-¢
nal3-2-b
nal7-2~f
nal8-5-d
na20-2-¢
na20-4-b
nal2-8-1-¢
nal7-6-b
na2l-2
na28-4
natf-6-c¢
nall-6-a
na22-4-b
na22-4-¢
nal0-7-a
nalt-9-a
nal0-8
nal6-11
nat3-1-»b
nat2-6
natl-6-d
nat0-4
nal0-5-b
nal2-4-b
nal2-5-d
nall-5-¢
nal3-4
nal2-5-b
na28-10-b
natl-9-¢
nat8-t

(oY)

S

253, 62

..

X 8b MRS CHUE L7~ GC341F-518R fEIKECHID T T4 A v b (Fix)
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na2i-1
na22-1
na28-1
nati-3-2
nat0-7-b
nall-9-b
nati-2
nati-3-1-a
nat9-3
nall0-1
natti-1
nal0-2-a
nalf-5-a
na22-2-b
na28-3-b
nalt-4-a
nall3-2-a
na20-2-a
nal2-2-b
nald3-l-a
nal2-2-a
nal2-1
na28-2
nat0-2-b
natl-3~-1-b
naltl-7-b
nall-10-
na28-5-a
na28-6-b
nats-3
nat8-3
nat9-5
na20-3
nal8-5-¢
na20-4-a
na28-3-a
nal2-8
nall3-7
nal2-17
nal2-2-d
nal0-6-b
nal3-5
nal3-6-a
nats-8
nat8-11-b
nat7-12
na22-3
na22-4-a
na22-7-1-a
na22-6
na22-7-1-b
na28-8-~a
na28-6-a
nalg9-8
nal0-6-a
na22-2-a
nalt-7-a
nall-8
nal8-11-
nal6-6
nal9-10
nalC-6-d
nat2-3-1-b
nat7-2-~e
nal8-5-b
na20-2-b
nat8-5-a
nat7-2-d
nat2-3~1-a
na22-5
na28-7-a
na2t-3
nalt-4-b
nalt-6-b
nal0-3
nalt-6~-¢
nal0-5-a
na2il-4
na28-9

o

[

X 3b

! 100 * 1290 *
icropon oy AcTCaoTCTT IS
ACTCGGTGTT; [ef¥er i
ACTCGGTGTTHERY
G- GGCGTGOER: ¢ oo
"""""""""""""""""" Gi A .s
AAGCT- TCTGCGGAAGTTAT- - - - - - - ‘
AAGCT- TCTGCGGAAGTTAT- - - - - - - - o
CCCCCGATTTCCATCGGGCC: - - - - - - - o
TCCTTATACTTGTATAAGGT: - - - - - -

TCCTTATACTTGTATAAGGT- - - - - - -
TCCTTATACTTGTATAAGGT- - - - - - -
AACCCGTGCGOGGGGAA- - C- - - - - - -
AACCCGTGCGCGGGGAA:  C- - - - - - -

- GCAGTCGGCTAATACC
- CCAGCTGGCTAATACC-
- CCCGTTGGTTAATACC-
- CCTACGGGCTAATACC- CCGTGGG
- CCTACGGGCTAATACC: CCGTGGG
- CCTACGGGCTAATACC- CCGTGGGA?
- CGACTGGGTTAATACC-
- - CCTCTGGGCTAATACC-
- CCTTTGGGCTAATACC-
- CCTTTGGGCTAATACC: CTAGGGGGA:{ER
- GCTCGTGGTTAATACC- CATGGGTGC e
- GC- GCTGGGCTAATACC .
- GT- TCTGGGTTAATACC-
GGT- TCT- GGCTAATACC-
GGC- TCT: GGCTAATACC-
GGCGTCTC- - CTAATACG
CG- GTGGGAGCTAATATCTCTTGCT-
- GTGGGAGCTAATATCTCTTGCT-
- GTGGGAGCTAATATCTCTTGCT-
- GTGGGAGCTAATATCTCTTGCT-
- GTGAGAGCTAATATCTCTTGCT-
- GTGAGAGCTAATATCTCTTGCT-
- GTGAGAGCTAATATCTCTTGCT-
- GTGGGCTCTAACATAGTCCGCT-
- GTGGGCTCTAACATAGTCCGCT-
- GTGGGCTCTAACATAGTCCGCT-
- GTTCGCTCTAACATAGCGAGCT-
- GTTCGCTCTAACATAGCGAGCT-
- GTGCGCTCTAACATAGCGTGCT-
- GTGAGCGCTAATATCGCTTGCT-
+ GTGGAGGCTAATACCTTTCATC-
- GCAGG- GCGAATAAC- CCTGCTG

Ao
i T
o

5
.

WS HFSE TR L 72 GC341F-518R SEESIOT T4 A v b ()
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124

68
121
103
103
123
123
124
124
124
124
123
123
123
123
129
129
129
129
129
129

93
129
104
104
104
104
104



na22-7-1~-¢
na28-8-b
na28-10-a
na22-7-2
na21-5
nalt7-6-a
nat7-6-¢
nat3-3
nal2-4-a
nal2-5-¢
nal4-1
nal2-3-2
nalé-4
nal2-2-c¢
nall3-2-b
nalt7-2-f
nat8-5-d
na20-2-¢
na20-4-b
nal2-3-1-¢
nal7~6-b
na2t-2
na28-4
nal0-6-¢
nali-6-a
na22-4-b
na22-4-¢
nat0-7-a
natl-9-a
nato-8
naté6-11
nal3-1-b
nal2-6
nall-6-d
nal0-4
nal0-5-b
nal2-4-b
nal2-5-d
nalt-5-¢
nald3-4
nal2-5-~b
na28-10-b
nall-9-¢
nalg-1

10566666

- GCGAATAAC-
- GCGAATAAC-
- GCGAATAAC-
- GCGAATAAC-
- CCTAATACG- GGGTGTGGAS G
- GCTAATATC- CGTTGTTGAE]

3b MW CEYE L7z GC341F-518R fEIEHIDT T4 A b (
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na2t-1 155
na22-t 155
na28-t 99
nall-3-2 152
nal0-7-b 133
nall-9-b 133
nalt-2 154
natt-3-1-a 154
nal9-3 155
nat0-1 155
nall-t 155
nall0-2-a 155
nall-5-a 154
na22-2-b 154
na28-3-b 154
nall-4~a 137
nal3-2-a 160
na20-2-a 160
nat2-2-b 160
nal3-1-a 160
nal2-2-a 160
nal2-1 160
nal8-2 124
nal0-2-b 160
natt-3-1-b 135
natt-7-b 135
nat1-10-b 135
na28-5-a 135
na28-6-b 135
nalb-3 95
nalg-3 96
nal9-5 100
na20d-3 100
nal8-5-¢ 135
na20-4-a 135
na28-3-a 135
nal2-8 135
nat3-7 135
nal2-7 135
nal2-2-d 135
natd-6-b 135
nal3-5 135
natl3-6-a 135
nalb-8 135
nal8-ti-b 135
nal7-12 110
na22-3 160
na22-4-a 160
nal2-7-1-a 160
na22-§ 160
na22-7-1-b 160
na28-8-a 160
na28-6-a 160
nal9-8 119
nall0-6-a 160
na22-2-a 160
nalt-7-a 160
naltl-8 160
nat8-11-a 160
nat6-6 120
nal9-10 119
nal0-6-d 160
nal2-3-1-b 160
nal7-2-e 160
nal8-5-b 160
na20-2-b 160
nat8-5-a 160
nal7-2-d 160
nal2-3-1-a 159
na22-5% 160
na28-7-a 160
na2t-3 108
nalt-4-b 160
natt-6-b 160
nalt0-3 160
nall-6-¢ 160
nald-5-a 160
na2l-4 160
na28-9 160

X 3b  MIZAFFETHEAS L7~ GC341F-518R fEIEEHI DT 54 A v b (FEXx)
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na22-7-1-¢ 160
na28-8-b 160
na28-10-a 160
na22-7-2 97
na2l-5% 94
nal7-6-a 160
nat7-6-¢ 160
natd-3 137
nal2-4-a 138
nal2-56-¢ 138
nald-1 138
nat2-3-2 96
nal6-4 138
nal2-2-c¢ 138
nal3-2-b 138
nal7-2-f 138
natg-5-d 138
na20-2-c¢ 138
na20-4-b 138
nal2-3-1-¢ 138
nal7-6-b 137
na2t-2 135
na2g-4 135
naif-6-¢ 135
nall-6-a 1856
na22-4-»b 140
na22-4-c¢ 140
nalf0-7-a 140
nali-9-a . 140
nal0-8 - 140
nal6-11 - 140
nal3-i-b G 135
nal2-6 ol 186
nall-~6-d G 1386
nalo-4 G 136
nal0-5-b 136
nal2-4-b GG 186
nat2-5-d 136
natl1-6-¢ 136
nald-4 49
nal2-5-b 136
na28-10-b 137
nall-9-¢ 161
natg-1 108

3b  WEHFIE THUE L7~ GC341F-518R fEIRECHIDOT T4 A b ()
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& 3 Blast KR RE

WiEz ] /S F |Reverse HTERC Blast#igEic L D MEMER S e S Accession R it %
No, Primer (ol EC) No. Identities Gaps
10 1 907R |TAAGGAATATTGGGCAUncultured bacterium clone 1-1 AY548930 100 % 541 / 541 0/ 541
10 2 Al 518R _[TAAGGAATATTGGGCAIUncultured bacterium clone 1-1 AY548930 100 % 1655 / 155 0 / 155
B| S518R [TGGGGAATTTTGGACA{Methylophilus leisingeri strain RCP5  [DQ922752 100 % 160 / 160 0/ 160
Uncultured organism clone A85 AYT07537
Aquatic bacterium R1-Bi4 AB195746
Methviophilus leisingeri AB193725
. TGGGGAATTTTGGACA{Uncultured bacterium clone - o - .
10 3 907R BE16FW031601GDY holel-31 DQO88733 99 % 549 / 550 0 / 550
Uncultured bacterium clone HSN-82 AB181498
10 4 907R ITGAGGAATATTGCGCA{Uncultured bacterium clone TH~127 AB185006 96 % 506 / 526 0 / 526
10 5 il sise TGGGGAATTTTGGACA H;E;étured beta protecbacterium clone: AB266946 100 % 160 7/ 160 0/ 160
H;ftﬁl{tured beta proteobacterium clone: AB265945
tﬁsgétured beta proteobacterium clone: AB265882
tneultured bacterium clone drl3 AY540786
Uncultured bacterium clone
\S149DH1 062003317 DQ354749
Uncultured bacterium clone -
BEL6FK0316016DY holel-11 bQossT34
B| 518R_|TGAGGAATATTGCGCA{Uncultured bacterium clone BPH3035 DR22162 97 % 133 / 136 0./ 136
10 5 2l sisr TGGGGAATTTTGGACA ‘L‘Bg;ltgggd Rubrivivax sp. clone GASP- EFO75729 100 % 160 / 160 0/ 160
Uncultured bacterium clene ga57 DQ093922
Uncultured bacterium clone S-Btb7 08 bQ017912
TGGGGAATATTGGACA|Uncultured bacterium clone: EXP. 1- o o ,
Bl 518R 16S-12C-Clone 15 AB273849 99 % 131 / 132 0/ 132
]
Cl 518R [TGGGGAATATTGCACA{Uncultured bacterium clone: KXAG-EB14 JAB179690 98 % 133 / 135 0/ 135
TGGGGAATTTTGGACA{Uncul tured Burkholderia sp. clone - o ;
D] 518R GASP-FAZK3 DOD EF073008 96 % 156 / 161 0/ 161
Uncultured bacterium clone:KTS85 AB127692
10 7 A] SI8R |TGGGGAATATTGCACA{Microbacterium sp. D49-PB-A06 DQRB873806 100 % 140 / 140 0/ 140
Microbacterium testaceum isolate GNO5- .
l1a DQ872459
Microbacterium sp. A33 AM285015
Microbacterium sp. MWMA AM286544
Microbacterium sp. 76352-13 DQ486958
Mlicrobacterium sp. 76332-33 DQ486947
Microbacteriaceae bacterium KVD-unk-67 |DQ490447
Microbacteriaceae bacterium KVD-1790- ]DQ49044
EEHY
B1 518R |TTAGGAATCTTCCCCA ed bacterium cione dr83h AY540844 100 % 133 /133 0/ 133
tneultured bacterium clone dr? AY540818
Uncultured bacterium clone dr67 AY540812
Uncultured bacterium clone dr57 AYB40807
Uncultured bacterium clone dr54 AY540806
Uncultured bacterium clone dr2 AY540793
ncultured Meiothermus sp. clone
DR546AS33-16 barzsil
Uncultured Meiothermus sp. clone . y
DR646A533-15 Da128140
CUncultured Meiothermus sp. clone
DR646AS33-14 D128139
Uncultured Meiothermus sp. clone -
DR516A533-12_ Da1Z8137
10 8 907R | TGGGGAATATTGCACA{Nocardiaceae bacterium Ben~13 EF028121 100 % 530 / 530 0 / 530
Rhodococcus erythropolis strain Did DRB58961
Rhodococcus erythropolis strain D3-2 DQ858960
Rhodococcus sp. EN3 DQB42491
Rhodococcus ervthropolis DR518913
Nocardiaceae bacterium KVD-1790-12 DQR490435
Nocardiaceae bacterium KVD-1700-27 DR490432
Nocardiaceae bacterium KVD-1700-22 DQ490431
Nocardiaceae bacterium KVD-1700-21 DQ490430
Nocardiaceae bacterium KVD-1700-20 DQ490429
11 1 907R | TAAGGAATATTGGGCA. L:ncultured bacterium clone 1-1 AY548930 100 % 541 / 541 0 / 541
11 5 907R TAGGGAATATTGGGCA gaclsg(l);urcd CFB group bacterium clone AF445665 01 % 193 / 539 0/ 539
1 3-1 1al sisk TAGGGAATATTGGGCA é{ﬁgégu“d CFB group bacterium clone AF445665 91 % 139 / 152 0/ 152
TGGGGAGTATTGGACA{Uncultured bacterium clone o, ; ;
B| 518R Tool ik Jun2005. Tussock 21 DQ510350 96 % 130 / 135 0/ 135
Uncultured bacterium clone
Tool ik Aug2004_Tussock 21 Da509485
Uncultured bacterium clone )
Toolik Aug2001_Shrub_Organic 70 PA509345
Uncultured bacterium clone
Toolik Aug2004 Intertussock 70 Da509050
32 907R TGAGGAATATTGCGCA, anultt}x‘cd CFB/Green sulfur group AF145646 03 % 506 / 540 0/ 540
bacterium clone SMIA03
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#3 Blast EMAER (HL&)

WS | N K |Reverse R BlasthRFEIC & 2 B EHER RS R Accession FHEME it %5
No. Primer (Lo £ ) No. Identities Gaps
TGGGGAATATTGGACA[Uncultured bacterium isolate DGGE gel o -
11 4 Al S18R band 165:7:Delft: 120 DQ366042 92 % 1256 / 135 0/ 135
Uncultured soil bacterium clone HSB
OF22 BOTRU DQ128881
Uncultured bacterium clone S21, 48¥WL AF432724
Uncultured soil bacterium clone 453 AY493953
Uncultured soil bacterium clone 441 AY493952
Enecultured bacterium clone! 12C-M65 AB205903
Uncultured bacterium clone 1.9.7 AY887012
B] 518R |TGGGGAATTITGGACAIThiobacillus savanicus strain IHG DQ390446 100 % 160 / 160 0 / 160
- TAGGGAATATTGGACA{Uncultured bacterium isolate DGGE gel o ]
11 5 A} BI8R band 165:7:Delft:120 DQ366042 93 % 144 / 154 0/ 154
Uncultured soil bacterium clone HSB
OF22_BOTRU DQ128881
Uncultured bacterium clone S21. 48WL AF432724
Uncultured soil bacterium clone 453 AY493953
Uneultured soil bacterium clone 441 AY493952
Uncultured bacterium clone:i2C-M65 AB205903
Uncultured bacterium clone 1.9.7 AY887012
C| _518R_|TGAGGAATATTGCGCA{Uncultured bacterium clone BPH3035 DQ221628 92 % 132 / 136 0/ 136
1 6 al sisr TGGGGAATCTTGCACA, ;rl];ultured bacterium gene clone: ITKB- AB198846 97 % 132 / 136 0/ 136
Bl 518R |TGGGGAATTTTGGACA]Thiobacillus savanicus sirain 1HG DQ390446 100 % 160 / 160 0 / 160
C| 5I8R [TGGGGAATTTTGGACA{Uncultured bacterium clone mv12.3 AY424815 96 % 155 / 160 0/ 160
anulturgd beta proteobacterium clone AY133108
cespost271
Uncultured beta proteobacterium clone AY133102
c_cspostZlfll
Uncultured beta proteobacterium clone V133101
ccspost2132
Uncultured bacterium clone
BE1GF#O31601GDK holel-31 Dao8s733
Uncultured bacterium isolate cMM319-20 |AJ536817
D] 518R |TGAGGAATATTGCGCA{Uncultured bacterium clone BPH3035 DQ221628 99 % 136 / 136 0/ 136
11 7 A| 518R |TGGGGAATATTGGACA{Uncultured eubacterium FL14B04 AF446320 100 % 160 / 160 0/ 160
L:ncu]tured eubacterium clone FL14B10 AY293539
Bl si8R TGGGGAATATTGGACA ggggééﬁgidv{reshwater bacterium clone DQOB5132 100 % 132 / 132 0/ 132
il 8 907R_|TGGGGAATTTTGGACA|Caldimonas taiwanensis_strain Onf AY845052 98 % 471 / 479 0 / 479 N
11 9 A} 518R {TGGGGAATATTGCACAjMicrobacterium sp. G16 EF091839 100 % 140 / 140 0/ 140
Uncultured bacterium clone MD060606_33 |DQ862524
Uncultured bacterium clone MP060606_25 |DA862516
Microbacterium sp. LB-4 DQY88109
Microbacterium sp. TD24 DQI78244
Microbacterium sp. CQOLIQY DQ852355
.\S“gigaacterlum phyllosphaerae strain AM268326
Microbacterium sp. SRLB AM286545
Uncul tured bacterium clone aab50f05 DR815145
Uncultured bacterium clone aaa35a08 DQB14695
fLIfRIE g 0
B} 518R [TTAGGAATCTTCCCCA{Uncultured bacterium clone dr83h AY540844 100 % 133 / 133 0/ 133
Uncultured bacterium clone dr7 AY540818
Uncultured bacterium clone dré7 AY540812
Uncultured bacterium clone dr57 AY540807
tncultured bacterium clone drb4 AY540806
tncultured bacterium clone dr2 AY540793
ncul tured Meiothermus sp. clone
DR546AS33-16 Da128141
Uncultured Meiothermus sp. clone j
DR546AS33-15 Da128140
Uncultured Meiothermus sp. clone
DR546AS33-14 bQ128139
Uncultured Meiothermus sp. clone ”
DR546AS35-12 DQIZ8L3T
i &
cl| sisr TGGGGAATCTTGCGCA. Egigé;ured delta proteobacterium clone AVY395346 97 % 95 / 97 0/ 97
11 10 [A[ S5I8R % / / e
B|_518R |TGGGGAATATTGGACA{Rubritepida flocculans AF465832 100 % 135 / 135 0/ 135
12 1 907R TGGGGAATATTGGACA Legmnel}a pneumoph%la subs;'x AE017354 100 % 550 / 550 0/ 550
pneumophila str. Philadelphia 1
Legionella pneumophila str. Paris CR628336
Legionella pneumophila strain ESC AF129524
12 2 Al 518R |TGGGGAATATTGGACA{Uncultured Legionella sp. clone S7-5  |AY924167 93 % 151 / 153 0/ 153
B} 518R_[TGGGGAATATTGGACAIUncul tured Legionella sp. clone S7-5 |AY924167 99 % 159 /_ 160 0 / 160
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7 3 Blast EEREER

miEa] S F JReverse A BlastiBEFE Il L A HEIERER R Accession R fii &
No. Primer {aofE ) No. Identities Gaps
12 2 1 CJ] b5I8R [TGGGGAATTTTACGCAUncultured bacterium clone dfB6-21 DQ422867 99 % 153 / 154 0/ 154
Uncultured bacterium clone MB-B2-105  |AY093470
Uncultured bacterium clone BM8IMFSBEL1 JAF365515
Uncultured bacterium DSSD30 AY328729
Uncultured bacterium HOCICi51 AY328600
Uncultured bacterium HOCICi9 AY3285658
Uncultured rape rhizosphere bacterium
w0198 AJ295559
TGGGGAATATTGGACA{Uncul tured bacterium clone: EXP. 1-168~ |, o orn0 0
Df 518R 12C-Clone 15 AB273849
Uncultured bacterium clone: EXP.1-16S- |, ...
; 13C-1ight~Clone_50 ABZT3835
H il F"? il
12 3-1 | A| 518R |TGGGGAATTTTGGACA|[Duganella sp. RBE2CD-43 EF111225 100 % 160 / 160 0/ 160
Janthinobacterium sp. RBEICD-128 EF111135
Janthinobacterium lividum strain -
RBE1CD-85 EF111127
Janthinobacterium lividum strain .
REE1CD-64 EF111116
Uncultured bacterium clone KSC4-9 DQ532331
Uncultured bacterium clone KSC4-46 DQ532319
gg§u4éurec eta proteobacterium clone 0628923
Uncultured bacterium clone TBc-14 DQR791390
Uncultured bacterium clone TBb-39 DQ791381
Uncultured bacterium clone TBb-37 DQ791379
AE9GE ]
B| S518R }TGGGGAATTTTGGACA{Uncultured bacterium clone rRNA432 AY959205 100 % 160 / 160 0 / 160
Uncultured bacterium clone rRNA413 AY959186
Uncultured bacterium clone rRNA365 AY959138
Uncultured bacterium clone rRNAS09 AY959082
Uncultured bacterium clone rRNA256 AY959029
Uncultured bacterium clone rRNA236 AY959009
Uncultured bacterium clone 1971b-19 AY917781
Uncultured proteobacterium clone 17
1969CT0-17 AYO17258
C| 518R |TGGGGAATTTTACGCA{Uncultured bacterium clone dfB6-21 DQ422867 99 % 137 / 138 0/ 138
Uncultured bacterium clone MB-B2-105  1AY093470
Uncultured bacterium clone BMSOMFSBE]] |AF365515
Uncul tured bacterium DSSD30 AY328729
Uncultured bacterium HOCICi51 AY328600
Uncultured bacterium HOCI1Ci9 AY328558
Uncultured bacterium isolate DGGE gel .
band ESO1-E26 AV436581
gggTégured rape rhizosphere bacterium AJ295559
32 907R _|CCGCGTGAGCGAAGAAYUncul tured bacterium DSSD30 AY328729 99 % 454 / 455 0 / 458
12 4 Al 518R JTGGGGAATTTTACGCA{Uncultured bacterium HOCICi51 AY328600 100 % 138 / 138 0/ 138
Uncultured bacterium HOCICi9 AY328558
Bl G5I18R ITGAGGAATATTGCGCA{Uncultured bacterium clone BPH3035 DQ221628 97 % 133 / 136 0/ 136
12 5 B 518R_|TGAGGAATATTGCGCA{Uncul tured bacterium ¢lone BPH3035 DQ221628 97 %, 133 / 136 0/ 136
~C| BI8R [GTGGGGAATTTTACGC{Uncultured bacterium HOCICi51 AY328600 100 % 139 / 139 o/ 139
Uncultured bacterjum HOCICi9 AY328558
D] 518R |TGAGGAATATTGCGCAUncultured bacterium clone BPH3035 DR22162 97 % 133 / 136 0/ 136
12 6 907R  |TGAGGAATATTGCGCA{Uncultured bacterium DSSD70 AY328768 96 % 507 / 526 0 / 526
Uncultured bacterium clone TH-127 AB185006
12 7 907R  |TGGGGAATATTGGACA{Methylocystis parvus MPA18945 99 % 522 / 523 0 / 523 VEENE
Methvlocvstis parvus strain 57 MPA458508
Methvlocystis parvus strain 81 MPA458476
12 8 907R  [TGGGGAATATTGGACA{Methvlocystis parvus MPA18945 100 % 523 / 523 0/ 523
Methyvlocystis parvus strain 57 MPA458508
Methvlocystis parvus strain 81 MPA458476
13 1 A 518R [TGGGGAATATTGGACAlUncultured Legionella sp. clone S7-5  [AY924167 99 % 159 / 160 0 / 160
Bl s18R TGGGGAATATTGCACA ggggétgggd Firmicutes bacterium clone EROT1372 100 % 135 / 135 0/ 135
Uncultured Firmicutes bacterium clone P
\M0014 155 EFO71172
Uncultured bacterium clone BEU-74 EF053117
Uncultured bacterium clone €D106 DQ441357
Uncultured bacterium clone 013-¢3 0905217
Clostridium disporicum strain NML 0855943
Uncultured bacterium clone R-1259(2) Q777949
Uncultured bacterium clone HupoA6-9 DQ513363
Uncultured bacterium clone 6 0238613
Uncultured bacterium clone 4 DQ238611
4 QokiE E Y 0238611
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# 3 Blast lREFRER Frx)

WikZ] Y K |Reverse AR T Blasti 5RiZ & 2 RIMER R R Accession FR IR ii#
No, Primer (109 ) No.. Identities Gaps
13 2 A| B518R |TAGGGAATCTTCGGCA{Uncultured soil bacterium clone TcA4  1AY242740 100 % 160 / 160 0/ 160
Gram-positive bacterium MOL361 AF349724
Uncultured organism clone MC0612¢3 AY898027
B| 518R |GTGGGGAATTTTACGCIUncultured bacterium clone dfB6-21 DR422867 99 % 138 / 139 0/ 139
Uncultured bacterium clone MB-B2-105 AY093470
Uncultured bacterium clone BMSOMFSBELL JAF365515
tncultured bacterium DSSD30 AY328729
Uncultured bacterium HOCICi51 AY328600
Uncultured bacterium HOCICi9 AY328558
t;?g\iégured rape rhizosphere bacterium AJ205559
13 3 907R  |GGGGAATTTTACGCAAlUncultured bacterium HOCICi5t AY328600 100 % 524 / 524 0/ 524
Uncultured bacterium HOCICi9 AY328558
13 4 907R _|GGGAAGAGAATGGACGIUncultured bacterium DSSD70 AY328768 97 % 374 / 383 0 / 383 RRIH
13 5 907R  |TGGGGAATATTGGACA{Methylobacterium sp. SKJH-1 AYT741724 100 % 486 / 486 0/ 486
Methylobacterium sp. El1lini33 AF408975
Methylobacterium sp. iEIVI AY369236
Methylobacterium mesophilicum
strain:DS¥ 1708 AB175636
Methylobacterium sp. PB165 AB220097
Methvlobacterium sp. PBI15 AB220080
Methylobacterium sp. FI8 MTBF18A10
Methylobacterium mesophilicum strain
T 2829 MTBJCMAO2
Methylobacterium mesophilicum strain
JCu 2829 AJ400919
3 6 Al sisr GTGGGGAATATTGGAC ¥§E\Eﬁobacter1um fujisawaense strain EF116592 100 % 136 / 136 0/ 136
Methvlobacterium sp. MP3 EF015480
Methylobacterium fujisawaense strain EF015477
Uncultured Methylobacterium sp. clone
GASP-WA2W3_F09 EF073031
Uncultured bacterium clone MojaveB9 EF071534
Uncultured bacterium clone JSC8-A3 DQ532214
Uncultured bacterium clone JSC7-47 DQ532188
Uncultured bacterium clone JSC2-G8 DQ532181
Methylobacterium sp. PUL-3/41 AM397453
Uncultured bacterium clone MSFC_4M1H DQ447834
fn 170
13 7 907R  JTGGGGAATATTGGACA[Methylocystis parvus MPA18945 100 % 523 / 523 0/ 523
Methylocystis parvus strain 57 MPA458508
Methvlocystis parvus strain 81 MPA458476
14 1 R {TGGGGAATTTTACGCAiUncul tured bacterium DSSD30 AY328729 99 % 526 / 528 0 / 528
15 3 7R |TGCCGCGTGAGTGATGiUncultured bacterium DSSD54 AY328752 99 % 483 / 485 L / 485
Cncultured bacterium DSSDS AY328707
Uncultured bacterium DSSD7 AY328706
tncultured bacterium DSSF72 AY328694
tncultured bacterium HOCICi7 AY328556
Uncultured bacterium clone B2C70D5 AY957899
15 8 907R  |TGGGGAATATTGGACA{Uncultured bacterium clone MP104-SW-b9 |DQO88793 100 % 523 / 523 0/ 523
Uncultured bacterium clone MP104-SW- DQO88783
16 4 907R _|TGGGGAATTTTACGCA{Uncul tured bacterium DSSD30 AY328729 99 % 526 / 528 0/ 528
16 6 907R _ITGCCGCGTGCGGGAAGIPelomonas_sp. Onlb DQ291149 100 % 471 / 471 0 / 471
16 tf 907R |TGGGGAATATTGCACAIMycobacterium phle AF480603 100 % 531 / 631 0 / 531
17 2 D{| 518R ]|GGGGGAATTTTGGACA|Duganella sp. RBE2CD-43 EF111225 100 % 159 / 159 0/ 159
{Janthinobacterium sp. RBEICD-128 EF111135
Janthinobacterium lividum strain -
RBEICD-85 EFL11127
Janthinobacterium lividum strain N
EBELCD~6«1 EFLL1116
Uncultured bacterium clone KSC4-9 DR532331
Uncultured bacterium clone KSC4-46 DR532319
Uncultured beta proteobacterium clone
BFY 4F DQ628923
Uncultured bacterium clone TBe-14 DQ791390
Uncultured bacterium clone TBb-39 DR791381
Uncultured bacterium clone TBb-37 DQ791379
FURGHF R 23T 9
E| 518R |TGGGGAATTTTGGACA{Uncultured bacterium clone rRNA432 AY959205 100 % 160 / 160 0/ 160
Uncultured bacterium clone rRNA413 AY959186
Uncultured bacterium clone rRNA365 AY959138
Uncultured bacterium clone rRNA309 AY959082
Uncultured bacterium clone rRNA256 AY959029
Uncultured bacterium clone rRNA236 AY959009
Uncultured bacterium clone 1971b-19 AYO17781
Uncultured proteobacterium clone o
1969CTO-17 AY917258




# 3 Blast FRfERE

()

Wi | /S K [Reverse LR H BlastidRic & 5 fH e PE i 335 4L Accession HiE] fifi %
No. Primer (10 £ T No. Identities Gaps
17 2 Fl 518R [TGGGGAATTTTACGCA{Lncultured bacterium clone dfB6-21 DR422867 99 % 137 / 138 0/ 138
Uncultured bacterium clone MB-B2-105 AY093470
Uncultured bacterium clone BMSOMFSBELL [AF365515
Uncultured bacterium DSSD30 AY328729
Uncultured bacterium HOCICi5!1 AY328600
Uncultured bacterium HOCICi9 AY328558
Uncultured bacterium isolate DGGE gel ,
band ESOI-E26 AY436581
“Lvig(liééured rape rhizosphere bacterium AJ295559
17 6 Al S518R |TGGGGAATTTTGGACA{Uncultured bacterium clone:Run-SP130  [AB247492 160 % 160 / 160 0/ 160
Uncultured bacterium clone DR-44 AY945913
Uncultured bacterium c¢lone DR- AY945907
Uncultured beta proteobacterium clone , .
DFA¥-002 AVB2397T
Uncultured bacteriym clone PCFI AY540769
Uncultured beta proteobacterium clone
XO27FW100501SAB84 PA230955
Uncultured bacterium clone
NO27FW1005015AB hR230948
B| 518R |TGGGGAATTTTACACA{Unidentified eubacterium clone TRS27  |AJ232792 96 % 133 / 138 1/ 138
cl sisr TGGGGAATTTTGGACA{Uncultured Dechlorosoma sp. clone EF03350 100 % 160 / 160 0/ 160
DGR1_p1d08
tncultured bacterium clone BFi6la Q327695
Uncultured bacterium clone BFI60 0327694
Azospira orvzae strain NI DA863512
Uneultured bacterium clone:GW3 AB167527
Beta protecbacterium Gu3 AY235689
Uncultured beta proteobacterium clone AV 133096
ceslm36
Dechlorosoma sp. PCC AY 126453
Uncul tured bacterium clone: 13C-Ad AB205688
Uncultured bacterium clone:B2 AB179798
AFEYTY
7 12 907R GCCCTGATCCAGCCAT Szggéé:xdﬁglpha proteobacterium clone DQO70832 91 % 116 / 455 0/ 455
18 t 907R_|CCTGACCCAGCAACGC{Uncul tured bacter ium clone KSC6-0 PQ532357 93 % 163 / 477 Q9 / 477
18 3 907R  [ATGCCGCGTGAGTGATdUncul tured bacterium DSSDS4 AY328752 99 % 460 / 461 0/ 461
Uncultured bacterium DSSD8 AY328707
tneultured bacterium DSSD7 AY328706
tncultured bacterium DSSF72 AY328694
Uncultured bacterium HOCICi7 AY328556
Uncultured bacterium clone B2C70D5 AY957899
18 5 Al S518R |TGGGGAATTTTGGACA{Duganella sp. RBE2CD-43 F111225 100 % 160 / 160 0/ 160
Janthinobacterium sp. RBEICD-128 111135
Janthinobacterium lividum strain EF111127
RBE1CD-85 - -
Janthinobacterium lividum strain -
RBE1CD-64 EFTLIIEG
Cneultured bacterium clone KSC4-9 DR532331
Cncultured bacterium clone KSC4-46 DQ532319
é;}{:'u [Eurc beta proteobacterium clone DO628923
Uncultured bacterium clone TBe~-14 DR791390
tncultured bacterium clone TBb-39 DQ791381
Uncultured bacterium clone TBb-37 bBQ791379
FHROf 2]
B| S518R |TGGGGAATTTTGGACA{Uncultured bacterium clone rRNA432 AY059205 100 % 160 / 160 0/ 160
Uncultured bacterium clone rRNA413 AY959186
Uncultured bacterium clone rRNA365 AY959138
Uncultured bacterium clone rRNA309 AY959082
tncultured bacterium clone rRNA256 AY959029
Uncultured bacterium clone rRNA236 AY959009
tncultured bacterium clone 1971b-19 AYO17781
Uncultured proteobacterium clone ‘a1
1969CT0-17 AV9L7258
cl sisr TGGGGAATATTGGACA{Uncul tured alpha proteobacterium clone Q316812 100 % 135 / 135 0/ 135
61-01-24¢020
Uncultured Novosphingobium sp. clone e
GASP-#C253 HOT EFO75051
v 0
D 518R JTGGGGAATTTTACGCAfUncultured bacterium clone dfB6-21 DQ422867 99 % 137 / 138 0/ 138
Uncultured bacterium clone MB-B2-10 AY093470
Uncultured bacterium clone BMSOMFSBEILL [AF365515
Uncultured bacterium DSSD30 AY328729
Uncul tured bacterium HOCICi51 AY328600
Uncultured bacterium HOCICi9 AY328558
Uneultured bacterium isolate DGGE gel ,
band ES0i-£26 AV436581
Uncultured rape rhizosphere bacterium 4J295559

wr0198
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# 3 Blast BB/ RER

S
9%

s 3 F |Reverse HILE S Blasti i L HFARIMER RS AL Accession FREIE s
No. Primer (o) No. Identities Gaps
18 11 A| 518R TGGGGAATTTTGGACA{Caldimonas sp. lan85 AM283038 97 % 157 / 160 0/ 160
Caldimonas_taiwanensis strain Onl AYB45052
Caldimonas manganoxidans AB008801
B{ 518R |TGGGGAATATTGGACA{Bosea sp. SJHO7 EF114681 100 % 135 / 136 0/ 135
Uneultured Bradyrhizobiaceae bacterium |
clone GASP-WA2SI C02 EF072553
Bosea sp. WAQ DQ986321
Bosea sp. CRIB-12 DQ440827
Bosea sp. CRIB-10 DQ440826
Bosea eneae DQ440825
Bosea sp. ORS 1496 AJ968706
Bosea sp. BMA-4 DQ855064
tneultured bacteria isolate DGGE band
WP02-3-7 AM292549
Alpha protechacterium EB73 AM265549
Hi5G SHY
19 3 907R |TAAGGAAtATTGGTCA{Uncultured bacterium clone 661191 DQ404914 99 % 541 / 542 0/ 542
Uncultured bacterium clone 661176 DQR404900
Uncultured bacterium clone 654954 DQ404882
Uncultured bacterium clone 654919 DQ404856
19 5 907R |AGCAATGCCGCGTGAG]|Bacterium PE03-7621 AB127740 96 % 446 / 449 0 / 449
19 8 907R  |GCCGCGTGCGGGAAGA{Schlegelella sp. wefl DQ417336 99 % 475 / 476 0 / 476
Schlegelella sp. KBla AY538706
L'ncultgred earthwqrm intestine AY154486
bacterium clone wi22
19 10 907R |GCCGCGTGCGGGAAGA|Tepidimonas arfidensis AV594193 99 % 467 / 470 0/ 470
Tepidimonas arfidens AB206468
20 2 A] 518R |TAGGGAATCTTCCGCAIStaphylococcus sp. DTQ-LP29. 2 EF012765 100 % 160 / 160 0/ 160
Uncultured firmicute clone 61-03— DQ316825
Staphylococcus sp. 16 EF016510
Uncultured bacterium clone KSC3-43 00532303
Uncultured bacterium clone KSC2-5 D@532289
Uncultured bacterium clone JPL1_58 DQ532139
|Staphylococcus sp. VZ-2006 AM396434
Staphvlococcus sp, 76353-112 DQ486952
Staphylococcus sp. 76353-111 DQ486946
Bacterium CYCU-0258 DQ232415
Y LG
B| 518R |TGGGGAATTTTGGACA{Lncultured bacterium clone rRNA432 AY959205 100 % 160 / 160 0/ 160
Uncultured bacterium clone rRNA413 AY959186
Uncultured bacterium clone rRNA365 AY959138
Uncultured bacterium clone rRNA309 AY959082
Uncultured bacterium clone rRNA256 AY959029
Uncultured bacterium clone rRNA236 AY959009
Uncultured bacterium clone 1971b-19 AYOL7781
Uncultured proteobacterium clone
1969CT0-17 AY917258
C| 518R |TGGGGAATTTTACGCA{Lncultured bacterium clone dfB6-21 DQ422867 99 % 137 / 138 0/ 138
Uncultured bacterium clone MB-B2-10 AY093470
Uncultured bacterium clone BM89MFBBE11 |AF365515
Uncultured bacterium DSSD30 AY328729
Uncultured bacterium HOCICi51 AY328600
Uncultured bacterium HOCICi9 AY328558
Uncultured bacterium isolate DGGE gel "
band ESO1-E26 AY436581
\L‘J?B\ljé;urcd rape rhizosphere bacterium 7295550
20 3 907R |AGCAATGCCGCGTGAG|Bacterium PE03-7G21 AB127740 99 % 446 / 449 0 / 449
20 4 al sisr TGGGGAATATTGGACA grllggﬁtzxiigzglpha proteobacterium clone Q316812 100 % 135 / 135 0/ 135
Uncultured Novosphingobium sp. clone .-
GASP-#C2S3_HO7 EF075051
E Bl
B 518R |TGGGGAATTTTACGCA{Uncultured bacterium clone dfB6-21 DQ422867 99 % 137 / 138 0/ 138
Uncultured bacterium clone MB-B2-10 AY093470
Uncultured bacterium clone BMS8OMFSBELL [AF365515
Uncultured bacterium DSSD30 AY328729
Uncultured bacterium HOCICib1 AY328600
Uncultured bacterium HOCICi9 AY328558
Uncultured bacterium isolate DGGE gel ,
band ES01-£26 AV436581
‘L‘;:(c)lljégured rape rhizosphere bacterium 17205559
21 1 9OTR | TGAGGAATATTGGGCA{Uncultured bacterium PHOS-HE36 AF314435 96 % 511 / 541 1/ 541
o1 2 al sisr TGGGGAATTTTGCACA, é?g[u\:cit\nigtli Nitrospirae bacterium clone A]531688 97 % 124 / 127 0/ 127
21 3 907R |GAAGAAGGCCTTCGGG]Uncultured bacterium DSSDI3 AY328712 99 % 443/ 446 0/ 146
Uncultured bacterium clone [12 AY187895
21 4 907R_|TGGGGAATCTTGGACA{Uncultured bacterium clone GW5 AY559418 99 % 545_/ 550 0 / 550
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# 3 Blast BEFKREE

(i)

WiEssm | S |Reverse HILE S BlastiR#31S & 5 FARIPE M AL 3 Accession R ) 4 [
No. Primer QofijE ¢ No. Identities Gaps
21 5 907R  |GGTTGTAAAGCCCTTT{Uncultured bacterium clone 405-1-2E DQ647547 99 % 416 / 417 0/ 417
Uncultured bacterium clone Napoli-4B- [AY592753
Uncultured bacterium clone GW§ AY559418
Uncultured bacterium clone GW14 AY559415
Uncultured bacterium clone GWi3 AY559414
Uncultured lydrogenophilus sp. clone:
HAUD-UBY ABL13582
Hydrog?nophllus thermoluteolus AB009828
strain:TH-1
22 1 907R_TGAGGAATATTGGGCAIUncul tured bacterium PHOS-HE36 AF314435 96 % 511 / 541 1/ 51
29 5 al sisr TGGGGAATTTTGGACA %?Eﬁwggiiggb01a proteobacterium clone EFOG6727 100 % 160 / 160 0/ 160
Uncultured beta proteobacterium clone |[.n.....
LiLl-30-443 EF066726
Uncultured beta proteobacterium clone |
Lill-30-406 EF066725
Uncultured bacterium_isolate DGGE band |DQ108664
Uncultured bacterium clone HTF DQ497747
Uncultured bacterium clone -3 AY625137
;g;ultured bacterium cione E5-46-HS31~ AF486708
Drinking water bacterium MB16 AY328846
Uncul tured groundwater bacterium AB030635
Uncultured organism clone A48 AY707530
IOERIE & T o
TAGGGAATATTGGACA}Uncul tured bacterium isolate DGGE gel 9 o / y
B] 518R band 165:7:Delfi: 120 DQ366042 93 % 144 / 154 0/ 154
Uncultured soii bacterium clone HSB
0F22_BOTRU DAI28881
Uncultured bacterium clone S21. 48WL AF432724
Uncultured soil bacterium clone 453 AY493953
Uncultured soil bacterium clone 441 AY493952
Uncul tured bacterium clone:12C-M65 AB205903
Uncultured bacterium clone 1.9.7 AY887012
22 3 Al 5I8R [TGGGGAATATTGGACAJSoil bacterium SI10 DQ518556 100 % 160 / 160 0/ 160
Stenotrophomonas maltophilia AF321012
Stenotrophomonas sp. 1 2004 AYS563052
Stenotrophomonas sp, GIC37 AY439247
Stenotrophomonas sp. B50 AF128871
Stenotrophomonas sp. 1 AF427158
Stenotrophomonas sp. 225 DQ128318
Bacterium RSD-1-3 AY822514
Bacterium RSB-1-17 AY822511
Uncul tured bacterium clone RS.Muc. 148 [DQ117378
flnfE & i o
22 4 Al 518R |TGGGGAATATTGGACA[Uncultured bacterium clone ANTLVI FI1 |DQ521493 100 % 160 / 160 0/ 160
Uncul tured bacterium clone 2-57 EF040526
Gamma proteobacterlum W¥TE200 Clone EF088326
Group 1
Stenotrophomonas maltophilia strain 06 4
DTQ-TBCXLA EFO61455
Uncultured bacterium clone BB2H16S-13 |EF089407
Uncultured gamma proteobacterium clone | o nq-
10032 078 EFOT1297
Uncultured gamma proteobacterium clone |- .-
10032 071 EFO71295
Uncultured bacterium clone GL_SBF76 EF029787
Stenotrophomonas sp. BMC DQY91144
Stenotrophomonas maltophilia strain )
CBYAL DQ250145
B] 518R |TGGGGAATATTGCACA -ﬁécicrium clone ANTLV1 D04 |DQ521483 100 % 140 / 140 0/ 140
Actinobacterium RBE2CD-53 EF111231
Microbacterium sp. ZY-2006b DQY75236
Agrococeus baldri strain: ITAM 15147 AB279548
Uncultured bacterium clone p91b26 DQR922923
Microbacterium sp. 70(27zx) AM403655
Microbacterium sp. D1-15 AM403159
Microbacterium sp. SP-1 DQR898301
Uncultured actinobacterium clone
2
DOK_NOFERT clone086 00529090
nicrobacporium sp. KV-490 AB24887
C| 518R |TGGGGAATATTGCACA Bacterfﬁﬁ—SLl.Sz DQ517013 100 % 140 / 140 0/ 140
Bacterium SL1.5 DQ516986
Parkia alkaliphila strain KSL-133 DQ256088
Parkia alkaliphila strain KSL-113 DQ256087
22 5 Al S5I8R|TGGGGAATTTTGGACA|Uncultured bacterium clone [ 02-13 Q537449 100 % 160_/ 160 0 / 160
22 6 Al 518R [TGGGGAATATTGGACA{Lvsobacter taiwanensis strain SEK-1197 1DQ323664 99 % 159 / 160 0/ 160
Lvsobacter taiwanensis strain CL—1358 {DQ314555




#* 3 Blast ERERE

(

&
ke

WiEL] X F |Reverse R Blastf& 3R (Z X 2 FHRWER S R Accession HREME 1%
No. Primer (0fE T) No. Identities Gaps
22 7-1 | A] 518R |TGGGGAATATTGGACA{Uncultured bacterium clone! SRRB31 AB240508 99 % 159 / 160 0/ 160
Uncultured bacterium clone W-Btb7 16 DQO17922
Bl 518R |TGGGGAATATTGGACA{Lysobacter taiwanensis strain SEK-1197 1DQ323664 99 % 159 / 160 0/ 160
Lysobacter taiwanensis strain CL-1358 {DQ314555
cl sisr TGGGGAATCTTGGACA gﬁggogenophllus denitrificans strain AY820184 100 % 160 / 160 o/ 160
gxﬁgiagied Hydrogenophilus sp.clone: AB113582
7-2 907R  |TCGGGTTGTAAAGCCC|Uncul tured bacterium clone 405-1-2E DQ647547 98 % 459 / 464 0/ 464
Uncultured bacterium clone Napoli-4B- [AY592753
Uncultured bacterium clone GW5 AY559418
Uncultured bacterium clone GW14 AY559415
Uncultured bacterium clone GW13 AY559414
28 L 907R _ JAAGGTCGTAAGATTGT{Uncul tured bacterium PHOS-HE36 AF314435 93 % 427 / 455 1./ 455
28 2 907R GCCATTCCGCGTGAGT g§§;~23530 eta proteobacterium clone AY238973 97 % 472 478 0/ 482
Uncultured beta proteobacterium clone .
DSER-C004 AY238974
Uncultured beta proteobacterium clone "
DSBR-C014 AY238975
Uncultured beta proteobacterium clone .
DSER-C041 AY238977
Uncultured beta proteobacterium clone o
DSBR-C042 AY238978
Uncultured beta proteobacterium clone .
DSBR-C043 AY238979
28 3 al sisr TGGGGAATATTGGACA, gTEgifgiigzglpha proteobacterium clone Q316812 100 % 135 / 135 0/ 135
Uncultured Novosphingobium sp. clone
“WC2S3 HOT EF075051
* ]
TAGGGAATATTGGACA[Uncul tured bacterium isolate DGGE gel . ) o )
B| 518R vand 16S:7:Delft:120 DQ366042 93 % 144 / 154 0/ 154
Uncultured soil bacterium clone HSB N
OF22_BOTRU DQ128881
Uncultured bacterium clone S21.48WL AF432724
Uncultured soil bacterium clone 453 AY493953
Uncultured soil bacterium clone 441 AY493952
Uncultured bacterium clone:12C-M65 AB205903
Uncultured bacterium clone 1.9.7 AY887012
) TGGGGAATTTTGCACA{Uncul tured Nitrospirae bacterium cann o . ;e
28 4 A| 518R clone SISA-MN31 AJ534688 97 % 124 / 127 0/ 127
28 5 A 5I8R JTGGGGAATCTTAGACA{Uncultured bacterium clone o0c40 AY491583 100 % 135 135 0/ 135
Uncultured bacterium clone QLSO-B11 AY940498
Uncultured bacterium clone AY820676
28 6 A| 518R |TGGGGAATATTGGACA|Uncultured bacterium clone JEG. ed DQ228405 95 % 153 / 160 0/ 160
Bacterium Rb-8K DR156145
Uncultured bacterium clone 69-101 AY955096
B| B518R [TGGGGAATCTTAGACA|Uncultured bacterium clone oc40 AY491583 100 % 135 / 135 0/ 135
Uncultured bacterium clone QLS0-Bii AY940498
Uncultured bacterium clone AY820676
28 7 A| 5I18R |TGGGGAATTTTGGACA{Uncultured bacterium clone [ 02-13 DQ537449 100 % 160 / 160 0 / 160
28 8 A| 5I8R |TGGGGAATATTGGACA|Lysobacter taiwanensis strain SEK-1197 |DQ323664 99 % 159 / 160 0/ 160
Lysobacter taiwanensis strain CL-1358 [DQ314555
5| si8R TGGGGAATCTTGGACA ggggogenophllus denitrificans strain AY820184 100 % 160 160 0/ 160
ERﬁSEGE{Ed Hydrogenophilus sp. clone: ABL113582
28 9 907R |TGGGGAATCTTGGACA{Uncul tured bacterium clone GWS AY559418 99 % 545 550 Q / 550
28 10 al sisr TGGGGAATCTTGGACA ggggogenophllus denitrificans strain AY820184 100 % 160 / 160 0/ 160
Uncultured Hydrogenophilus sp. clone:
HAWD-UB1 AB113682
B| 518R |TAAGGGATCTTGCGAC{Uncultured bacterium clone TPD-4 AYB862621 100 % 137 / 137 0/ 137
Uncultured bacterium clone 3 AYS61462




212-3-1-b jarthinabacterium
63 }ra18-5-b janthinobacterium
na17-2-e janthinobacterium
ra20-2-b jarthinobacterium
nal8-5-a janthinobacterium
na17-2-d jarthinobacterium

na12-3-1-a janthinabactesium
NN
na28-3-a sphingomonas } (,/ﬁ.*(—éﬁ

na18-5< sphingomonas
na20-4-a sphingomonas
na18-3 sphingomenas
ma20-3 sphingomonas “ Mz 2d Pasd \\E‘R/E . @ ﬁJ *%
ra15-3 sphingomonas 4 ﬂ% la an T ~F L/ 7‘1‘ a I J: D
na19-5 sphingomonas

91 (ra13-5 methylobacterium § L/f"
% -

na13-6-a methylebacterium
(158 J
na18-11-b bosea
ra11.7-a
na28-6-a

95 na22-3-a sterotrophomonas
I ﬂ_[f‘nazz#a stenotrophomonas
ra22-7-1-a
ra22-6-a fysobacter
—Ina22~7~1 -b lysobacter
9| a28.82 lysobacter

ra10-6-d
ra156 pelomonas

& e
H
3

re18-10 opi < Tepidimonas sp.
na11-8 caddimonas
ral18-11.a caldimonas 'fyj%fiﬁ

na22-2-a imnobacter
ra18-8 schiagelelia

Y
N
S

100 1 N2 10-7-b meicthermus
rat1-8b meiothermus

100 Imat13-1-a
ra124-a
na12.5c )

na21-3 methyloversatilis
na28-7-a \
na22-5-a

na11-6<c

na10-3 thiobacifus

na11-4-b thiobaciius

50 Fna11-6-b thiobacitus

rat0:6-a
96 p na21-5 hydrogenophiks e *ﬁﬁ
AT

ra22-7-2 hydrogenophilus
ra28-8-b hydrogenophilus
na22-7-1-c hydrogenophilus
£228-10-a hydrogenophilus
na28-8 hydrogenophiius

ra21-4 hydrogenophiius
na11-10-b rbritepida

mait-3-1-b J

WITESTDR  etegorets Legionella pneumophila
ral12-2-a kzgionefia

na13-1.a fegionella Leglonellg Sp'

ra12-1 legioneta

ra10-2-b methylophilus
m12-8 methylocystis

ma12-7 methylocystis

7213-7 methylocystis

a12-2-d methyiosinus

na10-6-b methylosinus

21315 closiidiun <4— C(lostridium sp.
na10-7-a microbacterium

ra11-9-2 microbacterium

na22-4-b microbacterium

na22-4-c microbacteriun

na10-8 rhodococcus . fggi:c
w6t imyeobscerim  ——— Mycobacterium sp. PRI

na2g-10-b

TRERR

t'\

nall-9¢

4—— Staphylococcus sp.

AT e
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