Dsm

Journals

Research Article

PSM
Veterinary Research

Volume 10| Issue 1

EOpen Access

Article Information

Received: November 20, 2025
Accepted: December 5, 2025

Published: December 15, 2025

Keywords

Fungal infection,

FF samples;
Molecular diagnostics,
Pet cats,

Zoonosis.

Authors’ Contribution

Molecular Diagnosis of Cladosporium sp. and
Fusarium equiseti Fungal Infection for Zoonotic
Otitis externa from Formalin-fixed Samples

Sabaa Hilal Hadi**, Alhussien Alaa®

'Department of Pathology and Poultry Diseases, Faculty of Veterinary Medicine, University of
Al-Qasim Green, Babylon 51013, Iraq.
?B. Sc.in Veterinary Medicine, University of Al-Qasim Green, Babylon 51013, Iraqg.

SHH designed the study; AA did
experimental work; SHH and AA
wrote it. All authors read and
approved the final manuscript.

Supplementary Files:

Figures and Tables for samples S1 to S7.

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

Sequences are publicly available at:
https://www.ncbi.nIm.nih.gov/nuccore/PV650330

Citation
Hadi, S.H., Alaa, A, 2025.
Molecular Diagnosis of

Cladosporium sp. and Fusarium
equiseti  Fungal Infection for
Zoonotic  Otitis externa  from
Formalin-fixed Samples. PSM Vet.
Res., 10(1): 41-52.

*Correspondence

https://www.ncbi.nlm.nih.gov/nuccore/PV650287

https://www.ncbi.nlm.nih.gov/nuccore/PV648457

https://www.ncbi.nlm.nih.gov/nuccore/PV661755

https://www.ncbi.nlm.nih.gov/nuccore/PV648670

https://www.ncbi.nlm.nih.gov/nuccore/PV648672

https://www.ncbi.nlm.nih.gov/nuccore/PV648673

Sabaa Hilal Hadi
Email:
sabahelal@vet.uogasim.edu.iq

Possible submissions

A
@ Submit your article =

[=]5e?

©2025 PSM Journals. This work at PSM Veterinary Research; ISSN (Online): 2518-2714, is an open-access
article distributed under the terms and conditions of the Creative Commons Attribution-Non-commercial-

ScanQRcod'eto'visit NoDerivatives 4.0 International (CC BY-NC-ND 4.0) licence. To view a copy of this licence, visit
this journal. https://creativecommons.org/licenses/by-nc-nd/4.0/.

41
PSM Vet Res | https://psmjournals.org/index.php/vetres


https://creativecommons.org/licenses/by-nc-nd/4.0/
https://psmjournals.org/index.php/vetres/about/submissions
https://psmjournals.org/index.php/vetres/about/submissions
https://www.ncbi.nlm.nih.gov/nuccore/PV650330
https://www.ncbi.nlm.nih.gov/nuccore/PV661755
https://www.ncbi.nlm.nih.gov/nuccore/PV661755
https://www.ncbi.nlm.nih.gov/nuccore/PV661755
https://www.ncbi.nlm.nih.gov/nuccore/PV661755
https://www.ncbi.nlm.nih.gov/nuccore/PV661755
https://www.ncbi.nlm.nih.gov/nuccore/PV661755

PSM Veterinary Research 2025; 10(1): 41-52
Supplementary Materials
The following figures and tables are included as supplementary materials in the manuscript.

Sample 1: S1

Cladosporium limoniforme strain GPEB-P1 small subunit ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed
spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence

GenBank: PP556568.1

GenBank FASTA
Link To This View | Feedback
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Fig. 1 S1. The exact position of the retrieved PCR amplicon on Cladosporium limoniforme (PP556568.1) reference
genome.
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Fig. 2 S1. Nucleic acid sequences alignment of identified S1 Cladosporium limoniforme reference genome
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TITCCTTTT GGG TA OCCTCEGAGG GATCAT TATAAGTTCAC CCAGBGCTTET ACAGCTEGEGACTGACAACCCTTTGATTTCCBACTCTOTTGCCTCCGGEGCBACCCTGCATTCGGGCEGGGECTCCOGETEE

1 U »u\n\u MMMAH‘ i,_ M MMML

hChCTTCN\hCTCTTGC GTAACTTTGCAGTCTGAGTAAACTTAAT TAATAAAT TAAAACTTTTAACAACGGATCTCTTGGTTCTGBCATC GATGAAGAACBCAGCEAAATEE GhTthThhTGTthTTGChthT

.M.ML\HJ H | \ Il “,”' i ll .m ) i “,,ltl“ hwm\ |

TCAGBTBAATCATCBAAT CTTTBAACBCACATTBCBCCCCCTGBTATT CCBBBGBBEBCATBCCTATTCOBAGCGT CA CACCACTCAABCCTCBCTTBRTATIGGBCAA CGCBETCCBCE GGGTGCGTCnhnTCGT

Nm.‘,hh U il MMM ma ..M AJ“ u\!m;...-&k “M“l 1 nﬁu,,,u 1(‘.. alU.\Ml Nl \ m

CCGGCTGG GTCTTCTGTCCC CTA AGCBTTETGGAAACTATTCGCTAAABGGTGTT CGGBAGGCTACGCC BTAAAACAACCC CATTT CT AAGGT GACCTCGEAT CAGEGTA GC A CCACC

. \
sl s e

- 50 30 20

Fig. 3 S1. Sanger sequence chromatogram of S1.

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

>ref_Cladosporium | TCCGTAGGTGAACCTGCGGAGGGATCATTATAAGTTCACCCAGGCTTGTA | 552bp
_limoniforme(PP55 | CAGCTGGGGACTGACAACCCTTTGATTTCCGACTCTGTTGCCTCCCAGGC
6568.1) GACCCTGCCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCG
TAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACG
GATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA
ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCG
CCCCCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACT
CAAGCCTCGCTTGGTATTGGGCAACGCGGTCCGCCGCGTGCCTCAAATC
GTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAAACTATTCGCTAAA
GGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGGTTGACC
TCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAG
GA

>S1 TCCGTAGGTGAACCTGCGGAGGGATCATTATAAGTTCACCCAGGCTTGTA | 552bp
CAGCTGGGGACTGACAACCCTTTGATTTCCGACTCTGTTGCCTCCCAGGC
GACCCTGCCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCG
TAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACG
GATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA
ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCG
CCCCCTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACT
CAAGCCTCGCTTGGTATTGGGCAACGCGGTCCGCCGCGTGCCTCAAATC
GTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAAACTATTCGCTAAA
GGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGGTTGACC
TCGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAG
GA
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Sample 2; S2

Cladosporium cladosporioides strain MA09-AO 18S ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.88 ribosomal RNA gene, and internal transcribed spacer 2,
complete sequence; and 28S ribosomal RNA gene, partial sequence

GenBank: GQ453030.1
GenBank FASTA
Link To This View | Feedback
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Fig. 1 S2. The exact position of the retrieved PCR amplicon on Cladosporium cladosporioides (GQ458030.1)
reference genome.
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Fig. 2 S2. Nucleic acid sequences alignment of identified S2 Cladosporium cladosporioides reference genome.
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Table 1 S2. Identified nucleotide sequences of S2 Cladosporium cladosporioides (GQ458030.1) reference genome.

>ref_Cladosporium | TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAACCACC | 552b
_cladosporioides(G | GGGATGTTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG
Q458030.1) CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG
TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT
GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT
CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG
GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA
ACGCGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAA
GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA
ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCCGCTGAACTTA
AGCATATCAATAAGCGGAGGA

p

>S2 TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGTCTAACCACC | 552bp

GGGATGTTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG
CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG
TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT
GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT
CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG
GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA
ACGCGGTCCGCCGCGTGCCTCAAATCGACCGGCTGGGTCTTCTGTCCCCTAA
GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA
ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCCGCTGAACTTA
AGCATATCAATAAGCGGAGGA
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Sample 3: S3

Fusarium equiseti isolate FS3_LSTC small subunit ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2,
complete sequence; and large subunit ribosomal RNA gene, partial sequence

GenBank: OR272195.1
GenBank FASTA
Link To This View | Feedback
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Fig. 1 S3. The exact position of the retrieved PCR amplicon on Fusarium_equiseti (OR272195.1) reference genome.
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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 | TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCT 546bp
_equiseti(OR27 | GTGAACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGA
2195.1) CGGCCCGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAA
ACAAATAAATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAAC
GCAGCAAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTT
GAACGCACATTGCGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATT
TCAACCCTCAAGCTCAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAA
TCGATTGGCGGTCACGTCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTG
GTAATCGTCGCGGCCACGCCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCA
GGTAGGAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA

S3 TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCT 546bp
GTGAACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGA
CGGCCCGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAA
ACAAATAAATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAAC
GCAGCAAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTT
GAACGCACATTGCGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATT
TCAACCCTCAAGCTCAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAA
TCGATTGGCGGTCACGTCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTG
GTAATCGTCGCGGCCACGCCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCA
GGTAGGAATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA

Sample 4: S4

Fusarium equiseti isolate FS3_LSTC small subunit ribosomal RNA gene, partial sequence;
internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transcribed spacer 2,
complete sequence; and large subunit ribosomal RNA gene, partial sequence

GenBank: OR272195.1
GenBank FASTA
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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.
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Fig. 3 S4. Sanger sequence chromatogram of S4.
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Table 1 S4. Identified nucleotide sequences of S4 Fusarium equiseti (OR272195.1) reference genome.
TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCTGTG | 546bp

>Fusarium_ | AACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGACGGCC

equiseti CGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAAACAAATAA

(OR272195. | ATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCAAAAT

1) GCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTG
CGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAAGCT
CAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAATCGATTGGCGGTCACG
TCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTGGTAATCGTCGCGGCCACG
CCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCAGGTAGGAATACCCGCTGAAC
TTAAGCATATCAATAAGCGGAGGA

S4 TCCGTAGGTGAACCTGCGGAGGGATCATTACCGAGTTTACAACTCCCAAACCCCTGTG | 546bp

AACATACCTATACGTTGCCTCGGCGGATCAGCCCGCGCCCCGTAAAACGGGACGGCC
CGCCCGAGGACCCCTAAACTCTGTTTTTAGTGGAACTTCTGAGTAAAACAAACAAATAA
ATCAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCAAAAT
GCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTG
CGCCCGCCAGTATTCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCCTCAAGCT
CAGCTTGGTGTTGGGACTCGCGGTAACCCGCGTTCCCCAAATCGATTGGCGGTCACG
TCGAGCTTCCATAGCGTAGTAATCATACACCTCGTTACTGGTAATCGTCGCGGCCACG
CCGTTAAACCCCAACTTCTGAATGTTGACCTCGGATCAGGTAGGAATACCCGCTGAAC
TTAAGCATATCAATAAGCGGAGGA

Sample 5: S5

Stemphylium paludiscirpi strain CSR3_13B small subunit ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed
spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence

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

genome.
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Fig. 2 S5. Nucleic acid sequences alignment of identified S5 Stemphylium paludiscirpi reference genome.
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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

587bp

TTGTAATTGCAATCAGCGTCAGTAAACAATGTAATTATTACAACTTTCAACAACGGA
TCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATACGTAGTGTGAAT
TGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTTTGGTATTC
CAAAGGGCATGCCTGTTCGAGCGTCATTTGTACCCTCAAGCTTTGCTTGGTGTTGG
GCGTCTTTTTGTCTCTCACGAGACTCGCCTTAAAATGATTGGCAGCCGACCTACTG
GTTTCGGAGCGCAGCACAATTCTTGCACTCTGAATCAGCCTTGGTTGAGCATCCAT
CAAGACCATATTTTTTTTTTAACTTTTGACCTCGGATCAGGTAGGGATACCCGCTGA
ACTTAAGCATATCAATAAGCGGAGGA

S5 TCCGTAGGTGAACCTGCGGAGGGATCATTACACAATATGAAAGCGGGCTGGGGAC
CTCATTTCGGTGAGGACTCCAGCTTGTCTGAATTATTCACCCATGTCTTTTGCGCA

CTTCTTGTTTCCTGGGCGGGTTCGCCCGCCACCAGGACCCAACCATAAACCTTTTT
TTGTAATTGCAATCAGCGTCAGTAAACAATGTAATTATTACAACTTTCAACAACGGA
TCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATACGTAGTGTGAAT
TGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTTTGGTATTC

CAAAGGGCATGCCTGTTCGAGCGTCATTTGTACCCTCAAGCTTTGCTTGGTGTTGG
GCGTCTTTTTGTCTCTCACGAGACTCGCCTTAAAATGATTGGCAGCCGACCTACTG
GTTTCGGAGCGCAGCACAATTCTTGCACTCTGAATCAGCCTTGGTTGAGCATCCAT
CAAGACCATATTTTTTTTTTAACTTTTGACCTCGGATCAGGTAGGGATACCCGCTGA
ACTTAAGCATATCAATAAGCGGAGGA

587bp

Sample 6: S6

Cladosporium cucumerinum strain 870381 188 ribosomal RNA gene, internal transcribed spacer
1, 5.88 ribosomal RNA gene, internal transcribed spacer 2, and 28S ribosomal RNA gene, region

GenBank: GU594746.1
GenBank FASTA PopSet
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Fig. 1 S6. The exact position of the retrieved PCR amplicon on Cladosporium cucumerinum (GU594746.1) reference
genome.
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Fig. 2 S6. Nucleic acid sequences alignment of identified S6 Cladosporium limoniforme reference genome.
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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

2025; 10(1): 41-52

>ref_Clado | TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGCTACGGCCGGGATGTTCA | 5
sporium_cu | TAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCC | 4
cumerinum( | GGGTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAA | 8
GU594746. | CTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAA | b
1) TGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTC | p
CGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAAC
GCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAA
ACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGTTGACCT
CGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA
>S6 TCCGTAGGTGAACCTGCGGAGGGATCATTACAAGTGACCCCGGCTACGGCCGGGATGTTCA | 5
TAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTGCCTTCGGGCGGGGGCTCC | 4
GGGTGGACACTTCAAACTCTTGCGTAACTTTGCAGTCTGAGTAAACTTAATTAATAAATTAAAA | 8
CTTTTAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAA | b
TGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTC | p
CGGGGGGCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCAAC
GCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAAGCGTTGTGGAA
ACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACAACCCCATTTCTAAGTTGACCT
CGGATCAGGTAGGGATACCCGCTGAACTTAAGCATATCAATAAGCGGAGGA
Sample 7: S7
Cladosporium tenellum strain DTO 127-D7 18S ribosomal RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete
sequence; and 28S ribosomal RNA gene, partial sequence
GenBank: KPT01932.1
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Fig. 1 S7. The exact position of the retrieved PCR amplicon on Cladosporium tenellum (KP701932.1) reference

genome.
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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 | TCTCCGTAGGTGAACCTGCGGAGGGATCATTACAAGAACTTCCGGGCTTCGGC | 552bp
_tenellum(KP70193 | CTGGTTATTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG
2.1) CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG
TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT
GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT
CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG
GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA
ACGCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAA
GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA
ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAA
GCATATCAATAAGCGGAGGA

S7 TCTCCGTAGGTGAACCTGCGGAGGGATCATTACAAGAACTTCCGGGCTTCGGC | 552bp
CTGGTTATTCATAACCCTTTGTTGTCCGACTCTGTTGCCTCCGGGGCGACCCTG
CCTTCGGGCGGGGGCTCCGGGTGGACACTTCAAACTCTTGCGTAACTTTGCAG
TCTGAGTAAACTTAATTAATAAATTAAAACTTTTAACAACGGATCTCTTGGTTCT
GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATT
CAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGG
GCATGCCTGTTCGAGCGTCATTTCACCACTCAAGCCTCGCTTGGTATTGGGCA
ACGCGGTCCGCCGCGTGCCTCAAATCGTCCGGCTGGGTCTTCTGTCCCCTAA
GCGTTGTGGAAACTATTCGCTAAAGGGTGTTCGGGAGGCTACGCCGTAAAACA
ACCCCATTTCTAAGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAA
GCATATCAATAAGCGGAGGA
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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#."
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