sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

sc27
AvrM14-A
AvrM14-B

C34-1
CACATTGATCCCGTTCATAACATATTTCTACATAACCTTCCCTCACGATATTCGCTCTTT
————————————————————— ATATTTCTACATAACCTTCCCTCACGATATTCGCTCTTT
————————————————————— ATATTTCTACATAACCTTCCCTCACGATATTCGCTCTTT

CAAAAATGAAGTTTGGTATCATCTTTTTAGCCCTCTTCTTTGTCACTATCAGTCACGTTC
CAAAAATGAAGTTTGGTATCATCTTTTTAGCCCTCTTCTTTGTCACTATCAGTCACGTTC
CAAAAATGAAGTTTGGTATCATCTTTTTAGCCCTCTTCTTTGTCACTATCAGTCACGTTC

TATGCGCCGGCAATAATGATCTTGAAAATGTGAAGGCAATCGCGATAGTTTACAGGGAGC
TATGCGCCGGCAATAATGATCTTAAAAATGTGAAGGCAATCGCGATAGTTTACAGGGAGC
TATGCGCCGGCAATAATGATCTTGAAAATGTGAAGGCAATCGCGATAGTTTACAGGGAGC

TCTCAGACGGGTCTCAGACAGTCCTCCTGGCGAAAATGAAAGGCCTGGCGGACGAGAAAG
TCTCAGACGGGTCTCAGACAGTCCTCCTGGCGAAAATGAAAGGCCTGGCGGACGAGAAAG
TCTCAGACGGGTCTCAGACAGTCCTCCTGGCGAAAATGAAAGGCCTGGCGGACGAGAAAG
BspEl
GATGGATGTTTGTAAGAGGACATGTCCGGAAGGACGAGGAGGCTGACCCTGGGGTCGCCG
GATGGATGTTTGTAAGAGGACATGTCCGGGAGGACGAGGAGGCTGACCCTGGGGTCGCCG
GATGGATGTTTGTAAGAGGACATGTCCGGAAGGACGAGGAGGCTGACCCTGGGGTCGLCCG

CGATACGCGAAACGCAGGAAGAAAGTCAGTTAACAGACATTCCAGCCTTTCAGAGAGCAA
CGATACGCGAAACGCAGGAAGAAAGTCAGTTAACAGACATTCCAGCCTTTCAGAGAGCAA
CGATACGCGAAACGCAGGAAGAAAGTCAGTTAACAGACATTCCAGCCTTTCAGAGAGCAA

ACTTTGGAGCTTTACTAACCCTCAGTCCTTCTCGACATCAGCCGGCTTTACAGGAATGGT
ACTTTGGAGCTTTACTAACCCTCAGTCCTTCTCGACATCAGCCGGCTTTACAGGAATGGT
ACTTTGGAGCTTTACTAACCCTCAGTCCTTCTCGACATCAGCCGGCTTTACAGGAATGGT

GAAGAAAAGCGGCGCACCGTTCACCCAACCGGGTTCCAAAGATACTCAGCGTGTTATCAC
GAAGAAAAGCGGCGCACCGTTCACCCAACCGGGTTCCAAAGATACTCAGCGTGTTATCAC
GAAGCAAAGCGGCGCACCGTTCACCCAACCGGGTTCCAAAGATCCTCAGCGTGTTATCAC

AATACACCCTCATATTGTCCAAGTTCAAGAGGCTTCAAAGTCTAAGGACACAGAAGACAC
AATACACCCTCATATTGTCCAAGTTCAAGAGGCTTCA-——————————————————————
AATACACCCTCATATTGTCCAAGTTCAAGAGGCTTCA-——————————————————————

AGTCAAACGTCAATTTCTCTGGGTCCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAAAG

TCATATTGTCCAAGTTCAAGAGGCTTCAAAGTCTAAGGACACAGAAGACACAGTCAAACG
———————————————————————————— AAGTCTAAGGACACAGAAGACACAGTCAAACG
———————————————————————————— AAGTCTAAGGACACAGAAGACACAGTCAAACG

CGAATTTCTCTGGGTCCGCCCATCCGAGGTCCGAAGTAAGCTACAAAGGGCGGAAATGAT
TCAATTTCTCTGGGTCCACCCATCCGAGGTCCGAAGTAAGCTACAAAGGGCGGAAATGAT
CGAATTTCTCTGGGTCCGCCCATCCGAGGTCCGAAGTAAGCTACAAAGGGCGGAAATGAT

TCAAGCCTGGGATCAACTACACAGCTTTTTCTGAGAAACCTCGATGAAGTAAGTGTTGCA
TCAAGCCTGGGATCAACTACACAGCTTTTTCTGAGAAACCTCGATGAAGTAAGTGTTGCA
TCAAGCCTGGGATCAACTACACAGCTTTTTCTGAGAAACCTCGATGAAGTAAGTGTTGCA

AGTGTTCGAATTGCCGCGGATCCATGATTGAATATCAACTGATATAGGGTCGGCTGTAGG
AGTGTTCGAATTGCCGCGGATCCATGATTGAATATCAACTGATATAGGGTCGGCTGTAGG
AGTGTTCGAATTGCCGCGGATCCATGATTGAATATCAACTGATATAGGGTCGGCTGTAGG

ACAACGCTAGGTAGAGAACCGGAACGGTTCTTTGTGGCTCGATCCTTTACCACCTCAGGC
ACAACGCTAGGTAGAGAACCGGAACGGTTCTTTGTGGCTCGATCCTTTACCACCTCAGGC
ACAACGCTAGGTAGAGAACCGGAACGGTTCTTTGTGGCTCGATCCTTTACCACCTCAGGC

TACAGTATAAAACCTTTTATCAAAAGACGACTACTATTCAATCATTTAATTCATTCCTTT
TACAGTATAAAACCTTTTATCAAAAGACGACT——=—————————————————————————
TACAGTATAAAACCTTTTATCAAAAGACGACT————————————————————————————

C34-4
GTTCCGARRATC 2554
———————————— 800
———————————— 800

1582
39
39

1642
99
99

1702
159
159

1762
219
219

1822
279
279

1882
339
339

1942
399
399

2002
459
459

2062
496
496

2122
496
462

2182
496
496

2242
528
528

2302
588
588

2362
648
648

2422
708
708

2482
768
768

2542
800
800



Additional file 12. AvrM 14 sequences.

Alignment of AvrM14-A and AvrM14-B with the corresponding region of sc27. Note that the scaffold
sequence contains 171 bp of additional sequence that is not present in the AvrM14-A and AvrM14-B
genes. It is likely that this additional sequence prevented gene prediction by the annotation pipeline used
by Nemri et al. [1]. As a result, AvrM14 is not present in the list of M. /ini effectors predicted by these
authors. The C34-1 and C34-4 primer sites are shaded green, polymorphic nucleotides are shaded blue
and a 77 bp intron is shaded yellow. Start (ATG) and stop (TGA) codons are shown in bold type. The
position of a polymorphic BspEI restriction site is also shown.
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