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Figure 1. Inhibitory activities of strains SC3, SC11 and 3-10 against the growth of strains

SC3 and SC11 in spot-on-lawn assay.
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Figure S2. Inhibitory activities of strains SC3, SC11 and 3-10 against the sexual mating of
Sporisorium scitamineum. PDA plate was cut into separated slices (0.6 cm in width). An aliquot of
1 pL overnight bacterial culture was added on one end of the agar slice, and then the mixture of S.
scitamineum haploid cells MAT1 and MAT2 was spotted (0.5 pL of ODsoo = 1.5) on the slice at
progressively further distances from the loaded sample. LB medium was added in the same way in
place of bacterial culture as a negative control. The plates were incubated at 28 °C for 2 days, until
the white hypha in the negative control grew to reach the edges of the slice. 1, MAT1; 2, MATZ2; 1+2,

mixture of haploid cells MAT1 and MAT2.



Dickeya zeae MS3 (unpublished)
Dickeya zeae MS2 (CP025799.1)
Dickeya zeae EC1 (CP006929.1)
Dickeya fangzhongdai HK1 (unpublished)

86 Dickeya dadantii 3937 (NC 014500.1)

Pantoea ananatis PP1 (KM675660.1)

100 Pantoea anthophila CL1 (KM521542.1)

91 — Pantoea ananatis SC7 (MN641907.1)
Ralstonia solanacearum EP1 (CP015115.1)

100

[ Pseudomonas parafulva SC11 (MN511735.1)
100 L Pseudomonas fluorescens SC3 (MN511732.1)

Xanthomonas campestris pv. campestris Xccl (CP029483.1)
Bacillus velezensis 3-10 (MN515140.1)

0.02

Figure S3. Phylogenetic tree based on the concatenated nucleotide sequences of the 16S
rRNA gene of bacterial strains used in this study. Consensus sequences of the 16S rRNA gene
were aligned with ClustalW and trimmed in the same size and assembled to construct a Neighbor-

joining tree. Bootstrap values after 1000 replicates are expressed as percentages.



