Additional file 2:
Table S1 Sequences of the PCR primers used in this work
	Primer name
	Primer sequence (5’ to 3’)

	For isolation of pathogens

	16S rRNA P1
	AGAGTTTGATCATGGCTCAG

	16S rRNA P2
	TACGGTTACCTTGTTACGACTT

	recA P1
	AGAGTTTGATCATGGCTCAG

	recA P2
	CGCGGCTGCTTAATCATGA

	For RT-qPCR

	RT-Pa1748 P1
	CGATTTCTCTGACGGCTACTACAAC

	RT-Pa1748 P2
	CTCTTCACTGCCAGCACTTTACC

	RT-Pa2991 P1
	AAATTGGCGGCGTCAGCATC

	RT-Pa2991 P2
	TCGGCGGTGGTGTTAGTCAG

	RT-Pa3021 P1
	GATGCCAAGTTACCAGTCGTGAC

	RT-Pa3021 P2
	TCGCCTGACCGCCTTTGTAG

	RT-Pa3575 P1
	TAACGTACCCGCCCTTTCAGAG

	RT-Pa3575 P2
	GCAGATGGCATCGGTGACTTC

	RT-Pa0062 P1
	TCATCGCCTCGGTGGTCATC

	RT-Pa0062 P2
	TCATCAACACCAGTCCGTTAATCAG

	RT-Pa1046 P1
	GGTTTCTGGTGTATGGGTGATTGG

	RT-Pa1046 P2
	ATTGGAGGCATGTACCGCTTTG

	RT-Pa1353 P1
	GCTGTGGCCTTCATGATGGATG

	RT-Pa1353 P2
	GCTGTGGCCTTCATGATGGATG

	RT-Pa3172 P1
	CCAAGGTAACTATGCGGCGATG

	RT-Pa3172 P2
	CAGTACGGCGTCCAGGTGTAG

	RT-Pa0009 P1
	GCAGCAGGAATGTCTACCAG

	RT-Pa009 P2
	ATCGGCTTCTCTTTCTCG

	RT-Pa0010 P1
	TGGCGCTGATGTCGTTTATG

	RT-Pa0010 P2
	GCAAGAATCGGGATGAGCAG

	RT-Pa2151 P1
	CGCCACCCAGATTTACTTCTACATC

	RT-Pa2151 P2
	GTGAGAACAGCAGCAGGACAAC

	RT-Pa2152 P1
	ATGATCCTTGGCGAGCAAAGTAAC

	RT-Pa2152 P2
	CGATGTGTCCAACTGCGTGAG





Table S2 Detailed information on the isolated strains utilized for the 16S rRNA sequence data
	Strain
	Host
	Isolation strain

	HZMY 1-1
	konjac
	Raoultella sp.

	HZMY 1-3
	konjac
	Raoultella sp.

	HZMY 1-4
	konjac
	Serratia proteamaculans

	HZMY 1-6
	konjac
	Raoultella sp.

	HZMY 1-7
	konjac
	Raoultella sp.

	HZMY 1-8
	konjac
	Raoultella sp.

	HZMY 1-9
	konjac
	Raoultella sp.

	HZMY 1-10
	konjac
	Serratia plymuthica

	HZMY 1-12
	konjac
	Serratia sp.

	HZMY 1-14
	konjac
	Serratia plymuthica

	HZMY 1-15
	konjac
	Pseudomonas sp.

	HZMY 2-3
	konjac
	Bacillus altitudinis

	HZMY 2-5
	konjac
	Pectobacterium aroidearum

	HZMY 2-8
	konjac
	Serratia sp.

	HZMY 2-9
	konjac
	Pectobacterium aroidearum

	HZMY 2-17
	konjac
	Pseudomonas sp.

	HZMY 2-18
	konjac
	Pseudomonas sp.

	HZMY 2-19
	konjac
	Pseudomonas sp.

	HZMY 2-21
	konjac
	Pseudomonas sp.





Table S3 GenBank accession numbers from for strains utilized in the construction of the phylogenetic tree

	Species name
	Strain number
	GenBank Accession Numbers

	
	
	16S
	RecA

	Pectobacterium betavasculorum
	IFB5268
	KF704795.1
	KF704801.1

	Pectobacterium wasabiae
	SCRI917
	KC584983.1
	KC584992.1

	Pectobacterium aroidearum
	AK042
	CP090588.1
	-

	Pectobacterium aroidearum
	SCRI_109
	JN600323.1
	-

	Pectobacterium carotovorum
	BL 4
	MW709444.1
	MW721606.1

	Pectobacterium carotovorum subsp carotovorum
	CFBP2046
	NR118227.1
	-

	Pectobacterium polaris
	S6
	OR471426.1
	OR470489.1

	Serratia marcescens
	S4
	OP861106.1
	KX056030.1





Table S4 Aerobic growth of P. aroidearum HZMY2-5 strains in the presence of diverse antibiotic
	Antibiotics
	Km
	Rif
	Gm
	Amp
	Sm
	Tre
	Spe
	Cm

	0 μg/ml
	+++
	+++
	+++
	+++
	+++
	+++
	+++
	+++

	10 μg/ml
	+
	+
	+
	-
	+++
	-
	+++
	+

	20 μg/ml
	-
	-
	-
	-
	++
	-
	+++
	-

	50 μg/ml
	-
	-
	-
	-
	+
	-
	+++
	-

	100 μg/ml
	-
	-
	-
	-
	-
	-
	++
	-


The P. aroidearum HZMY2-5 strains were cultured at 28°C on modified LB medium supplemented with kanamycin (Km), rifampicin (Rif), gentamicin (Gm), ampicillin (Amp), streptomycin (Sm), tetracycline (Tre), spectinomycin (Spe), and chloramphenicol (Cm). Growth assessment was conducted by observing the cell density at 600 nm (OD600) after 24 hours of incubation. Growth was denoted as ‘+’ if the OD600 exceeded 0.2, indicating visible growth, or as ‘-’ if the OD600 was below 0.2, indicating no apparent growth. Aerobic growth on a specific antibiotic, evident by an OD600 greater than 0.6 after 24 hours, was assigned a score of ‘+++’.


Table S5 List of differentially expressed genes related to the bacterial secretion system and their relative expression levels in P. aroidearum HZMY2-5 following KSM treatment
	Gene ID
	0
	1/2EC50
	EC50
	Protein

	Pa0062
	0
	-2.12
	-2.3
	Hcp family type VI secretion system effector

	Pa0491
	0
	1.36
	0.94
	Preprotein translocase subunit SecY

	Pa0715
	0
	1.08
	0.58
	SecA translation cis-regulator SecM

	Pa0998
	0
	1.74
	1.07
	type VI secretion system tip protein TssI/VgrG

	Pa1046
	0
	-2.04
	-2
	Hcp family type VI secretion system effector

	Pa1351
	0
	1.38
	1.1
	Type II secretion system ATPase GspE

	Pa1353
	0
	1.25
	1.09
	Type II secretion system major pseudopilin GspG

	Pa1354
	0
	1.3
	0.84
	Type II secretion system minor pseudopilin GspH

	Pa1355
	0
	1.3
	0.6
	Type II secretion system minor pseudopilin GspI

	Pa1356
	0
	0.79
	-0.39
	Type II secretion system minor pseudopilin GspJ

	Pa2422
	0
	2.5
	-8.18
	Type III secretion system gatekeeper subunit SctW

	Pa3172
	0
	-2.36
	-1.49
	Sec-independent protein translocase subunit TatA

	Pa3322
	0
	1.5
	0.83
	Protein translocase subunit SecF

	Pa3323
	0
	1.75
	0.92
	Protein translocase subunit SecD

	Pa4434
	0
	1.18
	0.28
	Membrane protein insertase YidC





Table S6 List of differentially expressed genes related to the phosphotransferase system and their relative expression levels in P. aroidearum HZMY2-5 following KSM treatment
	Gene ID
	0
	1/2EC50
	EC50
	Protein

	Pa0009
	0
	1.83
	2.29
	PTS sugar transporter subunit IIB

	Pa0010
	0
	0.94
	1.3
	PTS sugar transporter subunit IIC

	Pa0011
	0
	1.08
	1.16
	PTS lactose/cellobiose transporter subunit IIA

	Pa0751
	0
	1.45
	0.33
	PTS ascorbate transporter subunit IIC

	Pa0752
	0
	1.59
	0.76
	PTS sugar transporter subunit IIB

	Pa0753
	0
	1.81
	1.25
	PTS sugar transporter subunit IIA

	Pa0836
	0
	-2.11
	-1.94
	PTS sugar transporter subunit IIB

	Pa1327
	0
	-1.57
	-1.17
	PTS lactose/cellobiose transporter subunit IIA

	Pa1993
	0
	1.95
	1.39
	PTS lactose/cellobiose transporter subunit IIA

	Pa2150
	0
	-2.02
	-2
	PTS mannose transporter subunit IID

	Pa2151
	0
	-1.81
	-2.04
	PTS mannose/fructose/sorbose transporter subunit IIC

	Pa2152
	0
	-1.25
	-1.1
	PTS mannose transporter subunit IIAB

	Pa2178
	0
	4.49
	3.27
	PTS sugar transporter subunit IIA

	Pa2180
	0
	3.32
	1.67
	PTS sugar transporter subunit IIC

	Pa2181
	0
	14.73
	13.25
	PTS sugar transporter subunit IIB

	Pa2356
	0
	1.97
	1.38
	PTS cellobiose/arbutin/salicin transporter subunit IIBC

	Pa3007
	0
	1.17
	1
	Beta-glucoside-specific PTS transporter subunit IIABC

	Pa3727
	0
	1.36
	1.36
	Beta-glucoside-specific PTS transporter subunit IIAB

	Pa4044
	0
	-2.48
	-2.32
	Fructose PTS transporter subunit IIA

	Pa4045
	0
	-3.25
	-2.92
	Fructose PTS transporter subunit IIB




Table S7 List of differentially expressed genes related to the ABC transporters and their relative expression levels in P. aroidearum HZMY2-5 following KSM treatment
	[bookmark: _Hlk184563042]GeneID
	0
	1/2EC50
	EC50
	Protein

	Pa0051
	0
	1.08
	0.43
	Dipeptide ABC transporter ATP-binding protein

	Pa0120
	0
	-0.9
	-1.12
	Branched-chain amino acid ABC transporter substrate-binding protein

	Pa0121
	0
	0.96
	-1.24
	High-affinity branched-chain amino acid ABC transporter permease

	Pa0247
	0
	-3.39
	-3.59
	Galactofuranose ABC transporter, galactofuranose-binding protein 

	Pa0248
	0
	-1.19
	-1.47
	Galactofuranose ABC transporter, ATP-binding protein

	Pa0249
	0
	-1.85
	-1.72
	Galactofuranose ABC transporter, ATP-binding protein

	Pa0250
	0
	-1.22
	-1.29
	Galactofuranose ABC transporter, permease protein

	Pa0419
	0
	2.87
	1.12
	ATP-binding cassette domain-containing protein

	Pa0607
	0
	1.9
	1.52
	ABC transporter permease

	Pa0608
	0
	1.15
	1.11
	Sugar ABC transporter ATP-binding protein

	Pa0676
	0
	1.52
	1.29
	Thiamine/thiamine pyrophosphate ABC transporter permease

	Pa0677
	0
	1.63
	1.18
	Thiamine ABC transporter substrate binding subunit

	Pa0776
	0
	-0.59
	-1.17
	ABC transporter substrate-binding protein

	Pa0781
	0
	1.05
	0.63
	Carbohydrate ABC transporter permease

	Pa0829
	0
	1.32
	-0.14
	Substrate-binding domain-containing protein

	Pa0931
	0
	1.18
	0.13
	ABC transporter substrate-binding protein

	Pa0976
	0
	-0.24
	-2.8
	Glycine betaine/L-proline ABC transporter substrate-binding protein

	Pa0977
	0
	3.47
	1.05
	Glycine betaine/L-proline ABC transporter permease

	Pa0978
	0
	3.43
	1.71
	Glycine betaine/L-proline ABC transporter ATP-binding protein

	Pa1120
	0
	1.28
	0.82
	Iron ABC transporter permease

	Pa1121
	0
	1.51
	1.25
	ABC transporter ATP-binding protein

	Pa1138
	0
	1.62
	0.67
	Fe3+-hydroxamate ABC transporter ATP-binding protein

	Pa1148
	0
	1.43
	1.11
	Vitamin B12 ABC transporter substrate-binding protein

	Pa1155
	0
	-2.65
	-0.92
	Sulfate ABC transporter permease subunit

	Pa1184
	0
	1.58
	1.01
	Type I secretion system permease/ATPase

	Pa1285
	0
	2.26
	1.26
	Sugar ABC transporter permease

	Pa1286
	0
	1.07
	0.22
	Sugar ABC transporter permease

	Pa1287
	0
	0.43
	-0.69
	Extracellular solute-binding protein

	Pa1302
	0
	1.29
	0.79
	Phosphate ABC transporter permease

	Pa1303
	0
	1.71
	1.12
	Phosphate ABC transporter ATP-binding protein

	Pa1416
	0
	-0.39
	-1.12
	Lysine/arginine/ornithine ABC transporter substrate-binding protein

	Pa1417
	0
	2.39
	0.12
	Histidine ABC transporter permease

	Pa1480
	0
	0.27
	-1.44
	Sugar ABC transporter substrate-binding protein

	Pa1481
	0
	2.08
	0.27
	Sugar ABC transporter ATP-binding protein

	Pa1603
	0
	0.44
	-0.7
	Glutathione ABC transporter permease GsiC

	Pa1638
	0
	-0.84
	-1.33
	ABC transporter substrate-binding protein

	Pa1746
	0
	1.38
	-0.88
	Glutamine ABC transporter ATP-binding protein GlnQ

	Pa1747
	0
	0.77
	-1.78
	Glutamine ABC transporter permease GlnP

	Pa1748
	0
	-0.7
	-2.29
	Glutamine ABC transporter substrate-binding protein GlnH

	Pa1780
	0
	1.37
	1.06
	Microcin C ABC transporter ATP-binding protein YejF

	Pa1781
	0
	2.62
	1.9
	Microcin C ABC transporter permease

	Pa1782
	0
	1.58
	0.97
	Microcin C ABC transporter permease YejB

	Pa1783
	0
	1.63
	1.04
	Extracellular solute-binding protein

	Pa1940
	0
	1.16
	0.55
	Lipid A ABC transporter ATP-binding protein/permease MsbA

	Pa2085
	0
	1.65
	1.75
	Spermidine/putrescine ABC transporter permease PotC

	Pa2086
	0
	1.19
	1.43
	Spermidine/putrescine ABC transporter permease PotB

	Pa2087
	0
	1.79
	1.15
	Spermidine/putrescine ABC transporter ATP-binding protein PotA

	Pa2130
	0
	-1.92
	-2.44
	ABC transporter substrate-binding protein

	Pa2141
	0
	1.16
	1.11
	Metal ABC transporter permease

	Pa2142
	0
	1.36
	1.13
	Metal ABC transporter permease

	Pa2143
	0
	1.26
	1.14
	Manganese/iron ABC transporter ATP-binding protein

	Pa2210
	0
	1.9
	0.75
	Oligopeptide ABC transporter substrate-binding protein OppA

	Pa2211
	0
	-0.61
	-1.66
	Oligopeptide ABC transporter substrate-binding protein OppA

	Pa2212
	0
	2.24
	0.93
	Oligopeptide ABC transporter permease OppB

	Pa2213
	0
	1.92
	0.28
	Oligopeptide ABC transporter permease OppC

	Pa2214
	0
	1.64
	0.21
	ABC transporter ATP-binding protein

	Pa2215
	0
	1.14
	0.01
	Murein tripeptide/oligopeptide ABC transporter ATP binding protein 

	Pa2314
	0
	-0.5
	-1.21
	ABC transporter substrate-binding protein

	Pa2338
	0
	1.97
	0.54
	ABC transporter permease subunit

	Pa2479
	0
	1.05
	1.35
	Peptidase domain-containing ABC transporter

	Pa2554
	0
	1.66
	1.08
	Putrescine export ABC transporter permease SapC

	Pa2555
	0
	1
	1.01
	Putrescine export ABC transporter ATP-binding protein SapD

	Pa2556
	0
	1.05
	0.68
	Putrescine export ABC transporter ATP-binding protein SapF

	Pa2588
	0
	1.16
	1.21
	ABC transporter substrate-binding protein

	Pa2639
	0
	0.4
	1.64
	Heme exporter protein CcmD

	Pa2640
	0
	-0.17
	1.09
	Heme ABC transporter permease

	Pa2641
	0
	1.79
	1.83
	Heme exporter protein CcmB

	Pa2642
	0
	2.14
	2.47
	Cytochrome c biogenesis heme-transporting ATPase CcmA

	Pa2683
	0
	1.07
	1.23
	Vitamin B12 ABC transporter permease BtuC

	Pa2690
	0
	1.75
	1.31
	Lipoprotein-releasing ABC transporter permease subunit LolE

	Pa2691
	0
	1.29
	1.09
	Lipoprotein-releasing ABC transporter ATP-binding protein LolD

	Pa2916
	0
	1.76
	-8.49
	ABC transporter ATP-binding protein

	Pa2991
	0
	0.04
	1.86
	ABC transporter substrate-binding protein

	Pa2992
	0
	1.52
	2.35
	Iron ABC transporter permease

	Pa2993
	0
	0.47
	1.06
	Ferric ABC transporter ATP-binding protein

	Pa3010
	0
	2.34
	1.44
	Fe(3+) ABC transporter substrate-binding protein

	Pa3011
	0
	3.87
	1.93
	Iron ABC transporter permease

	Pa3019
	0
	-0.69
	-1.9
	ABC transporter permease

	Pa3020
	0
	0.05
	-1.48
	Sugar ABC transporter ATP-binding protein

	Pa3021
	0
	-0.77
	-2.04
	Substrate-binding domain-containing protein

	Pa3075
	0
	1.23
	1.5
	Molybdate ABC transporter permease subunit

	Pa3079
	0
	1.04
	1.03
	Molybdate ABC transporter ATP-binding protein ModF

	Pa3154
	0
	-0.02
	-1.1
	Amino acid ABC transporter substrate-binding protein

	Pa3155
	0
	2.7
	0.92
	Amino acid ABC transporter permease

	Pa3156
	0
	2.78
	0.69
	Glutamate/aspartate ABC transporter permease GltK

	Pa3157
	0
	1.61
	0.58
	Amino acid ABC transporter ATP-binding protein

	Pa3367
	0
	1.72
	0.45
	Fe(3+) dicitrate ABC transporter substrate-binding protein FecB

	Pa3368
	0
	2.77
	0.83
	Iron-dicitrate ABC transporter permease FecC

	Pa3369
	0
	2.1
	0.06
	Fe(3+) dicitrate ABC transporter permease subunit FecD

	Pa3370
	0
	2.14
	1.29
	Fe(3+) dicitrate ABC transporter ATP-binding protein FecE

	Pa3439
	0
	-2.65
	-0.3
	Phosphonate ABC transporter substrate-binding protein

	Pa3539
	0
	1.32
	0.13
	MacB family efflux pump subunit

	Pa3560
	0
	1.49
	0.43
	Sugar ABC transporter permease

	Pa3541
	0
	0.34
	-1.11
	Sulfate/thiosulfate ABC transporter permease CysW

	Pa3561
	0
	-0.17
	-1.46
	Extracellular solute-binding protein

	Pa3575
	0
	-1.27
	-2.35
	ABC transporter substrate-binding protein

	Pa4091
	0
	1.12
	0.24
	Lipid asymmetry maintenance ABC transporter permease subunit MlaE

	Pa4098
	0
	1.03
	0.79
	LPS export ABC transporter ATP-binding protein

	Pa4253
	0
	3.07
	1.54
	ABC transporter ATP-binding protein

	Pa4255
	0
	1.66
	1.15
	ABC transporter permease subunit

	Pa4256
	0
	1.91
	1.52
	ABC transporter permease subunit

	Pa4293
	0
	0.03
	-1.04
	Xylose ABC transporter ATP-binding protein

	Pa4294
	0
	-1.29
	-1.66
	D-xylose ABC transporter substrate-binding protein

	Pa4377
	0
	1
	0.17
	Ribose ABC transporter ATP-binding protein RbsA

	Pa4404
	0
	-1.07
	-0.88
	Phosphate ABC transporter substrate-binding protein PstS

	Pa4406
	0
	1.11
	0.64
	Phosphate ABC transporter permease PstA
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