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Supplementary Material
1 Supplementary Data

1.1 Supplementary Figures
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Supplementary Figure 1. Overview of transcriptome of Xoc RS105 under B. velezensis 504
CFSs conditions at different time points.

(A) Venn diagram showing the number and the overlapping down-regulated DEGs for distinct
groups. (B) Venn diagram showing the number and the overlapping up-regulated DEGs for distinct
groups.
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Supplementary Figure 2. Bubble diagram of top 20 ranked GO terms of DEGs.

(A) Bubble diagram showing the top 20 GO terms of DEGs between the group that 504-treated
RS105 at 6 hr and 12 hr. (B) Bubble diagram showing the top 20 GO terms of DEGs between the
group that 504-treated RS105 at 12hr and 24hr. (C) Bubble diagram showing the top 20 GO terms of
DEGs between the group that 504-treated RS105 at 6 hr and 12 hr. The vertical axis represents GO
terms, while the horizontal axis denotes the Rich factor. The magnitude of the dots represents the
number of genes in the pathway, whereas their color corresponds to various Padjust ranges.



Supplementary Material

A KEGG Pathway Enrichment B KEGG Pathway Enrichment c KEGG Pathway Enrichment
FD
FDR FDR
10 ™
| il N -
w 3
4 ek Number
mbe Number
L
o3 . e 1
(X @; 9 e
° o e~
[ ] @ o=
° ' 1 ° f 1
°® 1@ o poni @
° Pagel 1 ® s 1 @
rich
504_6hvs.504_12h 504_12hvs.504_24h 504_6 hvs.504_24h
D KEGG Pathway Enrichment E KEGG Pathway Enrichment F KEGG Pathway Enrichment
FDR
i R| 00 FDR 100
1
: 050 050
n [
= g |
B Number & Numbe:
P P
o« o w
e~ o=
o~ o~
L ]
rid rich
CK_6hvs.504_6h CK_12hvs.504_12h CK_24hvs.504_24h

Supplementary Figure 3. Bubble diagram of top 20 ranked KEGG pathways of DEGs.

(A) Bubble diagram showing the top 20 ranked KEGG pathways of DEGs between the group that
504-treated RS105 at 6 hr and 12 hr. (B) Bubble diagram showing the top 20 ranked KEGG
pathways of DEGs between the group that 504-treated RS105 at 12 hr and 24hr. (C) Bubble diagram
showing the top 20 ranked KEGG pathways of DEGs between the group that 504-treated RS105 at 6
hr and 12hr. The vertical axis represents GO terms, while the horizontal axis denotes the Rich factor.
The magnitude of the dots represents the number of genes in the pathway, whereas their color
corresponds to various Padjust ranges.
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Supplementary Figure 4. Analysis of B. velezensis 504 CFSs antagonistic activities against Xo0
PXO099A.

(A) The CFSs of B. velezensis 504 can effectively inhibit the growth of Xoo PX099”. Three
independent biological experiments were performed with similar results. (B) The assays of 50 L 20-
fold concentrated cell-free supernatants (CFSs) of B. velezensis 504 inhibiting against Xoc RS105. 30,
40, 50, and 60 L B. velezensis 504 CFSs (20 times concentration) was added with 2 ml RS105
inoculum (adjusted ODeoo to 1.0) and incubated shaking at 28<C for overnight to determine the
effective bactericidal concentration of B. velezensis 504. (C) Efficacy of B. velezensis 504 for control
of Xoo PX099” in the field using the susceptible cultivars Nipponbare. The prevention (Pre) and
treatment (Tre) strategies were executed as follows: Xoo PX099 only (Control), rice leaves sprayed
with B. velezensis 504 12 h before inoculation with Xoo PX099” suspension (504-Pre), and 12 h after
inoculation with Xoo PX099” suspension (504-Tre). (D) The bacterial blight disease of rice severity
was investigated after 15 days. Data points represent means = SD (n=8 independent leaves). The
significant differences at ****P < 0.0001.
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Supplementary Figure 5. Assays of B. velezensis 504 for cellulase production, metabolizing
phosphorus and potassium.

(A) Determination of B. velezensis 504 cellulase activity. (B) Determination of the ability of B.
velezensis 504 to solubilize phosphorus. (C) Determination of the ability of B. velezensis 504 to
solubilize potassium chitinase.



