Fig. S1 DGGE analysis of the bacterial population grown under high CO, and
ambient air. The bacterial diversity of 2 identical inoculate separately incubated
under 5% CO, (C) and ambient (A) atmospheres at 28° C for 8 h was studied
using PCR-DGGE analysis. Conventional samples exhibiting neutral (a, b, and c)
and alkaline (d and e) pH were used for inoculation. The PCR products derived
from the original samples (O) were also analysed. a, soil of a vegetative field (pH
6.3); b, pond sediment (pH 6.8); c, soil (pH 6.7); d, soil (pH 9.4); e, pond water (pH
9.1). Samples were collected at Fujisawa city (a, b, and e) and Atsugi city (¢ and
d), Kanagawa, Japan. M, DGGE marker Il (Wako Pure Chemicals, Tokyo).
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Fig. S2 The 16S rRNA gene-based phylogeny of the high-CO,-dependent bacteria
obtained from alkaline (A) and neutral (B) pH samples. The tree was constructed
using the neighbor-joining method. The branching points supported by the 3
analyses (neighbor-joining, maximum-likelihood, and maximum-parsimony methods;
based on 1,000 resample datasets) are indicated by closed (>80% bootstrap values)
and open (>60% bootstrap values) circles.

Microbacterium sp. KV-483(AB234026)
YT0066
Microbacterium aurum(Y17229)
YT0620
Microbacterium schleiferi(Y17237)
Microbacterium sp. KV-492(AB234028)
YTO0611
-Microbacterium sp. R1(AY974047)
YT0047
Microcella putealis str. CV2T(AJ717388)
YTO0006
Parkia alkaliphila str. KSL-133(DQ256088)
YTO0045
Gram-positive bacterium str.12-8(AB008510)
Paenibacillus curdlanolyticus(AB073202)
———YT0003

YTO0011
® Paenibacillus sp. DSM 6358(AJ345018)

Paenibacillus agaridevorans(AJ345023)

_Jf Uncultured bacterium clone 655927(DQ404713)

A

BLId)OIBqOUIY

Paenibacillus thailandensis(AB265205)

YT0001
I Paenibacillus alkaliterrae str. KSL-134(AY960748)

Paenibacillus campinasensis(AB073187)
Paenibacillus sp. MB 2039(AY257871)
‘ O Paenibacillus daejeonensis(AF290916)
Uncultured bacterium clone AKIW499(DQ129244)
YTO0147
EPaenibacillus sp. R-7652(AY382189)

Uncultured synthetic wastewater bacterium tmbr11-6(AF309811)

YT1101
Virgibacillus sp. R-7428(AY422987)
Virgibacillus carmonensis stt.LMG 20964T(AJ316302)

YTO0311

YTO0315
YTO0164
Uncultured compost bacterium clone 0B15(DQ345468)
Geobacillus thermoglucosidasius(DQ350831)
Bacillus massiliensis(AY677116)
Bacillus massiliensis str.210(DQ350816)

SIINITULAT ]

Bacillus sp. KSM-KP43(AB055093)
Bacillus halmapalus DSM 8723(X76447)
Bacillus horikoshii(AB043865)

Paracoccus versutus(AY014174)
C_E gYTOMS Q
uncultured alpha proteobacterium clone MTAF47(AJ619068)
Paracoccus solventivorans(AY014175)

gUncultured Aquabacterium sp. clone J-21(AF522998)

YT0099 -
Leptothrix discophora(1.33974)
Leptothrix cholodnii(X97070) 0.02
Escherichia coli(X80732)

BLI9)IEB(q093)01d




Novosphingobium taihuense str.T3-B9(AY500142)
Uncultured bacterium clone 241ds5(AY212689)
YTO0136
Uncultured bacterium clone BY 14(DQ494790)
Sphingomonas subterranea(AB025014)
Sphingomonas aromaticivorans(AB025012)
Novosphingobium hassiacum(AJ416411)
Rhizobium sp. 6-1C1(DQ395341)
YT0023
Agrobacterium vitis(AB118158)
Rhizobium galegae stt NBIMTC 2246(Z279620)
Beta proteobacterium A0647(AF236007)
| Pseudomonas saccharophila(AF368755)
YT0017
Antarctic bacterium str.R-8875(AJ440994)
Oceanimonas sp. Be07(AY562194)
Tolumonas auensis(X92889)
YTO0325
Le Serratia sp. 9A_5(AY689057)
Serratia fonticola UTAD54(AY236502)
Rainbow trout intestinal bacterium T1(AY374104)
Segetibacter koreensis(AB267478)
YT0021
Terrimonas lutea(AB192292)
Terrimonas ferrugineum(M62798)
Niastella koreensis str. GR20-10(DQ244077)
Niastella jeongjuensis str.GR20-13(DQ244076)
Bacillus subtilis(AB364963) 0.02
—

1eqogsurydg

BLID

1eqodjo.Id-g

BLID

19€(03)0.1J-0

BLIO



