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Terfezia claveryi MAT locus characterization uncovers evolutionary insights about 

sexual reproduction of Pezizomycetes and reveals mating type dynamics in 

mycorrhizal plants.  
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Figure S1. Graphical representation of the sampling field, showing ten different plots 

where root and soil samples were collected. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S2. Most significant alignment for the Tc1705 strain amplified with ITS1F-ITS4 

primers, obtained from BLAST (https://blast.ncbi.nlm.nih.gov/Blast.cgi).  
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Figure S3. Most significant alignment for the TcLlano strain amplified with ITS1F-ITS4 

primers, obtained from BLAST (https://blast.ncbi.nlm.nih.gov/Blast.cgi).  
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Figure S4. Prediction of TcMAT1-1 idiomorph based on the Tc1705 amplicon sequence 

obtained using primers 453-455. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S5. Prediction of TcMAT1-2 idiomorph based on the TcLlano amplicon sequence 

obtained using primers 453-455. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S6. Visualization of RNA-seq reads from well-watered and drought-stressed H. 

almeriense × T. claveryi mycorrhizal roots (SRA ID: SRP272077; Marqués-Gálvez et al. 

2021) mapped against the TcMAT1-1-1 and TcMAT1-2-1 amplicon sequences. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S7. Protein domain analysis of the TcMAT1-1-1 (a) and TcMAT1-2-1 (b) protein 

sequences predicted by InterPro.  

 

 

 

 

 

 

 

 

 

 


