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Fig. S1. Representative RAPD profiles of isolated PGPR. Each RAPD fingerprint corresponds to
unique strains from pine forest soil (SspP2PSC and PcP2C), agricultural soil (CspA2IP and BgA2IP)

or shared between both soils (BspA2P1IP).
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Fig. S2. Phylogenetic tree of sequences of the 16S rRNA gene of the isolates from pine forest soil
and agricultural soil. Phylogenetic tree of the Firmicutes-related isolates. The tree was constructed
using the neighbor-joining method; where Deinococcus actinosclerus BM2 (CP013910) served as an
outgroup. The numbers at the branches indicate the bootstrap values of 1000 resamplings. The bar at

the bottom indicates the number of substitutions per site.
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Fig. S3. Phylogenetic tree of sequences of the 16S rRNA gene of the isolates from pine forest soil
and agricultural soil. Phylogenetic tree of the Proteobacteria-related isolates. The tree was constructed
using the neighbor-joining method; where Deinococcus actinosclerus BM2 (CP013910) served as an
outgroup. The numbers at the branches indicate the bootstrap values of 1000 resamplings. The bar at

the bottom indicates the number of substitutions per site.
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Fig. S4. Phylogenetic tree of sequences of the 16S rRNA gene of the isolates from pine forest soil
and agricultural soil. Phylogenetic tree of the Actinobacteria-related isolates. The tree was constructed
using the neighbor-joining method; where Bacillus subtilis NCIB3610 (ABQL01000001) served as an
outgroup. The numbers at the branches indicate the bootstrap values of 1000 resamplings. The bar at

the bottom indicates the number of substitutions per site.



Chinnophaga eryziterrae YCTO0L (JET10262)
Clitinophaga pinensis DSM2588 (CPO01699)
Chinnophaga ginsengisoli Gsoild52 (AB245374)
Chininophaga sanci NBRC15057 (AB078066)
53— CsPL1IPC
— Chifinophaga filiformis IFO15056 (ABOTS049)
Chitinephaga costaii AJTT2 (jgi.1102364)
Chifinophaga cymbidin R156-2 (JNGB0880)

73 Chitinophaga niabensis DSM24787 (jgi.1055411)
69 08 Clifinophaga barathrn YLT18 (KR013246)
—— Chitinaphaga skermanmn DSM2385T (jgi.1049079)
L—— Clitingphaga rupis DSM21039 (jgi.1059006)
Chifinophaga ginsengihumi SR18 (FJ772016)
Chifinophaga japonensis TFO16041 (ABO78055)
CjALTPC

71 Chitinephaga arvensicola DSM3695 (ANM237311)

55 ' CaA3PIIP

Chinnophaga ginsengisegetis Gsoil 040 (AB264708)
52 Clinnaphaga ftarwanensis CC-ALB-1 (KC479802)
CspAlIP
g2 | Chiinophaga eisenioge DSM22224 (jgi.1055333)
Chifinophaga gingshengii JN246 (KF150484)
Chifinophaga longshanensis Z29 (KJST7970T)
Chifinephaga flangmingensis DSA27406 (jgi.1107771)
Chitinophaga ferrae KPO1 (AB2I78570)
Chitinophaga dinghuensis DHOC24 (KA389531)
61 ' Chifinephaga pelysaccharea MBP-15 (KC430923)
Hydrabacter penzhergensis (jgi.1108026)

54

8

——
o

Fig. S5. Phylogenetic tree of sequences of the 16S rRNA gene of the isolates from pine forest soil
and agricultural soil. Phylogenetic tree of the Bacteroidetes-related isolates. The tree was constructed
using the neighbor-joining method; where Hydrobacter penzbergensis (jgi.1108026) served as an
outgroup. The numbers at the branches indicate the bootstrap values of 1000 resamplings. The bar at

the bottom indicates the number of substitutions per site.



