
 

 

Figure S1. Maximum Likelihood tree of Aspergillus parasiticus clade based on combined 
dataset sequences (ITS+niaD). 

 

>117 IT-SGC niaD 

ACGGGTGTTCATCCGTTTAACGTTGAGCCACCTCTTACAGATCTGTATAAAGAAGGTACGAGTTATAGC
TGCTCCACCTCCTATCCTCATCAGATTGCTCCCTTGAGCCGTTACATTCTCACACTCTGAAAGGGTTTTTA
ACATCGCCGGAGCTCTTCTATGTTCGAAATCATGGCCCAGTCCCTCATGTCAAGGATGAAGATATCCCTC
ACTGGGAAATTACTATTGAAGGGTTAGTAAAGTACTAGGTTCTCTGCCAAACATCCGCTAACCAAAGTA
TAGACTGGTAGAGAAGCCTTTGGTACTAAACTTCCGACAAGTGTTGCAGCAGTACGACCAAATCACGG
CGCCCATCACCCTTGTGTGTGCAGGCAATCGACGCAAAGAGCAAAACATTGTCCGTAAAACGAAAGGC
TTTTCCTGGGGATCGGCGGGACTATCGACTGCCCTCTTCACTGGCCCATTGCTGGCGGATATCCTCCGC
AGTGCGAAACCCCTGCGTCAAGCGAAATACGTCTGTATGGAAGGAGCGGATAAGCTGGTATGCTGTAC
CTCTATCTTATGATGATAATTACTAAGTTCGCTGCAGCCCAATGGTCACTACGGCACATCTATTAAATTG
AACTGGGCCCT 

>117 IT-SGC ITS 

GGTTCCTAGCGAGCCCAACCTCCCACCCGTGTTTACTGTACCTTAGTTGCTTCGGCGGGCCCGCCGTCAT
GGCCGCCGGGGGCGTCAGCCCCGGGCCCGCGCCCGCCGGAGACACCACGAACTCTGTCTGATCTAGTG



AAGTCTGAGTTGATTGTATCGCAATCAGTTAAAACTTTCAACAATGGATCTCTTGGTTCCGGCATCGATG
AAGAACGCAGCGAAATGCGATAACTAGTGTGAATTGCAGAATTCCGTGAATCATCGAGTCTTTGAACG
CACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCTGTCCGAGCGTCATTGCTGCCCATCAAGCACGGC
TTGTGTGTTGGGTCGTCGTCCCCTCTCCGGGGGGGACGGGCCCCAAAGGCAGCGGCGGCACCGCGTCC
GATCCTCGAGCGTATGGGGCTTTGTCACCCGCTCTGTAGGCCCGGCCGGCGCTTGCCGAACGCAAAAC
AACCATTCTTTCCAGGTTGACCTCGGATCAGGTAGGGATACCCGC 


