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FIGURE S1. Percent GC distribution across the Monilinia vaccinii-corymbosi genome. Genomic binned regions are defined
by OcculterCut v1.1 using default parameters.
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FIGURE S2. Distribution of Repeat-Induced Point mutation (RIP)-affected regions across the
Monilinia vaccinii-corymbosi genome.
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FIGURE S3. Protein sequence length distribution for the total set of 9,405 Monilinia vaccinii-corymbosi Maker gene models and unannotated gene models.
Sequence lengths are divided into bins of 100 amino acids.
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FIGURE S4. Direct biological process GO term count for 105 putative effectors identified in Monilinia vaccinii-
corymbosi by EffectorP.
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FIGURE S5. Direct biological process GO term count for 366 putative CAZymes identified in Monilinia vaccinii-
corymbosi by dbCAN2. Only the first 25 GO terms are shown.
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FIGURE S6. Direct biological process GO term count for 90 SM biosynthesis-related genes identified in Monilinia
vaccinii-corymbosi by SMURF. Only GO terms with >1 sequence are shown.
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FIGURE S7. Direct cellular component GO term count for 774 protein sequences with secretion signal peptides
identified in Monilinia vaccinii-corymbosi by SignalP. Only the first 25 GO terms are shown.
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FIGURE S8. Direct molecular function GO term count for 774 protein sequences with secretion signal peptides
identified in Monilinia vaccinii-corymbosi by SignalP. Only the first 25 GO terms are shown.
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Ss ATACCCTTATGAGAGATACCA-ATGTCAGAAGAACTGTCTCTGAGTACCTTGCTCTTGTA 59
Sm ATACCCTTATGAGAGATACCA-ATGTCAGAAGAACTGTCTCTGAGTACCTTGCTCTTGTA 59
St ATACCCTTATGAGAGACGCTA-ATGTCAAGAGAACCGTCTCTGAATTTCTTGTTCTTGTA 59
Mvc-1  ACACTCTCATGAGAGATGCTG-GTGTCAAGAGAACTGTTGCCGAATTCCTCTTTGTTGCA 59
Mvc-2 ATACCATCATGCAAAGTCCTCGTGAAAAGGGAAACTGTTGCTGAATTCCTCTTCGTAGCA 60
. hk ok kkx * * ok ok kxk ok kK * *
Ss TGTCCTT-——ACATTGGTATCCTTGCTGTTAATGATTATCTTACCGATCTCAATTGGATA 116
Sm TGTCCTT-——ATATTGGTATCCTTGCTGTTAATGATTATCTTACCGATCTCAATTGGATA 116
St TGTCCTT-—-—-ATGTTGGTATCCTTGCTGTTAATGATTACCTTGTCAATCTCAATTGGACA 116

Mvec-1 TGCCCAT---ACATTGGTATAATCTCAATTAGCAATTATCTTTCTGATCTAAACTGGACA 116
Mvc-2 TGTTCATACATTATTAGTATAATCTCAATTAACAATTACTTTTCTAACTTAAACTARAACA 120

* & * ok R * * * &k * k& Kk * * E L * ok

Ss TTCGAAACAAATGAAGAAGGGATTGTTTGTCTTCGTCAAACTTCTCCATCAGATATCCGT 176
Sm TTCGAAACARAATGAAGAAGGGATTGTCTGTCTTCGTCAAACTTCTCCATCAGATATCCGT 176
St CTCGAAACAAATGAAGAAGGGATTGTCTGTCTTCGTCAAACTTTTCCACCAGATATCCGT 176
Mvec-1  TTTGRAAACCAATGAAAAAAGTACTGTTTGTCTTCGTCAAGTTTCTTTACCAGATATAACC 176
Mvc-2 TTTGAAACCAATGAAAAAAGTACTGTTTGTCTTCGTCAAGTTTCTTTACCAGATATAACC 180

* AhkkAhkk AhkAkhkAkEk Ak A A AhkAhk AhkAAAA AL A A LA EE *  kk ok k& koA

Ss TCGTTTCCAGCACATATCGCTAGAACTACCTTGACAGATTTGGACGTTATCACTTTCTGT 236

Sm TTGTTTCCAGCACATATCGCTAGAACTACCTTGACAGATTTGGATGTTATCACTTTCTGT 236
St TCATTTTCAGCACACATCGCTAGCACTACCTTAACAGATTTGGACATCATCACTTTCTGT 236
Mvc-1  [TTATTTACACAACATATTGCCAGAACTAACTTCGACAGATT TGGACATCATCATCTTTTGT 236

Mve-2  TTATTTACACARCATATTGCCAGAACTAACTTGACAGATTTGGACATCATCARCTTTTGT 240

* * Kk Kk K ik kkhk Kk Kk khkkhkhk AAkhk AhkAAkAAAAALA E L I

Ss GGCTCCCAAGGTTATTTGCC 256
Sm GGCTCCCAAGGTTATTTGCC 256
st GGCTCTCGAGGCTACTTACC 256
Mvcq GATATCTACATGTCTCCTAG 256
Mve-2 AGCGTCGAAGGCTACTTGCC 260

*

FIGURE S9. Multiple sequence alignment of repeat sequences (highlighted) and flanking sequences (not
highlighted) present in MAT loci of Sclerotinia spp. and Monilinia vaccinii-corymbosi (Mvc). Asterisks indicate
nucleotide positions that are identical in all six sequences. Ss: Sclerotinia sclerotiorum 250 bp inverted repeat
sequence and flanking sequences from the first copy in the Inv- allele (GenBank: JQ815883.1); Sm: S. minor 256 bp
repeat sequence and flanking sequences from the first copy in the Inv- allele (GenBank:KC894719.1); St: S.
trifoliorum 146 bp repeat from the single copy present in the S-type idiomorph (GenBank:KU726097.1); Mvc-1:
115 bp direct repeat and flanking sequences from the t/MATI-1-1 copy; Mvc-2: 115 bp direct repeat and flanking
sequences from the (fMATI-2-10 copy.



