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Fig S1 Genomic comparison between the DXHS strain and the reference strains
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Fig S2 GO enrichment analysis of DEGs. (A) GO enrichment of DEGs in DXHS vs. CK; (B) GO enrichment of DEGs in DXHS vs. MH71; (C) GO enrichment of DEGs in MH71 vs. SPM; (D) Expression heatmap of DEGs in plant disease resistance pathway in MH71 vs. SPM.
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[bookmark: _Hlk116391517]Fig S3 KEGG pathway enrichment analysis of DEGs. (A-C) KEGG pathway enrichment of DEGs in DXHS vs. CK, DXHS vs. MH71, and MH71 vs. SPM; (D-G) KEGG classification plots (upregulated/downregulated genes) of DEGs in comparisons of DXHS vs. SPM, DXHS vs. CK, DXHS vs. MH71, and MH71 vs. SPM.



[bookmark: _Hlk215500099]Table S1 Primer sequences used for qRT-PCR validation in this study.
	Target Genes
	Primer Name
	Primer Sequence (5′→3′)

	[bookmark: OLE_LINK35]MPK3
	MPK3-F
	GACATGGCTGACCACCTCCC

	
	MPK3-R
	GATCGGCATGATCGGAGGGC

	MPK6
	MPK6-F
	GGTCAATCAGGAGACACGG

	
	MPK6-R
	CTTGTACTTGGCCGTGACC

	PR1
	PR1-F
	CTTGCGCCGCTGGTAAGGTC

	
	PR1-R
	GCCCGGGGGATCATAGTTGC

	FRK1
	FRK1-F
	GCTCATCCATGTCGCTCCCC

	
	FRK1-R
	GCCTCCAGTTGAGTGCCAAGG

	ACS6
	ACS6-F
	CCGCATTGTTATGAGCGG

	
	ACS6-R
	GGCTGCTCTCGTGATCTTG

	OXI1
	OX11-F
	GCACCGCAAGTCAAAACTG

	
	OX11-R
	CCTGACTTCGGAGCCTTTG

	VSP2
	VSP2-F
	GGGTTTCGAATGAGGCTGG

	
	VSP2-R
	CATTCCCTTGTCGACCCAC

	RTE1
	RTE1-F
	GGCATTTGCAGGGAGGATGGTGC

	
	RTE1-R
	GCTTGCAAGTGTGGCCACCCAG

	ETR
	ETR-F
	GCTGTTGGGGATGAGAACCGGC

	
	ETR-R
	GGCCGTCACTTGGCGCTGG

	CTR1
	CTR1-F
	GGTCAGGGCAACACCATCAGCCC

	
	CTR1-R
	GGCATCCGGTACCGTGCAGAGG

	MKK9
	MKK9-F
	CGCCGCCAACTCTACCGCG

	
	MKK9-R
	GGCCTCGGAGAACGTGCCTTGC

	EIN3
	EIN3-F
	CAGTCACAGGGGCATCGGAC

	
	EIN3-R
	GGGTTGCACCCATCGTTCC

	ERF1
	ERF1-F
	GGCGTCAGGGTTTGGCTTG

	
	ERF1-R
	CGAGTGCCTCCTCTTGAGTGC

	ChiB
	ChiB-F
	CGCTGCATTTCTTGGGTCAAACCTC

	
	ChiB-R
	GTATATCACTCCATATCCAGGTACCG




Table S2 The inhibition rate of B. altitudinis DXHS against F. oxysporum and C. siamense.
	Target fungi
	Inhibition rate (%)

	F. oxysporum 1769
	60.92±2.07

	[bookmark: OLE_LINK32]C. siamense 1755
	57.39±3.89




2

3

image1.jpeg
Num contributing genomes
COG20 CATEGORY
I KNOWN (3760) [ | UNKNOWN (1519)

Num genes in GC

e ‘Max num paralogs

Geo. Homogeneity Ind.

Func. Homogeneity Ind.
COG20 PATHWAY

Comb. Homogeneity Ind [ KNOWN (908) |  UNKNOWN (4371)

SCG Clusters

| | COG20 PATHWAY

g\ VAW Il COG20 FUNCTION
Il COG20 CATEGORY

KRS010
FD48
4802

GLB197 ..... Num gene clusters
o
[ |

COG20 FUNCTION
I KNOWN (3760) "] UNKNOWN (1519)

GR-8
Singleton gene clusters

Wloxus

Num genes per kop.

Redundancy
Completion

GC-content

934
Totallength




image2.jpeg
protosynthesis
Photosynthesis,light harvesting
protein.chromophore linkage

carbohydrate metabolic process

abscisic acid-activated signaling pathviay
chiin catabolic process.

collwall macromolsculo catabollc procoss
chlorophyl biosynthetic process.

*yloglucan metsbolic process
microtubule-based movement
microtubule-based procesa

romoval o superoxido radials

rogulation of monopolar coll growth

cell wallbiogenesis.

slycogen biosynthetic process

response to cacium ion

celllar rezponze to norganic substance
protoporphyrinogen IX bosynthetc procoss
recogaition of pollen

containing compound biosynthetic process.

abscisic acid-acth

te signaling pathay
chitin catabolc process

cellwall macromolecuie catabolic rocess
ciradian hytm

galactoss metabolic process

cinnamic acid biosynthetic process

+ potassium on homsostazie
Ipld metabolic process
reguiaton ofjasmonic acid medited signaling pathway
carbohydrate metabolic process

reguiation of systemic acquired esistance

thythmic process

devetopmantl mturstion

mitochondria calcium ion homeostasis

phiosm development

*yloglucan metabolc process

cellp growth

Lophanytalanine cataolic process

Spermidine blosynthetic process.

regulaton of transcription, DNA femplated

Biological_Process

v
v
. 9
o
L ]
o
.
v
o
L ]
L]
L]
.
°
v
°
v
2 3 4 5
Rich_factor
Biological_Process
o
.
.
°
°
L]
o
L]
A
°
°
A
A
°
o
A
A
2 n 6

qualue
670034

oir
¥ down
Auw
® upsdown

aalue
11410

60204

12003

Count
® 100
@ 200
@0
@

Diff
¥ down
Auwp
® upadown

celllarron ion homeostasis
carbohydrate metabolic process
photosynthesis, light harvesting
cellular potassium on homeostasis

galactose metab:

c process
iron on transport

protein-chromophore linkage

circadian shythm

coenzyme A metabolic process
developmental maturation
anatomicalstructure maturation

glycine catabolic process

polyeacchards catabolic process

chitn catabollc process

cellwall macromlecule catabolc process
systemic acauired resistance
phosphoreiy signal wansduction system
metat o transport

collular response to nickol lon

oxylpin biosynthetic process.

Biological_Process.

o
v
v
.
.
.
.
.
.
.
3
°
.
PR

aualuo.
28908

25004
50004

Count

@
@

oire
¥ down
Aw
® upsdoun

SPM-1 SPM-2

SPM-3 MHTI-1 MHTI=2 MH71=3




image3.jpeg
i,

=l





