Figure S2: Nucleotide sequence alignment between XAC0024 from Xanthomonas citri and its homologue XCC0022 from Xanthomonas campestris. The alignment was performed using the NCBI - Blastn (https://blast.ncbi.nlm.nih.gov).
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Query: NC_003919.1:c27117-25882 Xanthomonas citri pv. citri str. 306, complete sequence Query ID: lcl|Query 53921 Length: 1236

>NC_003902.1:26998-25781 Xanthomonas campestris pv. campestris str. ATCC 33913 chromosome, complete genome
Sequence ID: Query 53923 Length: 1218
Range 1: 1 to 1218

Score:1368 bits(1516), Expect:0.0,
Identities:1034/1218(85%), Gaps:0/1218(e%), Strand: Plus/Plus

Query 19 GTGCTGGCCTGCACCTTGCTGGGCAGCATGGGCGCAAGCGCGCAGAGCCAGCGCGAGACC 78

sbjct 1 GTGTTCGCCTGCACGCTGCTGGCCGGCACCAGCGCCGGGGCGCAGAGCCAGCGCGAGGCC 60

Query 79 GAGCGCAAATTGCAGCAGCTGCGCGATGAGCTCAAGACCATCAGCGCCGATCGACGCGAA 138

sbjct 61 GAGCGCAAGCTGCAGCAATTGCGCGATGAACTGAAAACCATCAGCGCCGACCGCCGCGAC 120

Query 139  CTGGAAGGCAAGCGCGGCACCGCCGCGCAACAGTTGCGCCAGGCCGACGAGAAAGTGGCC 198

Sbjct 121  CTGGAAGGCAAGCGCGGCACCGCCGCCCAGCAGCTGCGCCAGGCCGATGAAAAAGTCGCC 180

Query 199  AAGACCGCACGTGCATTGAGCGAGACCGAAGCGGCGATGCGCGCGCAGGAACAGCATCTG 258

Sbjct 181  AAGACCGCACGTGCGCTGAGCGAGACCGAAACCGCGCTGCGCACGCACGAACAGAAACTC 240

Query 259  TCCACCCTGCAGCAGGAACGCGCGCAATTGCAGCGCGGCCTGCAGAACCAGCGCGCGCAG 318

Sbjct 241  TCCGAACTGCAGCAGCAGCGCGCGCAGCTGCAGCGTGGCCTGCGCGAGCAACGCGTGCAG 300

Query 319  CTGGCGGCGTTATTGCGCGCCGCCGATCAGGTGGGCCGCAATGCACCGCTGAAGGTGCTG 378

Sbjct 301  TTGGCCGCACTGCTGCGCGCCGCCGACCATGTGGGCCGCAACGCGCCGCTGAAAGTGCTG 360

Query 379  CTGTCGCAGGACACGGTGGGCGATGCCACGCGTATGCTGGCCGATCACCGCTATGTGCAA 438

Sbjct 361  TTGTCACAAGACACCGTGGGCAATGCCACGCGCATGCTGGCCGACCACCGCTACGTGCAG 420

Query 439  AACGCACGCGCGCAGCGCATCCACGCCTTGACCACGCAACTGGATGCCCTGGCGACAGTG 498

Sbjct 421  AGCGCACGCGCGCAGCGCATCCAGGGGCTCACCACGCAACTGGAAGCACTGACCCAGGTC 480

Query 499  GAACAGGACATCGCCACCCGGCGCCAGGCGCTGGATGCCGCGCGTGCGCAGCAAAMAGCG 558

Sbjct 481  GAGCAGCAAATCACCGAGCGGCGCCAGGCGCTGGACGCCGCACGCGCACAACAAAAAGCA 540
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