ECFG15

ROME « ITALY 2020

FACULTY OF SCIENCE
Charles University

Differential gene
expression of

species from
Trichophyton
benhamiae clade

Lenka Machova




Introduction ECFG15

Faculty of Science, Charles University in Prague

Department of Botany

FACULTY OF SCIENCE
Charles University




Introduction ECFG15

Institute of Microbiology of the Czech Academy of Sciences

Laboratory of fungal genetics and metabolism

of Sciences



= Arthroderma benhamiae
* Arthrodermataceae
* Onygenales
* Ascomycota
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Trichophyton benhamiae ECFG15

* Clinical manifestation

Experimentally infected guinea pig Lesion caused by T. benhamiae, young women



Trichophyton benhamiae ECFG15
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T. benhamiae / T. japonicum / T. europaeum / T. concentricum
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Aims of the study ECFG15

 To answer:
What stands behind epidemic spread of yellow phenotype?

W

How does gene expression of virulence factors differ?
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Current knowledge - gene expression ECFG15
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* Cultivation: — ;

liguid medium
mouse skin explants

* Transcriptome analysis:
RNAseq
RT-qPCR




Mouse skin explants ECFG15
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RNAseq - preliminary data
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White phenotype

1Len-red = mouse skin after 6 days
4Len-red = liquid medium after 6 days
11Len-red = liquid medium after 8 days

Yellow phenotype
3Len-yellow = mouse skin after 6 days
2Len-yellow = liquid medium after 6 days



RNAseq - preliminary data

PC2: 34% variance
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White phenotype

1Len-red = mouse skin after 6 days
4Len-red = liquid medium after 6 days
11Len-red = liquid medium after 8 days

Yellow phenotype
3Len-yellow = mouse skin after 6 days
2Len-yellow = liquid medium after 6 days



Take home message ECFG15

e T. benhamie clade consists of several clusters
* One of the clusters is epidemically spreading in Europe

* This cluster probably differs from others in gene expression
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