GAAGGCGGGCTGGCACCTCCCGGGGTGGCCAGCCTTGCTGAATTATTCCACCCGTGTCTTTTGCGTACTTCTTGTTTCCTTGGTGGGCTCGCCCACCACAAGGACCAACCCATA
AACCTTTTTGCAATGGCAATCAGCGTCAGTAACAATGTAATAATITACAACTTITCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA
GTGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTIGCGCCCTITGGTATTCCAAAGGGCATGCCTGTTCGAGCGTCATTTGTACCCTCAAGCTTTGCTTGG
TGTTGGGCGTCTTTTTGTCTCCCCTTGCGGGAGACTCGCCTTAAAGTCATTGGCAGCCGGCCTACTGGTTTCGGAGCGCAGCACAAGTCGCGCTCTCTTCCAGCCCCAAGGTCT
AGCATCCACCAAGCCTTITTTTTTCAACTTTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGAAAAGAAACCAACAGGGATTGCCCTA
GTAACGGCGAGTGAAGCGGCAACAGCTCAAATTTGAAATCTGGCTCTTTTAGAGTCCGAGTTGTACTTTGCAGAGGGCGCTTTGGCTTTGGCAGCGGTCCAAGTTCCTTGGAA
CAGGACGTCACAGAGGGTGAGAATCCCGTACGTGGTCGCTGGCTATTIGCCGTGTAAAGCCCCTTCGACGAGTCGAGTTGTTTGGGAATGCAGCTCTAAATGGGAGGTACATT
TCTTCTAAAGCTAAATATTGGCCAGAGACCGATAGCGCACAAGTAGAGTGATCGAAAGATGAAAAGCACTTTGGAAAGAGAGTCAAACAGCACGTGAAATTGTTGAAAGG
GAAGCGCTTGCAGCCAGACTTGCTTGCAGTTGCTCATCCGGGCTTTTTTGCCCGGTGCACTCTTCTGTAGGCAGGCCAGCATCAGTTTGGGCGGTAGGATAAAGGTCTCTGTCA
CGTACCTCCTTTCGGGGAGGCCTTATAGGGGAGGCGACATACTACCAGCCTGGACTGAGGTCCGCGCATCTGCTAGGATGCTGGCGTAATGGCTGTAAGCGGCCCGTCTTGA
AACACGGACCAAGGAGTCTAACATCTATGCGAGTGTTTGGGTGTCAAGCCCGAGCGCGTAATGAAAGTGAACGGAGGTGGGAACCCGCAAGGGTGCACCATCGACCGATC
CTGATGTCTTCGGAAGGATTITGAGTAAGAGCATGGCTGTTGGGACCCGAAAGATGGTGAACTATGCTTGAATAGGGTGAAGCCAGAGGAAACTCTGGTGGAGGCTCGCAGC
GGTTCTGACGTGCAAATCGATCGTCAAATTTGGGCATAGGGGCGAAAGACTAATCGAACTATCTAGTAGCTGGTT

Figure S1. Nucleotide sequence of the amplified DNA fragment from the determined using the ITS5-LR5 primer system and covering the intergenic region and genes encoding 5.85
RNA and (partially) 285 RNA.

Table S1. Results of the BLAST analysis of the DNA fragment obtained from the Alternaria solani isolate.

Description Max Score Total Score Query E value Per. Accession
Cover Ident

Alternaria solani isolate NL03003 chromosome 2, complete sequence 2623 31458 100% 0.0 99.93% | CP022025.1
Alternaria solani isolate altNL03003/CBS 143772 small subunit ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transcribed 2584 2584 98% 0.0 99.93% | OL865410.1
spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence
Alternaria alternata strain SRC11rK2f small subunit ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, 2385 2385 100% 0.0 97.05% | OM337556.1
complete sequence; and large subunit ribosomal RNA gene, partial sequence
Alternaria alternata strain Z7 chromosome 7, complete sequence 2385 28483 100% 0.0 97.05% | CP061881.1
Alternaria malorum var. polymorpha strain STE-U 4570 internal transcribed spacer 1, partial
sequence; 5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; 2359 2359 98% 0.0 97.21% | AY251080.2
and 28S ribosomal RNA gene, partial sequence
Cladosporium malorum strain STE-U 4571 18S ribosomal RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete 2355 2355 98% 0.0 97.21% | AY251081.2
sequence; and 28S ribosomal RNA gene, partial sequence
Alternaria thalictrigena strain CPC 13410 18S ribosomal RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete 2340 2340 98% 0.0 96.81% | EU040211.1
sequence; and 28S ribosomal RNA gene, partial sequence
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CONFIG_DESCR=2,3,4,5,6,7,8&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=all%20%5bfilter%5d%20NOT(environmental%20samples%5borganism%5d%20OR%20metagenomes%5borgn%5d%20OR%20txid32644%5borgn%5d)&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=MegaBlast&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=H39RMAUG01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&ADV_VIEW=off&DISPLAY_SORT=4&HSP_SORT=0
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CONFIG_DESCR=2,3,4,5,6,7,8&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=all%20%5bfilter%5d%20NOT(environmental%20samples%5borganism%5d%20OR%20metagenomes%5borgn%5d%20OR%20txid32644%5borgn%5d)&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=MegaBlast&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=H39RMAUG01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&ADV_VIEW=off&DISPLAY_SORT=3&HSP_SORT=3
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CONFIG_DESCR=2,3,4,5,6,7,8&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=all%20%5bfilter%5d%20NOT(environmental%20samples%5borganism%5d%20OR%20metagenomes%5borgn%5d%20OR%20txid32644%5borgn%5d)&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=MegaBlast&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=H39RMAUG01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&ADV_VIEW=off&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/nucleotide/CP022025.1?report=genbank&log$=nucltop&blast_rank=1&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/OL865410.1?report=genbank&log$=nucltop&blast_rank=2&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/OM337556.1?report=genbank&log$=nucltop&blast_rank=3&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/CP061881.1?report=genbank&log$=nucltop&blast_rank=4&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/AY251080.2?report=genbank&log$=nucltop&blast_rank=5&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/AY251081.2?report=genbank&log$=nucltop&blast_rank=6&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/EU040211.1?report=genbank&log$=nucltop&blast_rank=7&RID=H39RMAUG01R

Cladosporium malorum strain STE-U 4572 internal transcribed spacer 1, partial sequence; 5.85

ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and 285 2333 2333 98% 0.0 96.92% | AY251079.2
ribosomal RNA gene, partial sequence

Alternaria tenuissima voucher culture Y311A internal transcribed spacer 1, partial sequence;

5.8S ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and large 2324 2324 97% 0.0 96.98% | MW791881.1
subunit ribosomal RNA gene, partial sequence

Alternaria tenuissima strain CZ041 internal transcribed spacer 1, partial sequence; 5.85

ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and 285 2324 2324 97% 0.0 97.05% | F]755190.1
ribosomal RNA gene, partial sequence

Alternaria tenuissima strain CZ305B internal transcribed spacer 1, partial sequence; 5.85

ribosomal RNA gene and internal transcribed spacer 2, complete sequence; and 285 2318 2318 97% 0.0 96.97% | F]755192.1

ribosomal RNA gene, partial sequence



https://www.ncbi.nlm.nih.gov/nucleotide/AY251079.2?report=genbank&log$=nucltop&blast_rank=8&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/MW791881.1?report=genbank&log$=nucltop&blast_rank=9&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/FJ755190.1?report=genbank&log$=nucltop&blast_rank=10&RID=H39RMAUG01R
https://www.ncbi.nlm.nih.gov/nucleotide/FJ755192.1?report=genbank&log$=nucltop&blast_rank=11&RID=H39RMAUG01R

