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 Fig. S1: In vitro evaluation of (a) streptomycin sulfate, (b) streptocycline, and (c) tetracycline against A. Xcp1, B. Xcp2, C. Xcp3, D. Xcp4, E. Xcp5, F. Xcp6, G. Xcp7, H. Xcp8, and I. Xcp9 isolates.
















Fig. S1 (d): qPCR standard curve for XopQ gene quantification in Xcp isolates. The standard curve was generated using tenfold serial dilutions of plasmid DNA containing the XopQ gene, plotted as Ct values against log₁₀ transformed DNA copy numbers. The red regression line represents the linear relationship (y = −3.17x + 43.33) with an R² value of 0.9889, indicating high efficiency and accuracy of the qPCR assay. Coloured triangles represent predicted DNA copy numbers of different Xcp isolates (Xcp1-Xcp9), based on their Ct values interpolated on the standard curve. This quantification enabled comparative assessment of in planta bacterial loads at 8 DAI.

















[bookmark: _Hlk190263855]Fig. S2: Neighbor-joining tree representing the phylogeny of the 16S rRNA genomic sequence of the nine strains of Xanthomonas citri pv. punicae and reference strains, built with MEGA11 with branch quality evaluated using 1000 bootstrap replicates and visualized with iTOL. Labels correspond to their name in the NCBI genomic database and assembly accession numbers. The reference strains are labeled in black, and the isolated strains are labeled in red. The colours represent distinct clades.



	












 


   Fig. S3: Gene Ontology classification of Xcp 1-9 strains.


	










	




Fig. S4: Functional classification analysis of Xcp strains 1-9.





	





Fig. S5: Distribution plot of diverse functional categories of KEGG in Xcp strains 1-9.
















Fig. S6: Detailed plot on the distribution of genes encoding enzymes of diverse functional categories of KEGG in Xcp strains 1-9.


	











 Fig. S7: Distribution of Cluster of orthologous groups (COG) category genes of Xcp isolates 















Fig. S8: Detailed plot on distribution of Cluster of orthologous groups (COG) of the core, accessory, and unique genes of Xcp isolates

	



















Fig. S9: Circular genome map of Xcp strains 2-9 (A-I) visualized using CGView. From the outside ring to the center, Ring 2, shaded in gray, represents the contigs. Genomic islands predicted using IslandViewer are displayed with SIGI_HMM results shown in Ring 3 and IslandPath_DIMOB predictions in Ring 6. Rings 4 and 5 indicate the Type III and Type VI Secretion Systems (T3SS and T6SS), as predicted by VRprofile. GC skew and GC content are represented in Rings 7 and 8, respectively.






















Fig. S10:  Variation in the total and core gene families in the Core-Pan-genome plot of Xcp strains 1-9 generated by the BPGA (Bacterial Pan-Genome Analysis) tool.
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Fig. S11: Circular map for XCP1-9 generated against the Comprehensive Antibiotic Resistance Database (CARD) visualized using the Proksee server. The rings featuring blue bands indicate the loose hits of antimicrobial resistance (AMR) genes, while the rings with red arrowheads represent the strict hits of AMR genes identified using CARD’s Resistance Gene Identifier (RGI).  
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Fig. S12: Figure A-H illustrates a genome comparison of Xcp1 versus Xcp2-8 and shows coloured blocks in the first genome connected by lines to similarly coloured blocks in the second genomes. These lines highlight the homologous regions present in both genomes.
Table S1: Lesion length of Xcp isolates at 8- and 15-days post-inoculation

	Isolates
	8 dpi (cm)
	15 dpi (cm)

	Xcp1
	0.967
	1.467

	Xcp2
	0.833
	1.200

	Xcp3
	0.567
	0.967

	Xcp4
	0.600
	1.167

	Xcp5
	0.567
	1.000

	Xcp6
	0.867
	1.233

	Xcp7
	0.500
	1.167

	Xcp8
	0.600
	1.000

	Xcp9
	0.533
	0.933

	Comparing of means
	S.Em±
	CD at 1%

	Isolates (A)
	0.038
	0.114

	Days after inoculation (B)
	0.013
	0.054

	A × B
	0.003
	0.161
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