(a)

Relative abundance (%)

—
O

Relative abundance (%)

100

80

60

40

20

100

80

60

40

20

NC1

NC1

NC2 NC3

NC2 NC3

NC4 NGI NG2 NG3 NG4

Soil sample

NC4 NGI NG2 NG3 NG4

Soil sample

m Actinobacteria

B Alphaproteobacteria
m Betaproteobacteria
m Gammaproteobacteria
m Deltaproteobacteria
u Bacilli

B Planctormycetia

m Sordariomycetes

= Eurotiomycetes

u Flavobacteriia

u Others

m Streptomycetaceae

m Sphingomonadaceae
m Burkholderiaceae

m Bradyrhizobiaceae

® Pseydomonadaceae
m Pseudonocardiaceae
u Microbacteriaceae

m Nocardioidaceae

u Comamonadaceae

® Rhodobacteraceae

m Others

(b) 100

m Rhizobiales
< 8o u Burkholderiales
o u Streptomycetales
§ 80 m Sphingomonadales
B m Micrococcales
é = Corynebacteriales
< 0 = Myxococcales
% m Pseudomonadales
ox 20 u Propionibacteriales
m Pseudonocardiales
0 u Others
NCl NC2 NC3 NC4 NGl NG2 NG3 NG4
Soil sample
(d) 100
m uncultured bacterium
;\; 80 m Sorangium cellulosum
;,' B Gemmatirosa kalamazoonesis
é 80 m Conexibacter woesei
g m Sphingosinicella sp. BN 140058
< w0 = Baekduia soli
_g m Rhizophagus irregularis
% m Sphingomonas indica
e 20 m Rhodopseudomonas palustris
m Streptomyces venezuelae
0 m Others

NCl NC2 NC3 NC4 NGI NG2 NG3 NG4
Soil sample

Figure S1. The relative abundances of microorganisms at class (a), order (b), Family (c) and species
(d) in rhizosphere (NG) and non-rhizosphere (NC) soil.
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Figure S2. Scale plot of the characteristic sequence of Candidate division NC10.



