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Figure S1. After assembling the clean reads, there are a alignment efficiency more than 84.0%.
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Figure S2. The proportion of read distribution located in exon regional is more than 86.0%. 
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Figure S3. The unigenes of sweet corn after application of B. subtilis R31 annotated in NR (A) and eggNOG (B) databases.
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Figure S4. The unigenes annotated in the eggNOG database.
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Figure S5. Correlation evaluation of biological repetition for transcriptome analyses of sweet corn after application of B. subtilis R31. 
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Figure S6. Heatmap of DEGs expression in sweet corn after application of B. subtilis R31. Horizontal is sample name, vertical is metabolite information, group is grouping, class is substance classification, and different colors are values obtained after standardized treatment of relative content (red represents high content, green represents low content).
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Figure S7. Classification map of secondary entries of DEGs expression in sweet corn after application of B. subtilis R31. The horizontal coordinate represents the secondary GO entries, and the vertical coordinate represents the number of differential genes in the GO entries (Green column represents biological process, blue column represents cellular compound, and orange column represents molecular function).
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Figure S8. Histogram of GO enrichment for top50 DEGs expression in sweet corn after application of B. subtilis R31. The horizontal coordinate represents the ratio of commented genes to the total number of annotated genes, and the vertical coordinate represents the name of the GO entry. The label to the right of the graph represents the category to which the GO entry belongs (Green column represents biological process, lilac column represents cellular compound, and pink column represents molecular function). 
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Figure S9. KOG classification bar chart of DEGs expression in sweet corn after application of B. subtilis R31.
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Figure S10. OPLS-DA of DAMs identified among sweet corn after application of B. subtilis R31. (A) OPLS-DA score plot. (B) PLS-DA score plot.
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Figure S11 Top Fc distribution of DEGs expression in sweet corn after application of B. subtilis R31. The horizontal axis represents VIP value, and the vertical axis represents differential metabolites. The red dot represents up-regulated differential metabolites, and the green dot represents down-regulated differential metabolites.

S1

image1.tiff




image2.tiff




image3.png
Zea mays 35645 (97.38%)
B sorghum bicolor 211 (0.58%)
| Others 748 (2.04%)




image4.png
Number of genes

au00

0 .
ABCDEFGHIJKLMNOPQRSTUVWYZ
Classification

: RNA processing and modification

: Chromatin structure and dynamics

: Energy production and conversion

: Cell cycle control, cell division, chromosome partitioning
: Amino acid transport and metabolism

: Nucleotide transport and metabolism

: Carbohydrate transport and metabolism

: Coenzyme transport and metabolism

Lipid transport and metabolism

: Translation, ribosomal structure and biogenesis

K : Transcription

L : Replication, recombination and repair

M : Cell wallmembrane/envelope biogenesis

N : Cell motility

O : Posttranslational modification, protein turnover, chaperones
P : Inorganic ion transport and metabolism

Q : Secondary metabolites biosynthesis, transport and catabolism
R

S

T

u

v

w

A
B
c
D
E
F
G
H

: General function prediction only
+ Function unknown
: Signal transduction mechanisms
 Intracellular trafficking, secretion, and vesicular transport
: Defense mechanisms
: Extracellular structures
Y : Nuclear structure
Z:: Cytoskeleton




image5.png
CK 2
CK_ 3
R31_3

°

=

=

0.9

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0.1




image6.png
CK
R31

Group
2" Group
.
0





image7.png
Count

g

5

“g’fﬂ‘i!ﬁ,",‘}fffffffﬁi}f”iiffj {iififi ;ﬂ 7 f;"};f
17 T T
i l; & .f' é Fad ﬁﬁ*:“j
&d 4 gg ; .f;ﬁﬁ df
i

ooy
[ p—

| pro——




image8.png
GO Enrichment top50

cellular response to antibiotic 9 (2.24%)
cellular response to cold 7 (1.75%)
cellular response to drug 10 (2.49%)
cellular response to jasmonic acid stimulus
cellular response to organic cyclic compound 11 (2.74%)
cellular response to phosphate starvation
cellular response to salicylic acid stimulus 9 (2.24%)
chromatin silencing 9 (2.24%)
defense response to fungus
DNA integration 11 (2.74%)
. jasmonic acid mediated signaling pathway 9 (2.24%)
negative regulation of cellular component organization 10 (2.49%)
negative regulation of chromatin organization 8 (2%)
negative regulation of chromatin silencing 8(2%)
negative regulation of chromosome organization 8 (2%)
negative regulation of gene expression, epigenetic 9(2.24%)
 negative regulation of gene silencing 9 (2.24%)
negative regulation of nucleic acid-templated transcription 17 (4.24%)
1egative regulation of nucleobase-containing compound metabolic process 18 (4.49%)
negative regulation of organelle organization 10 (2.49%)
negative regulation of RNA biosynthetic process 17 (4.24%)
negative regulation of RNA metabolic process 17 (4.24%)
negative regulation of transcription, DNA-templated 15 (3.74%)
positive regulation of auxin mediated signaling pathway 3 (0.75%)
positive regulation of gene expression, epigenetic
regulation of chromatin silencing
e " regulation of gene silencing 9 (2.20%)
regulation of jasmonic acid mediated signaling pathway .
response to antibiotic 15 (3.74%)
response to chitin 13 (3.24%)
response to ethylene 17 (4.24%)
Tesponse to fungus 17 (4.24%)
response fo jasmonic acid
response to organic cyclic compound
response to organonitrogen compound
" “response to salicylic acid 13 (3.24%)
salicylic acid mediated signaling pathway
transposition 12 (2.99%)
apoplast
ESCIE(Z) complex 8(1.91%)
. extracellular region part 7 (1.67%)
histone methyltransferase complex 8(1.91%)
methyltransferase complex [ 8 (1.o1%)
nuclear ubiquitin ligase complex S 8 (1.919%)
cG protein complex © ) 8 (1.919%)
I

14 (3.49%)

18 (4.49%)

16 (3.82%)

PRI complex 8 (191%) e
aspartic- eptidase actvity 132

P K berseady ~ 1Gaw
RNA-directed DNA polymerase activity . 13(281%)

xyloglucan:xyloglucosyl transferase activity = 5(1.08%)

o

Percent (%)

Biological process

Cellular component

Molecular function




image9.png
401 5 5

w
o

N
o

Number of genes

104

ACDEFGIJKLMOPQRSTUVWZ
Classification

: RNA processing and modification
: Energy production and conversion
: Cell cycle control, cell division, chromosome partitioning
mino acid transport and metabolism
: Nucleotide transport and metabolism
: Carbohydrate transport and metabolism
Lipid transport and metabolism
: Translation, ribosomal structure and biogenesis
: Transcription
Replication, recombination and repair
: Cell walllmembrane/envelope biogenesis
: Posttranslational modification, protein turnover, chaperones
Inorganic ion transport and metabolism
: Secondary metabolites biosynthesis, transport and catabolism
: General function prediction only
: Function unknown
Signal transduction mechanisms
< Intracellular trafficking, secretion, and vesicular transport
: Defense mechanisms
W : Extracellular structures
Z: Cytoskeleton

<C_—jU|:UO'UO§[‘_K<—-TOT|




image10.png
Orthogonal T score[1] ( 13.3% )

20

10

-10

20

Scores OPLS-DA Plot

Group

° R3L

20

-10

[
T score[1] (49.9% )

10

20





image11.png
Principal component 2 (10.2% )

10

Scores PLS-DA Plot

Group

° R3L

20

1o [ 10
Principal component 1 ( 65.1% )

20





image12.png
Log,FC

15

10

Luteolin-6-C-glucoside (Isoorientin)

Luteolin-8-C-glucoside (Orientin)

0-galactoside
Swertiajaponin

Orientin

34,24 6-Pentahydroxychalcone
Luteolin6-C-(2"-glucuronyl)glucoside

Mandelic acid

Diosmetin-7-O-Neohesperidoside (Neodiosmin)*
Luteolin-7-0-(6™-sinapoylglucoside
Epigallocatechin-3-gallate*

Calcium Pantothenate

3-Isopropylmalic Acid*
5-Methyluridine

4-Methyl-5-thiazoleethanol
2-Isopropylmalic Acid

L-Ascorbic acid (Vitamin C)
Chrysoeriol-6-C-thamnoside-7-O-thamnoside
Pinoresinol-4,4-0-di-O-glucoside

Cafeine

Diosmetin-7-O-glucuronide

250 500 750
Rank

Class
o Others
o Topdown
° Topup




