Supplementary Data S1. A. Sequence alignment of the genic region OG08220 for Tilletia walkeri and T. indica isolates
sequenced by Nguyen et al. [43]. Highlighted regions correspond to the qPCR primer sequences (grey) and the probe
sequence (yellow).
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GCTACCAACGCAACTGTGACCCTAAACGGTGTGAAGGGTAACATCAATCTCAACATCAAT
GCTGCCAACGCAACTGTGACCCTAAACGGTGTGAAGGGTAACATCAATCTCAACATCAGT
GCTTCCAACGCAACTGTGACCCTAAACGGTGTGAAGGGTAACATCAATCTCAACATCAGT
GCTACCAACGCAACTGTGACCCTAAACGGTGTGAAGGGTAACATCAATCTCAACATCAAT
GCTTCCAACGCAACTGTGACCCTAAACGGTGTGAAGGGTAACATCAATCTCAACATCAGT
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GGTGGTTCCGCTCAAATCAACAACTCGGGTAACCCGGTCGATCCCGCCCTTCCTCTGCAA
GGTGGTTCCGCTCAAATCAACAACTCGGGTAACCCGGTCGATCCCGCCCTTCCTCTGCAA
GGTGGTTCCGCTCAAATCAACAACTCGGGTAACCCGGTCGATCCCGCCCTTCCTCTGCAA
GGTGGTTCCGCTCAAATCAACAACTCGGGTAACCCGGTCGATCCCGCCCTTCCTCTGCAA
GGTGGTTCCGCTCAAATCAACAACTCGGGTAACCCGGTCGATCCCGCCCTTCCTCTGCAA
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GTCACGCTGCTCGAGAGCACGGTCCGGCTCCTCCAGAGCAAGGTTGACCGGATGAGTCGC
GTCACGCTGCTCGAGAGCACGGTCCGGCTCCTCCAGAGCAAGGTGGACCGGATGAGTCGC
GTCACGCTGCTCGAGAGCACGGTCCGGCTCCTCCAGAGCAAGGTGGACCGGATGAGTCGC
GTCACGCTGCTCGAGAGCACGGTCCGGCTCCTCCAGAGCAAGGTGGACCGGATGAGTCGC
GTCACGCTGCTCGAGAGCACGGICCGGCTCCTCCAGAGCAAGGTGGACCGGATGAGTCGC

T walkeri DAOMC 230849
T walkeri DAOMC 236422
T indica DAOMC 236408
T indica DAOMC 236414
T indica DAOMC 236416

T walkeri DAOMC 230849
T walkeri DAOMC 236422
T indica DAOMC 236408
T indica DAOMC 236414
T indica DAOMC 236416

Supplementary Data S1. B. Sequence alignment of the isolates sequenced by Nguyen et al. [43] presenting part of the
region OG01193 unique to Tilletia walkeri and T. indica used for the qPCR assay design. Highlighted regions correspond
to the qPCR primer sequences (grey), and the probe sequence (yellow). Differences with the non-target species in the
alignment are highlighted in cyan.
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CTACCCGCGCGTTGAACATCTACGAAGGCCAACAACGAGGTTTCAAGTACCTCACTCCCA
CTACCCGCGCGTTGAACATCTACGAAGGCCAACAACGAGGTTTCAAGTACCTCACTCCCA
CTACCCGCGCGTTGAACATCTACGAAGGCCAACAACGAGGTTTCAAGTACCTCACTCCCA
CTACCCGCGCGTTGAACATCTACGAAGGCCAACAACGAGGTTTCAAGTACCTCACTCCCA
CTACCCGCGCGTTGAACATCTACGAAGGCCAACAACGAGGTTTCAAGTACCTCACTCCCA
CAACTCGTGCGGTGAATCTCTGCAAAGGTCAACTGCGAGGCTTCAAGTACCTCACTCCCA
CAACTCGTGCGGTGAACCTCTACAAAGGTCAGCTGCGAGGCTTCAAGTACCTCACTCCCA
CAACTCGTGCGGTGAATCTCTACAAAGGTCAGCTGCGAGGCTTCAAGTACCTCACTCCCA
CAACTCGTGCGGTGAATCTCTACAAAGGTCAGCTGCGAGGCTTCAAGTACCTCACTCCCA
CAACTCGTGCGGTGAATCTCTACAAAGGTCAGCTGCGAGGCTTCAAGTACCTCACTCCCA
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AACTTCGTCTCGATCCTCGTGATCTGCTGTACGATTCCGGCGATGGGCGACACCAGCTAC
AACTTCGTCTCGATCCTCGTGATCTGCTGTACGATTCCGGCGATGGGCGACACCAGCTAC
AACTTCGTCTCGATCCTCGTGATCTGCTGTACGATTCCGGCGATGGGCGACACCAGCTAC
AACTTCGTCTCGATCCTCGTGATCTGCTGTACGATTCCGGCGATGGGCGACACCAGCTAC
AACTTCGTCTCGATCCTCGTGATCTGCTGTACGATTCCGGCGATGGGCGACACCAGCTAC

AGATTCGTCTGGACCCTCACGATCAGCTATATGATTACGGCGACGTACA-———————— GC
AGATTCGTCTGGACCCTCACGATCAGCTATATGATTACGGCGACGTACA-—————-——— GC
AGATTCGTCTGGACCCTCACGATCAGCTATATGATTACGGCGACGTACA-———————— GC
AAATTCGTCTGGACCCTCACGATCAGCTATACGATTACGGCGACGTACA-——————-—— GC
AAATTCGTCTGGACCCTCACGATCAGCTATACGATTACGGCGACGTACA-———————— GC
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TGCTGCCGACGCATATCCACTTCATATGCTCGCCGGAGCGAGCGAGATTGATCATTGACG
TGCTGCCGACGCATATCCACTTCATATGCTCGCCGGAGCGAGCGAGATTGATCATTGACG
TGCTGCCGACGCATATCCACTTCATATGCTCGCCGGAGCGAGCGAGATTGATCATTGACG
TGCTGCCGACGCATATCCACTTCATATGCTCGCCGGAGCGAGCGAGATTGATCATTGACG
TGCTGCCGACGCATATCCACTTCATATGCTCGCCGGAGCGAGCGAGATTGATCATTGACG
TTCTACCGACTTATATCCACTTCGTCTGCTCGCCTGAGCGGGCGAGGCTGATCGTTGACG
TTCTACCGACTTATATCCACTTCGTCTGCTCGCCTGAGCGGGCGAGGCTGATCGTTGACG
TTCTACCGACTTATATCCACTTCGTCTGCTCGCCTGAGCGGGCGAGGTTGATCGTTGACG
TTCTACCGACTTATATCCACTTCGTCTGCTCGCCTGAGCGGGCGAGGTTGATCGTTGACG
TTCTACCGACTTATATCCACTTCGTCTGCTCGCCTGAGCGGGCGAGGTTGATCGTTGACG
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AGATTGAGGAGTTGCTGAGGGATCGGACTGCTACGAATGCGGGGAGGCCGGCGCTGATCT
AGATTGAGGAGTTGCTGAGGGATCGGACTGCTACGAATGCGGGGAGGCCGGCGCTGATCT
AGATTGAGGAGTTGCTGAGGGATCGGACTGCTACGAATGCGGGGAGGCCGGCGCTGATCT
AGATTGAGGAGTTGCTGAGGGATCGGACTGCTACGAATGCGGGGAGGCCGGCGCTGATCT
AGATTGAGGAGTTGCTGAGGGATCGGACTGCTACGAATGCGGGGAGGCCGGCGCTGATCT
AGGTCGAGGAGCTCTTAAGGGCAAGGAAAGGCCGAAGAATAAGGAGAGGCCGGCCTTGATCT
AAGTCGAGGGGCTCTTAAGGGAAGGAAAGGCGAAGAATAAGGAAAGGCCGGCCTTGATCT
AAGTCGAGGAGCTCTTAAGGGAAGGAAAGGCGAAAAATAAGGAAAGGCCGGCCTTGATCT
AAGTCGAGGAGCTCTTAAGGGAAGGAAAGGCGAAAAATAAGGAAAGGCCGGCCTTGATCT
AAGTTGAGGAGCTCTTAAGGGAAGGAAAGGCGAAAAATAAGGAAAGGCCGGCCTTGATCT



