
 

  

Table S1  

Published 

name* 
Direction Primer sequence (5' to 3') Reference(s) 

ITS1 (L) Forward TCCGTAGGTGAACCTGCGG (1) 

ITS1-F (L) Forward CTTGGTCATTTAGAGGAAGTAA (2-5)   

ITS5 (L) Forward GGAAGTAAAAGTCGTAACAAGG (1) 

ITSOF-T (L) Forward ACTTGGTCATTTAGAGGAAGT (6, 7) 

ITS1_F (L) Forward GTAAAAGTCGTAACAAGGTTTC (8, 9) 

        ITS2 (L) Reverse GCTGCGTTCTTCATCGATGC (1, 3, 5, 10-17)  

FlTS7R (L) Reverse CAAAGATTCGATGAYTCAC (7) 

ITS1_R (L) Reverse GTTCAAAGAYTCGATGATTCAC (9) 

58A2R (L) Reverse CTGCGTTCTTCATCGAT (3, 18) 
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