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Table S1: Strains used in this study.

a AMB, strain collection of General and Molecular Botany, Ruhr-University Bochum,
Germany



Table S2: Plasmids used in this study.



Table S3: Oligonucleotides used in this study.



Table S4: Overview of sexual crosses set up for the identification of allelic mutations. Each
cross was set up in triplicate. Numbers of perithecia in the contact region are indicated as
follows: +, few perithecia; ++, several perithecia; +++, massive perithecia production. For
strain references, see Table S1.
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Table S5: Summary of sequence reads and small variants from genome sequencing of mutant
pro34 (sample pro34/fus) and wild type (sample wt_3). For each sample, 40 ascospore isolates
were collected. For sample pro34/fus, only brown-spored isolates with the fus background were
used.

Sample pro34/fus wt_3
Genotype pro34 wild type
Total number of reads 104,291,308 108,513,967
Total Mb 5319 5534
No. of reads mapped to
reference genome

100,132,095 105,047,645

% of reads mapped to
reference genome

96.0 96.8

Coverage 128x 134x
Number of small variants
with coverage > 40 %

130 146

Number of these with 100 %
penetrance

- -
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