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(GISH, genomic in situ hybridization )
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Table 1 Composition of the biochar used in this study

Bam Ben Kao
Yield % 35 42 48
G % 79 61 62.9
H % 3.42 2.79 2.82
N % 1.38 0.84 1.45
S % D12 1.3 i
<TFe % 0.023 2.5 2.9 >
Ca % 6696 812 0.069
Al % 0.0051 0.034 0.093
K % 1.4 0.63 1.2
Ash % 19.1 26.87 35.6
DOCmgg~*'C 1.45 8,26 8.04
<ISNmgg™ N ND 0.13 05—




Methods

1. 45 16S rRNAS T

2. BT (B2FEED)
(FEEEZ 4R
( Bray—CurtisfH1{A 220

4000

3000

OTUs at 97 % similarity
2
g

1000 -

Type

20000 40000
Sequences sampled

6000C

M FE218,023245 5 i & 16S rRNAZE[F 74 77 A=




Methods

3. ZEFIERANFAAEE (Ben—F—particle, Kao—NF—particle 1 Kao—F—particle)
4. BN E ) H TR

5+ X FOTU0001FIOTU00173E 1k 7B

6+ RuBisCoZx H 1773

7. MHBRExXS (FENCBD

8. XTAMIRBRIOTUO001EN. (GISHARAS, JLER M)

v A AEAAMOTUO00 LKL FIRZS A (XEF LG FL1- RETE Y61 70 A




I
mm Results

2 AE ALV IR 3R T 2

a b Type [l Soil * Particle 95% confidence intervals
a Strass = 0.08 Gammaproteobacteria; Gammaproteobacteria [phylum] OTU0001 —7== —_— 0.026
Betaproteobacteria; Oxalobacteraceae [family] OTUQ017 = —_— 0.028 T
Betaprotecbacteria; Thiobacillus [genus] OTU0123 P —_— 0.032 %
Alphaprotecbacteria; Kaistobacter [genus] OTU0002 By b 0.024 g
A L] Alphaproteobacteria; Bradyrhizobium [genus] OTU0004 &° :-04 0.025 g
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; t Acidobacteria; Chloracidobacteria [class] OTUD007 &y Y 0.026 3
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2 g Actinobacteria; Rhodococcus [genus] OTU0256 § o 0022 &
: ggm Betaproteobacteria; Burkholderia [genus] OTU0302 p 'In 0.030
¢ Kao L L | | 1 | 1 ]
NB 0.0 187 -5 ] 5 10 15 20 25
Fertilizer
F Mean relative abundance (%) Difference in mean relative abundance (%)
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Limnobacter thiooxidans CS-K2 (Isolate, NR_025421)

24 Methylococcales

3 | Alteromonadales
Hahella chejuensis KCTC 2396 (Isolate, NR_074812)

12 Chromatiales
Gammaproteobacterium XK5 (Isolate, KM034745)

Gammaproteobacterium NRL1, microbial fuel cells, cathodic carbon cloth (Uncultured, CP013099)
Uncultured bacterium clone, biofim-coated granular activated carbon (Uncultured, DQ646451)

Uncultured bacterium clone, up-flow biclogical activated carbon filter (Uncultured, JQ237904)

Uncultured bacterium clone, biological actived carbon filtration system (Uncultured, JQ926658)
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— Acidiferrobacter thiooxydans m-1 (Isolate, NR_114629)

— Acidiferrobacter thiooxydans DSM 2392 (Isolate, NR_114870)
Acidithiobacillus ferrivorans NO-37 (Isolate, NR_114620)
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Table 2 Summary of Gama1, Oxal1l and Thiol genome sequences

Gamal Oxal1 Thioi
Completeness® 88.4 99.2 100
Contamination 2.23 2.27 0.31
Total length (base pairs) 2733588 3 773333 3 303 696
GC content 62.69% 57.33% 62.49%
Number of scaffolds 181 27 33
Coding density 89.30% 86.81% 91.98%
Average coverage 315.96 136.34 133.00
16S rTRNA sequence Yes No No
Taxonomic classification® Gammaprateobacteria [C] Oxalobacteraceae [F] Thiobacillus [G]

*Based on lineage-specific marker sets determined with CheckM. "To the lowest classified level given by Phylosift.
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secondary electron mode backscattered electron mode EDS
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