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Supplementary Materials 

The following figures and tables are included as supplementary materials in the manuscript. 

Sample 1: S1 

 

Fig. 1 S1. The exact position of the retrieved PCR amplicon on Cladosporium limoniforme (PP556568.1) reference 

genome. 

 

 

Fig. 2 S1. Nucleic acid sequences alignment of identified S1 Cladosporium limoniforme reference genome 
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Fig. 3 S1. Sanger sequence chromatogram of S1. 

 

Table S1. Identified nucleotide sequences of S1 Cladosporium limoniforme (PP556568.1) reference genome. 

>ref_Cladosporium

_limoniforme(PP55

6568.1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTATAAGTTCACCCAGGCTTGTA

CAGCTGGGGACTGACAACCCTTTGATTTCCGACTCTGTTGCCTCCCAGGC

GACCCTGCCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCG

TAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACG

GATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA

ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCG

CCCCCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACT

CAAGCCTCGCTTGGTATTGGGCAACGCGGTCCGCCGCGTGCCTCAAATC

GTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAAACTATTCGCTAAA

GGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGGTTGACC

TCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAG

GA 

552bp 

>S1 TCCGTAGGTGAACCTGCGGAGGGATCATTATAAGTTCACCCAGGCTTGTA

CAGCTGGGGACTGACAACCCTTTGATTTCCGACTCTGTTGCCTCCCAGGC

GACCCTGCCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCG

TAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACG

GATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA

ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCG

CCCCCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACT

CAAGCCTCGCTTGGTATTGGGCAACGCGGTCCGCCGCGTGCCTCAAATC

GTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAAACTATTCGCTAAA

GGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGGTTGACC

TCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAG

GA 

552bp 
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Sample 2: S2 

 

Fig. 1 S2. The exact position of the retrieved PCR amplicon on Cladosporium cladosporioides (GQ458030.1) 

reference genome. 

 

 

Fig. 2 S2. Nucleic acid sequences alignment of identified S2 Cladosporium cladosporioides reference genome. 
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Fig.3 S2. Sanger sequence chromatogram of S2 

 

Table 1 S2. Identified nucleotide sequences of S2 Cladosporium cladosporioides (GQ458030.1) reference genome. 

>ref_Cladosporium 

_cladosporioides(G

Q458030.1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAACCACC

GGGATGTTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG

CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG

TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT

GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT

CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG

GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA

ACGCGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAA

GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA

ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCCGCTGAACTTA

AGCATATCAATAAGCGGAGGA 

552bp  

>S2 TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAACCACC

GGGATGTTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG

CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG

TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT

GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT

CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG

GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA

ACGCGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAA

GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA

ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCCGCTGAACTTA

AGCATATCAATAAGCGGAGGA 

552bp  
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Sample 3: S3 

 

Fig. 1 S3. The exact position of the retrieved PCR amplicon on Fusarium_equiseti (OR272195.1) reference genome. 

 

 

Fig. 2 S3. Sanger sequence chromatogram of S3. 
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Table 1 S3. Identified nucleotide sequences of S3 and Fusarium_equiseti (OR272195.1) reference genome. 

>Ref_Fusarium

_equiseti(OR27

2195.1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCT

GTGAACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGA

CGGCCCGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAA

ACAAATAAATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAAC

GCAGCAAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTT

GAACGCACATTGCGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATT

TCAACCCTCAAGCTCAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAA

TCGATTGGCGGTCACGTCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTG

GTAATCGTCGCGGCCACGCCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCA

GGTAGGAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA 

546bp 

S3 TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCT

GTGAACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGA

CGGCCCGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAA

ACAAATAAATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAAC

GCAGCAAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTT

GAACGCACATTGCGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATT

TCAACCCTCAAGCTCAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAA

TCGATTGGCGGTCACGTCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTG

GTAATCGTCGCGGCCACGCCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCA

GGTAGGAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA 

546bp 

 

Sample 4: S4 

 

Fig. 1 S4. The exact position of the retrieved PCR amplicon on Fusarium equiseti (OR272195.1) reference genome. 
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Fig. 2 S4. Nucleic acid sequences alignment of identified S4 Fusarium equiseti reference genome. 

 

 

Fig. 3 S4. Sanger sequence chromatogram of S4. 



PSM Veterinary Research                                                                                                 2025; 10(1): 41-52 

49 
 

Table 1 S4. Identified nucleotide sequences of S4 Fusarium equiseti (OR272195.1) reference genome. 

 

>Fusarium_

equiseti  

(OR272195.

1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCTGTG

AACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGACGGCC

CGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAAACAAATAA

ATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCAAAAT

GCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTG

CGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAAGCT

CAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAATCGATTGGCGGTCACG

TCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTGGTAATCGTCGCGGCCACG

CCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCAGGTAGGAATACCCGCTGAAC

TTAAGCATATCAATAAGCGGAGGA 

546bp 

S4 TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCTGTG

AACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGACGGCC

CGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAAACAAATAA

ATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCAAAAT

GCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTG

CGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAAGCT

CAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAATCGATTGGCGGTCACG

TCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTGGTAATCGTCGCGGCCACG

CCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCAGGTAGGAATACCCGCTGAAC

TTAAGCATATCAATAAGCGGAGGA 

546bp 

 

 

 

 

Sample 5: S5 

 

Fig. 1 S5. The exact position of the retrieved PCR amplicon on Stemphylium paludiscirpi (MK460857.1) reference 

genome. 

 

https://www.ncbi.nlm.nih.gov/nucleotide/MK460857.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8XMZB8E016
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Fig. 2 S5. Nucleic acid sequences alignment of identified S5 Stemphylium paludiscirpi reference genome. 

 

Fig. 3 S5. Sanger sequence chromatogram of S5. 
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Table 1 S5. Identified nucleotide sequences of S5 Stemphylium paludiscirpi (MK460857.1) reference genome. 

>Stemphylium_

paludiscirpi(MK

460857.1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTACACAATATGAAAGCGGGCTGGGGAC

CTCATTTCGGTGAGGACTCCAGCTTGTCTGAATTATTCACCCATGTCTTTTGCGCA

CTTCTTGTTTCCTGGGCGGGTTCGCCCGCCACCAGGACCCAACCATAAACCTTTTT

TTGTAATTGCAATCAGCGTCAGTAAACAATGTAATTATTACAACTTTCAACAACGGA

TCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATACGTAGTGTGAAT

TGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTTTGGTATTC

CAAAGGGCATGCCTGTTCGAGCGTCATTTGTACCCTCAAGCTTTGCTTGGTGTTGG

GCGTCTTTTTGTCTCTCACGAGACTCGCCTTAAAATGATTGGCAGCCGACCTACTG

GTTTCGGAGCGCAGCACAATTCTTGCACTCTGAATCAGCCTTGGTTGAGCATCCAT

CAAGACCATATTTTTTTTTTAACTTTTGACCTCGGATCAGGTAGGGATACCCGCTGA

ACTTAAGCATATCAATAAGCGGAGGA 

587bp 

S5 TCCGTAGGTGAACCTGCGGAGGGATCATTACACAATATGAAAGCGGGCTGGGGAC

CTCATTTCGGTGAGGACTCCAGCTTGTCTGAATTATTCACCCATGTCTTTTGCGCA

CTTCTTGTTTCCTGGGCGGGTTCGCCCGCCACCAGGACCCAACCATAAACCTTTTT

TTGTAATTGCAATCAGCGTCAGTAAACAATGTAATTATTACAACTTTCAACAACGGA

TCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATACGTAGTGTGAAT

TGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTTTGGTATTC

CAAAGGGCATGCCTGTTCGAGCGTCATTTGTACCCTCAAGCTTTGCTTGGTGTTGG

GCGTCTTTTTGTCTCTCACGAGACTCGCCTTAAAATGATTGGCAGCCGACCTACTG

GTTTCGGAGCGCAGCACAATTCTTGCACTCTGAATCAGCCTTGGTTGAGCATCCAT

CAAGACCATATTTTTTTTTTAACTTTTGACCTCGGATCAGGTAGGGATACCCGCTGA

ACTTAAGCATATCAATAAGCGGAGGA 

587bp 

 

 

 

 

Sample 6: S6 

 

Fig. 1 S6. The exact position of the retrieved PCR amplicon on Cladosporium cucumerinum (GU594746.1) reference 

genome. 

 

https://www.ncbi.nlm.nih.gov/nucleotide/MK460857.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8XMZB8E016
https://www.ncbi.nlm.nih.gov/nucleotide/MK460857.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8XMZB8E016
https://www.ncbi.nlm.nih.gov/nucleotide/MK460857.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8XMZB8E016
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Fig. 2 S6. Nucleic acid sequences alignment of identified S6 Cladosporium limoniforme reference genome. 

 

Fig. 3 S6. Sanger sequence chromatogram of S6. 
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Table 1 S6. Identified nucleotide sequences of S6 Cladosporium cucumerinum (GU594746.1) reference genome 

>ref_Clado

sporium_cu

cumerinum(

GU594746.

1) 

TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGCTACGGCCGGGATGTTCA

TAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCC

GGGTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAA

CTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAA

TGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTC

CGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAAC

GCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAA

ACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGTTGACCT

CGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA 

5

4

8

b

p 

>S6 TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGCTACGGCCGGGATGTTCA

TAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCC

GGGTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAA

CTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAA

TGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTC

CGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAAC

GCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAA

ACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGTTGACCT

CGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA 

5

4

8

b

p 

 

 

Sample 7: S7 

 

Fig. 1 S7. The exact position of the retrieved PCR amplicon on Cladosporium tenellum (KP701932.1) reference 

genome. 

 

https://www.ncbi.nlm.nih.gov/nucleotide/KP701932.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8Z6W1A4013
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Fig. 2 S7. Nucleic acid sequences alignment of identified S7 Cladosporium tenellum reference genome. 

 

Fig. 3 S7. Sanger sequence chromatogram of S7. 
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Table 1 S7. Identified nucleotide sequences of S7 Cladosporium tenellum (KP701932.1) reference genome 

>ref_Cladosporium

_tenellum(KP70193

2.1) 

TCTCCGTAGGTGAACCTGCGGAGGGATCATTACAAGAACTTCCGGGCTTCGGC

CTGGTTATTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG

CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG

TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT

GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT

CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG

GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA

ACGCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAA

GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA

ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAA

GCATATCAATAAGCGGAGGA 

552bp 

S7 TCTCCGTAGGTGAACCTGCGGAGGGATCATTACAAGAACTTCCGGGCTTCGGC

CTGGTTATTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG

CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG

TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT

GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT

CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG

GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA

ACGCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAA

GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA

ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAA

GCATATCAATAAGCGGAGGA 

552bp 

 

 

Fig. S8. The complete rectangular phylogenetic tree of intergenic spacer sequences is shown in Figure. All of the 

aforementioned figures corresponded to each relevant species' GenBank accession number. The degree of scale 

range among the comprehensive tree-categorized organisms is indicated by the number at the base of the tree. The 

code of the examined samples is denoted by the letter "S#." 

 

https://www.ncbi.nlm.nih.gov/nucleotide/KP701932.1?report=genbank&log$=nuclalign&blast_rank=1&RID=X8Z6W1A4013

