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ATGGGCAAAGGAAATAACATTCAAACGCCGTGCTTTCGTGCATCTCAACTTCGAAGCTTT

ATGGGCAAAGGAAATAACATTCAAACGCCGTGCTTTCGTGCATCTCAACTTCGAAGCTTT

TGTTTAATTGCTTTCTTATTGTGTCAATCCCTTCAATCCATCGTCTCACTGCCAGCACTT

TGTTTAATTGCTTTCTTATTGTGTCAATCCCTTCAATCCATCGTCTCACTGCCAGCACTT

TCCTCCAAAGTGGAGTTGTCAGCACAAAAAATTAAGGTACAAGCACGGGTGAATCAGTTT
——————————————————————————————————————————————————— ARATCAGTTT
TCCTCCAAAGTGGAGTTGTCAGCACAAAAAATTAAGGTACAAGCACGGGTGAATCAGTTT

GTGAGAGAAAACAACCGTCCCCCTCGTCGAAGTGAACTCGATGTCATCCTTAGCCAGGAA
GTGAGAGAAAACAACCGTCCCCCTCGTCGAAGTGAACTCGATGTCATCCTTAGCCAGGAA
GTGAGAGAAAACAACCGTCCCCCTCG-———=== === === === ———————m o

AATCTCAAACTGAAAGCAGGTAAGCAATAAGACTTATATCACTATCACTATCTGAGCACT
AATCTCAAACTGAAAGCAGGTAAGCAATAAGACTTATATCACTATCACTATCTGAGCACT

GATCCCAATCTTCTTCGACGCGGGTATCCAGGTTATCTTCCCCCGCAATCGTCAACGTCG
GATCCCAATCTTCTTCGACGCGGGTATCCAGGTTATCTTCCCCCGCAATCGTCAACGTCG

CACGAGGACAATTGGGAAACTCTTGACAAGGAAATTGAGGAATATCGCAATGGCAAAAGT
CACGAGGACAATTGGGAAACTCTTGACAAGGAAATTGAGGAATATCGCAATGGCAAAAGT

TTCAAGGTGGAAGATTTGCCTAAGGAAGAAGAACTCGTCAAATATAAAGCTGATGAGGTG
TTCAAGGTGGAAGATTTGCCTAAGGAAGAAGAACTCGTCAAATATAAAGCTGATGAGGTG

CCTCCTCCACGTTATGATGATTATTTCATTAARACCCCTAAATGA 525
CCTCCTCCACGTTATGATGATTATTTCATTAAAACCCCTAAATGA 354
————————————————————————————————————————————— 3292

ATGTTACTAGTGCGGCATATGCCCTTCCTGACACCGTGCTTTCGTGCATCTCAACTTCGA
ATGTTACTAGTGCGGCATATGCCCTTCCTGACACCGTGCTTTCGTGCATCTCAACTTCGA

AGCTTTTGTTTAATTGCTTTCTTATTGTGTCAATCCCTTCAATCCATCGTCTCACTGCCA
AGCTTTTGTTTAATTGCTTTCTTATTGTGTCAATCCCTTCAATCCATCGTCTCACTGCCA

GCACTTCCCTCCAAAGTGGAGTTGTCAGCACCAAGAATTAAGGCACAAGCACGGGTGAAT
GCACTTCCCTCCAAAGTGGAGTTGTCAGCACCAAGAATTAAGGCACAAGCACGGGTGAAT

CAGTTTGTGAGAGAAAACAACCGTCCCCCTCGTCGAAGTGAACTCAATGCCATCCTTCGC
CAGTTTGTGAGAGAAAACAACCGTCCCCCTCGTCGAAGTGAACTCAATGCCATCCTTCGC

CAGGAAAATCTCAAACTGAACGCAGGTAAGCAATAAGACTTATATCACTATCACTATCTG
CAGGAAAATCTCAAACTGAACGCAGGTAAGCAATAAGACTTATATCACTATCACTATCTG

AGCACTGATCCCAATCTTCTTCGACGCGGGTATCCAGGTTATCTTCCCCCGCAATCGTCA
AGCACTGATCCCAATCTTCTTCGACGCGGGTATCCAGGTTATCTTCCCCCGCAATCGTCA

ACGTCGCACGAGGACAATTGGGAAACTCTTGACAAGGAAATTGAGGAATATCGCAATGGC
ACGTCGCACGAGGACAATTGGGAAACTCTTGACAAGGAAATTGAGGAATATCGCAATGGC

AAAAGTTTCAAGGTGGAAGATTTGCCTAAGGAAGAAGAACTCGTCAAATATAAAGCTGAT
AAAAGTTTCAAGGTGGAAGATTTGCCTAAGGAAGAAGAACTCGTCAAATATAAAGCTGAT

GAGGTGCCTCCTCCACGTTATGATGATTATTTCATTAAAACCCCTAAATGA 531
GAGGTGCCTCCTCCACGTTATGATGATTATTTCATTAAAACCCCTAAATGA 11309
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ATGGGCAAAGGAAATAACATTCAAACGCCGTCCTTTCGTGCATCTCGACTTCGAAGCTTT
ATGGGCAAAGGAAATAACATTCAAACGCCGTCCTTTCGTGCATCTCGACTTCGAAGCTTT
ATGGGCAAAGGAAATAACATTCAAACGCCGTCCTTTCGTGCATCTCGACTTCGAAGCTTT
ATGGGCAAAGGAAATAACATTCAAACGCCGTCCTTTCGTGCATCTCGACTTCGAAGCTTT

TGTTTAATCGCTTTCTTATTGTGTCAATCACTTCAATCTATCGTCTCACTACCAAAAATT
TGTTTAATCGCTTTCTTATTGTGTCAATCACTTCAATCTATCGTCTCACTACCAACAATT
TGTTTAATCGCTTTCTTATTGTGTCAATCACTTCAATCTATCGTCTCACTACCAAAAATT
TGTTTAATCGCTTTCTTATTGTGTCAATCACTTCAATCTATCGTCTCACTACCAAAAATT

TCCCCTGCTGAGGTGTCAGCATTGAAAACTCGCGTACGAGCACGGTTGGATCAGTTTTGC
TCCCCTGCTGAGGTGTCAGCATTGAAAACTCGCGTACGAGCACGGTTGGATCAGTTTTGC
TCCCCTGCTGAGGTGTCAGCATTGAAAACTCGCGTACGAGCACGGTTGGATCAGTTTTGC
TCCCCTGCTGAGGTGTCAGCATTGAAAACTCGCGTACGAGCACGGTTGGATCAGTTTTGC

AGAGAACAAGGCTATAGACCTGAAAACAGTCAATTCTTTGCCATCCTT-———————————
AGAGAACAAGGCTATAGACCTGAAGACAGTCAATTCTTTGCCATCGTT-———————————
AGAGAACAAGGCTATAGACCTGAAGACAGTCAATTCTTTGCCATCGTTCNGTACTTTTTG
AGAGAACAAGGCTATAGACCTGAAAACAGTCAATTCTTTGCCATCCTT-———————————

———————————————————————— CGCGAGGAATATGCGCAGATCAAACCGCAATTTGGA
———————————————————————— CGCGAGGAATATGCGCAGATCAAACCGCAATTTGGA
TGTAGTGACTTTGAGCCCAAGGANCGCGAGGAATATGCGCAGATCAAACCGCAATTTGGA
———————————————————————— CGCGAGGAATATGCGCAGATCAAACCGCAATTTGGA

CACGCGCAGTACGCTCCAGCACACTCGCGCGACTCAGCTCCAAGTCACCAGGCAGAACAG
CACGCGCAGTACGCTCCAGCACACTCGCGCGACTCAGCTCCAAGTCACCAGGCAGAACAG
CACGCGCAGTACGCTCCAGCACACTCGCGCGACTCAGCTCCAAGTCACCAGGCAGAACAG
CACGCGCAGTACGCTCCAGCACACTCGCGCGACTCAGCTCCAAGTCACCAGGCAGAACAG

AATTATGGCACAGGTAAGCAATAAGACTTAAATCACTATCACTATCTGAGCACTAATCCC
AATTATGGCACAGGTAAGCAATAAGACTTAAATCACTATCACTATCTGAGCACTAATCCC
AATTATGGCACAGGTAAGCAATAAGACTTAAATCACTATCACTATCTGAGCACTAATCCC
AATTATGGCACAGGTAAGCAATAAGACTTAAATCACTATCACTATCTGAGCACTAATCCC

AATCTTCTTCGACGTGGGTTTCCAGGTGTTTTTCCCTCGCGAGTGACCCCAGGCATTGAA
AATCTTCTTCGACGTGGGTTTCCAGGTGTTTTTCCCTCGCGAGTGACCCCAGGCATTGAA
AATCTTCTTCGACGTGGGTTTCCAGGTGTTTTTCCCTCGCGAGTGACCCCAGGCATTGAA
AATCTTCTTCGACGTGGGTTTCCAGGTGTTTTTCCCTCGCGAGTGACCCCAGGCATTGAA

GATTGGGAAAAGAAAATGCACGACCAAGATTGGGAACATTATGAACGTGCCATTGTGGAG
GATTGGGAAAAAAAAATGCACGACCAAGATTGGGAACATTATGAACGTGCCATTGTGGAG
GATTGGGAAAAAAAAATGCACGACCAAGATTGGGAACATTATGAACGTGCCATTGTGGAG
GATTGGGAR AR~ == ==

TTTATGAATGACAAAGGTATTTGGCTGCCTGATATTGATGAGGTCCACGGTATTCCGCCG
TTTATGAATGACAAAGGTGCTTGGCTGCCTGATATTGATGAGGTCCACGGTATTCCGCCG
TTTATGAATGACAAAGGTGCTTGGCTGCCTGATATTGATGAGGTCCACGGTATTCCGCCG

CCTGAACCTTATATTTTTTCATCCCAAARAAATTAG 600
CCTGAACCTTATATTTTTTCATCCCAAARAAATTAG 600

CCTGAACCTTATATTTTTTCATCCCAAARAAATTAG 10950
———————————————————————————————————— 16230

Additional file 15. 4vrL2 family DNA sequences.

Alignment of AvrL2 coding regions with their closest matching scaffolds in the M. /ini genome assembly.

Polymorphic nucleotides are shaded blue.

Note that sc4334 and sc8713 are short scaffolds of 13,347 bp and 3,292 bp, respectively, suggesting that
they might be located in a repetitive region of the genome that is difficult to assemble. Also sc8713 contains
partial coding regions at the 5’ and 3’ ends of the scaffold that are homologous to the candidate identified on

sc4334, which is characteristic of scaffolds formed from collapsed repeats.
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