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Strain verification 
Species identities of the strains used in this study were determined by sequence analysis of a 
diagnostic sequence of the long intron of the tef1 gene encoding translation elongation factor 
1-alpha as described in (Druzhinina et al., 2010, Chaverri et al., 2015). All but one species 
were found to be correctly identified. The genome of T. afroharzianum has been published as 
“T. harzianum” (Baroncelli et al., 2015), but sequence analysis of the above specified tef1 
gene fragment clearly identified the isolate as T. afroharzianum.  

Improvement of the T. reesei genome annotation 
The genome of T. reesei QM6a, sequenced in 2004 (Martinez et al., 2008), was compared to 
that of its mutant RUT C-30 (sequenced in 2009;(Le Crom et al., 2009, Koike et al., 2013)), and 
genes present in the latter but missing in the former (679 genes) included in its annotation. 
This combined T. reesei genome now contained 9,886, instead of the previously annotated 
9,132 genes (Additional File 3).  

In the later course of this work, we became aware of the paper by Li et al. (Li et al., 2017), 
who used single-molecule real-time (SMRT) sequencing to detect even 10877 genes in T. 
reesei. A comparison of their annotation with that performed in the present study revealed 
that 823 of the 889 additional proteins detected in (Li et al., 2017) were unidentified proteins. 
Two thirds of the functionally predicted 62 genes (=0.6 % of the genome annotated by us) 
encoded proteins putatively involved in nucleic acid, ribosome or mitochondrial metabolism. 
No proteins that would have significant impacted the results or interpretations of this study 
were detected, so we refrained from re-doing all analyses. Yet we introduced their data 
where this is necessary for interpretation of our results.  

Improvement of the T. hamatum genome annotation 
In addition, the genome sequence of T. hamatum GD12 (Studholme et al., 2013), which was 
only available in the form of nucleotide scaffolds, was re-analysed (see Materials and 
Methods) and found to putatively contain 10,520 protein coding genes (Additional File 9). 
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