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Figure S1. Phenotype summary for major transcription factor classes. The total
number of mutants with the indicated defect or combination of defects is shown in each lobe

of the Venn diagram for that transcription factor class.
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Figure S3. Linear regression analysis of aerial hyphae height and hyphal growth rate
data. Data are taken from Figure 3C. The R? value for the line drawn through the data has a

value of 0.165.
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Figure S4. Asexual/sexual sporulation phenotypes and sexual development expression data
analysis for transcription factors regulated by the White Collar Complex (WCC).

A. Asexual and sexual development phenotype summary. Asexual sporulation (aerial hyphae height
and/or conidia production) and sexual development (protoperithecia, perithecia and ascospore
production) defects for available mutants lacking 18 transcription factors that are regulated by the WCC
(see (Smith et al. 2010)). *Data supporting an asexual sporulation defect for ve-7 mutant taken from
(Bayram et al. 2008).

B. Sexual development time course heat map. Available RNAseq data for 17/21 transcription factor
genes regulated by the WCC were subjected to clustering and heatmap analysis as described in Figure
4C. NCUOQ775/clr-1 and NCU08000 (boxed) lack sexual cycle phenotypes, but are coordinately
expressed during sexual development.
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