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Figure S1. Analysis of inverted regions of Xylella fastidiosa subs. pauca strain ALM4. A: Progressive Mauve alignment visualization illustrating the homologous blocks shared among the examined genomes (MA4, OLI17A and AM2-Angelina). Lines connecting the blocks indicate their corresponding positions (LCB: locally collinear block), facilitating the identification of rearrangements. In red and black, regions of inversions, 1 and 2 are highlighted, respectively. B: Further insight into the organization of genes flanking the inversions in ALM4 and corresponding region y OLI17A and AM2-Angelina. The genomic regions involved, locus tag genes, and amplified regions (in AM4 genome) are delineated for clarity.





Table S3 List of primers used for amplification of the inversion Region_1 and Region_2 in the ALM4 genome.

	Primer
	sequence
	amplicon size
	Region

	R1_fw
	TTGGCCGGAAAAACACTCGG
	313 bp
	1

	R1_rv
	ATAGCAATCAGGTGGGGACTTGAC
	
	

	R2_fw
	ACCATCCGTTACGACAAGTTCACC
	647 bp
	2

	R2_rv
	CAGGAGTGATCTGCGCATGTTCTA
	
	



PCR reaction of regions R1 and R2 
We use DNA from the following strains:  Xf subsp. pauca OLI17A, Xf subsp. multiplex  ESVL, Xf subsp. pauca AM2-Angelina, Xf subsp. fastidiosa IVIA5235, Xf subsp. pauca ALM4, Xf subsp. sandy  Ann-1, Xf subsp. multiplex IVIA5901.
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Figure S2: Gel electrophoresis of the PCR amplification products of   Region 1 (1-8, 313 bp) and Region 2 (9-16, 647 bp) using the primers designed in this paper. 1: Xf subsp. pauca OLI17A, 2: Xf subsp. multiplex  ESVL, 3: Xf subsp. pauca AM2-Angelina, 4: Xf subsp. fastidiosa IVIA5235, 5: Xf subsp. pauca ALM4, 6: Xf subsp. sandy  Ann-1, 7: Xf subsp. multiplex IVIA5901, 8: negative control, M: O'GeneRulerTM  DNA Ladder (Thermo), 9: Xf subsp. pauca OLI17A, 10: Xf subsp. multiplex  ESVL, 11: Xf subsp. pauca AM2-Angelina, 12: Xf subsp. fastidiosa IVIA5235, 13: Xf subsp. pauca ALM4, 14: Xf subsp. sandy  Ann-1, 15: Xf subsp. multiplex IVIA5901, 16: negative control.
















Consensus sequences of R1 and R2 regions amplicons sequenced by Sanger
>consensus_region_R1
TTGGCCGGAAAAACACTCGGCAGCAGGTAACTGCGTCATAAAAATGTCTCCTGTTTCGTGAGATCACCACGGGGAGACGTTTTTGCGCGCCGCACTCGTGGGTGTCGGGAGGTTAACAACCGGAAACAGACGGCGGGCAGCTTTCCCCAAAGGGTCTTGTATCGCTGCCGCCCTCCCGACGTAAAAACGTGCAGGCGTAAAAAAACCGCTTTGTTTTCGGGTGCGGGGGCCGCTATGTCCGGAGTTGTTACGCTCCTTACCCGCGGCGGTACCGCAGTGGTGCAGCGGCGTCAAGTCCCCACCTGATTGCTAT

locus  04444_04030

>consensus_region_R2
CCATCCGTTACGACAAGTTCCCCGGCAATGATGGGCAGGAGCGTCATGTCAGTGAGATTATTGCAGATCAAATGCACATGCTTGGCACCCGTAATGAAGGTTCCAGCGGCATCACGCCGCAGCGGCGACCGGCAAAGGTCGGTAACACCGATAAAGCCTATGAGTATGCAGGCGTAGACTTCCGCGATGTTGCCCCACCGTTTTACCCGAGCAGGGATCAGCCAATGGCTAACGTGCAAGCAAGACCAATCCGAGACATGCCCCCACCCGCCGGCTTATGTCTTTCCAGATCTGAGGTGACCGAGTTATGCGGTACCCCGCAACGCGCTCGCCAAGCCGCGTTTATTAGGAAGTACGGCATTGGGCGCCATTCGGATGCGCATGAATGGCCGGTAGTGCTGGGTGGTGCGATGGACGCGATGCCGCGTTATCCGACGGTTCGGCCTGGGTGGAAGTCTAATAAGGTCGCATGATGGGACGTAAACCAACCAAAACAGGGGCAATTCGGAGGTTTCGCGTGCGCCCTCAGAAGTCCGGCGTGGTGCATTGTTACTCCGATCTCGGCGGCAAACCACGCAAAGAGACGCCAATAGGACGCGA
locus O4444_06695
locus O4444_06700
locus O4444_06705
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