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Supplementary Table 1. Occurrence rates of Alternaria spp. in each city

Origin (city)
Occurrence rate (%) (per sample numbers)a

Tenuissima Gaisen Alternata
Chungju - - 100 (2)
Cheonan - - -
Cheongyang 15.4 (13) -  15.4 (13) 
Gochang 17.6 (17) 5.9 (17) -
Gwangju 28.4 (7) - -
Incheon    50 (2) -   50 (2)
Seoul - - -
Yangpyeong - - -
Yongin 33.3 (3) - -

aTargeted sampling for leaf blight infected by Alternaria spp.

Supplementary Fig. 1. Colonies of pure Alternaria isolates obtained from infected tissues of watermelon plants in the farms. All iso-
lates were pure-cultured on potato dextrose agar (front and reverse) and photographed after incubation at 28°C in the dark for seven 
days.
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Supplementary Fig. 3. Phylogenetic tree constructed 
based on the internal transcribed space regions of 16 
Alternaria isolates and 26 reference sequences re-
trieved from GenBank. GenBank accession numbers 
are shown after the name of each isolate or reference. 
Red dots indicate Alternaria spp. isolated in this study.

Supplementary Fig. 2. Polymerase chain reaction amplification of internal transcribed space (ITS) region from 16 Alternaria iso-
lates. (A) Gel electrophoresis analysis of ITS region amplified with primers ITS1 and IRS4. (B) Nucleotide sequence of ITS regions 
(401 to 469 bp) from Alternaria isolates.
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Supplementary Fig. 4. Alignment of histone H3 genomic DNA sequences of subgroup I, II, and III with a reference histone H3 cod-
ing region sequence (XM_018526023) inferred from Alternaria alternata. Primers, H3-1a and H3-1b, used for the cloning of the ex-
ons were indicated as arrows on top of aligned sequences. The sequences of introns and noncloned histone H3 are indicated by dotted 
red and dotted black boxes, respectively. 
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Supplementary Fig. 5. Phylogenetic tree constructed based on the glyceraldehyde-3-phosphate dehydrogenase (GAPDH) and RNA 
polymerase II second largest subunit (RPB2) sequences from four Alternaria isolates and 32 reference sequences retrieved from Gen-
Bank. GenBank accession numbers are shown after the name of each isolate or reference. Red dots indicate Alternaria spp. isolated 
in this study.


