Gene Primer Sequence (5’ to 3”) Amplicon size (bp) Refrence
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ne F CACTICISONIOCA o 1o
ACOL . L e an e 122 Jia et al., 2013.

PGP trait AY001
Phosphate solubilization +
Protease activity +

Amylase activity -

Siderophore +
Nitrogen fixation +
Zinc solubilization +

Cellulase activity -
Chitinase activity -
IAA production +

Ammonia production +



Solubilization index (SI)

) Total diameter (mm) and
Incubati (Colony + Halo zone) Hydrolysis index (HI)
on
time . .
Zinc Phosphate Protease Zinc Phosphate Protease
solubilization  solubilization activity solubilization  solubilization activity
Day 3 19.85+0.09 12.67+1.15  15.83+0.76 1.99 1.27 1.58
Day 5 22+0.09 16.67+1.26  33.83+0.29 2.13 1.52 2.78
Day 7 24.96+0.03 19.33+2.25 39.5+0.5 2.24 1.73 2.96
Day 10 26.5+0.13 24.83+1.04  46.83+0.29 2.24 2.22 3.01
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Supplementary Figure S1. Isolation and identification of antagonistic bacterium AY001 against
Fusarium oxysporum f.sp. lycopersici (FOL). (A) Isolation of AY001 showing antagonistic effect against FOL
from PDA media. (B) Molecular identification of AY001 as Burkholderia contaminans. Phylogenetic analysis
of 16s rDNA of AYO001 with other Burkholderia spp. Phylogenetic tree were generated by Maximum
Likelihood method analysis of 16S rRNA gene nucleotide sequences of Burkholderia species in MEGA X

program.



