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Figure S1. Phylogenetic relationships of bacterial isolates based on 16S rRNA gene sequence analysis. The tree was constructed using the neighbor-joining method in MEGA 11, with bootstrap values >70 indicated. Isolates sequenced in this study are marked with red arrows.
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Figure S2: Representative photos of these 5% DMSO negative control against the tested bacterial strains.
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Figure S3. GC–MS chromatograph of acetone extract of Organum syriacum.
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[bookmark: _Hlk164754029]Figure S4. GC-MS chromatograph of ethanolic extract of Organum syriacum.
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Figure S5. GC–MS chromatograph of acetone extract of Salix alba.
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Figure S6. GC–MS chromatograph of ethanolic extract of Salix alba.
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KX181388.1 Stenotrophomonas sp. BAB-5640

KT970985.1 Stenotrophomonas maltophllia sttain JB5.1
KY938041.1 Glutamicibacter uratoxydans strain KIBGE-1941
KY651248.1 Stenotrtophomonas maltophilia strain $255
MT790729.1 Stenotrophomonas maltophilia strain BBL-M2-2
OP493177.1 Stenottophomonas pavanii sttain 1.161

NR_115687.1 Stenotrophomonas ginsengisoli strain OCYOI
NR_113981.1 Stenotrophomonas ginsengisoli strain NBRC 101154
KY229743.1 Stenotrophomonas sp. strain Co1

ON384644 .1 Stenotrophomonas geniculata strain PS21

,AY841369.1 Xanthomonas rettoflexus

DQ337605.1 Stenotrophomonas sp. BBTR57

NR138842.1 Stenotrophomonas s maltophilia strain CPHE1
DQ337602.1 Xanthomonas rettoflexus

NR 136457.1 Xanthomonas maliensis strain 1,197
CP082214.1 Xanthomonas cucurbitae strain OH 261
KM878735.1 Stenotrophomonas maltophilia strain EN1
LC764401.1 Klebsiella pneumoniae AAE G
CP052192.1 Klebsiella pneumonia

0Q727555.1 Stenotrophomonas ginsengisoli strain RCASOVA001
NR 041019.1 Stenotrophomonas koreensis strain TR6-01
OP059051.1 Stenotrophomonas koreensis

OLS89567.1 Stenotrophomonas koreensis strain CUSREE1
CP099338.1 Escherichia rergusonii strain RHB44-C01
CP099027.1 Escherichia coli strain RHB45 -C13

.AP027953.1 Escherichia coli VE-F5 ONA

LC764402 .1 Escherichia coli AAE

LC764400.1 Stenotrophomonas maltophilia AAE Ge—
0Q780907.1 Stenotrophomonas maltophilia strain GNBEF9
LC764399.1 Staphylococcus aureus AAE G
0Q924328 .1 Staphylococcus aureus strain $13

0Q924327.1 Staphylococcus aureus sttain $10

0Q924326.1 Staphylococcus aureus sttain S8

0Q924324 .1 Staphylococcus aureus strain S3

CP028468.1 Staphylococcus aureus strain iT1 -S

\AP027978.1 Escherichia coli VE-V11-M DNA

CP099209.1 Escherichia coli strain RHB16 -SO-C08
CP033326.1 Xanthomonas cucurbitae strain ATCC 23378
CP018470.1 Xanthomonas vesicatoria strain LM159
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