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SUPPLEMENTAL MATERIALS 

 

Comprehensive mapping of the 5′ and 3′ untranslated regions of Aspergillus fumigatus 

reveals diverse mechanisms of mRNA processing including premature transcription 

termination. 
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SUPPLEMENTAL FIGURES 

 

Figure S1: Volcano plot of the differentially expressed genes between 37°C and 42°C. 

Graphical representation of Log2 Fold Change data from Table S1 as a volcano plot. Orange 

dots represent genes with a padj < 0.05. Genes with missing adjusted p-values from DESeq2 

were excluded. 
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Figure S2: UTR length bias originating from genes with predicted annotation. (A) Read 

alignment of AFUB_099680 encoding a putative transmembrane transporter and AFUB_001610 

encoding a protein of unknown function. (B) Read alignment of AFUB_099690 encoding a 

protein of unknown function. In both (A) and (B), the y-axis indicates total read-counts. Arrow 

heads indicate the positions of detected high confidence 5’/3’ end sites.  Read tracks were 

smoothened to improve viewability, this can also lead to some intron being depicted as 

unspliced, although they are actually spliced. 
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Figure S3: GO-term analysis of the 10% shortest and longest UTRs. Gene ontology terms 

associated with the genes with the (A) 10% shortest 5’ UTRs, (B) 10% longest 5’ UTRs, and (C) 

10% longest 3’ UTRs. No enrichment categories were detected for the 10% shortest 3’ UTRs. 

GO terms were calculated with ShinyGO 0.82 (Ge et al. 2019).  
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Figure S4: Motif analysis of transcriptional start sites. Motif prediction using STREME with 

genomic sequences +/- 25 nt from the transcription start sites of the (A) all 5’ UTRs, (B) 10% 

shortest 5’ UTRs and (C) 10% longest 5’ UTRs. 
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Figure S5: Sequence context around transcriptional start sites. WEB-logo of genomic 

sequences +/- 25 nt from transcription start sites for the denoted subsets or total high-

confidence TES list. WEB-logo was created on https://weblogo.threeplusone.com/. 
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SUPPLEMENTAL TABLES 

Table S1: DESeq2 analysis for differentially expressed genes in 42°C compared to 37°C. 

 

Table S2: GO-terms of differentially expressed genes in 42°C compared to 37°C. 

 

Table S3: Transcript start sites and transcript end sites for A. fumigatus mycelium.  

 

Table S4: Number of detected uAUGs in high-confidence 5’ UTRs. 

 

Table S5: GO-term analysis of genes with the 10% shortest and longest 5’ UTRs and 10% 

longest. 

 

Table S6: Primers used for RT-qPCR. 
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