Supplementary Materials

Alternaria arborescens CBS102605
Alternaria gossypina CBS107 36

Alternaria alstroemeriae CBS118808
Alternaria arborescens CBS115189
Alternaria gaisen CPC25268

Alternaria alternata CBS966 95

Alternaria alternata CBS965 95

Alternaria cerealis CBS119544

Alternaria senecionicola CBS119545
Alternaria geophila CBS101 13

— Alternaria eichhorniae CBS489 92
88| Alternaria betae kenyensis CBS118810

—— Alternaria iridiaustralis CBS118404

54
Alternaria tomato CBS114 35
Alternaria sp. H3
Alternaria jacinthicola CBS878 95
3x
A#- L Alternaria jacinthicola CPC25267
85

—— Alternaria burnsii CBS879 95

Alternaria longipes CBS917 96

92 Alternaria longipes CBS540 94

Alternaria longipes CBS539 94

Alternaria alternantherae CBS124392

0.008

Figure S1: Phylogram generated from maximum likelihood analysis based on ITS sequence data of analysed

Alternaria species. Isolates derived from this study are in red. The tree is rooted to A. alternantherae (CBS124392)
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Figure S2: Phylogram generated from maximum likelihood analysis based on ITS sequence data of analysed

Aspergillus species. Isolates derived from this study are in red. The tree is rooted to Penicillium herquei (CBS 336.48)
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Figure S3: Phylogram generated from maximum likelihood analysis based on ITS sequence data of analysed

Cladosporium species. Isolates derived from this study are in red. The tree is rooted to Cercospora beticola (CBS

116456).
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Figure S4: Phylogram generated from maximum likelihood analysis based on ITS sequence data of analysed

Parengyodontium species. Isolates derived from this study are in red. The tree is rooted to Purpureocillium lilacinum

(CBS 284.36).



