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Epigenetic marks

« DNA modifications

 Histone modifications
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Main approaches for DNA methylation analysis of genomes
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* Bisulphite-based methods:

 Non-targeted enrichment methods

- MethylC-seq
- reduced representation bisulphite sequencing (RRBS)
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* Bisulphite-based methods:

 Targeted enrichment methods

- Bisulphite Padlock Probe (BSPP)
- Bisulphite Patch PCR



IBP o

Institute of Biophysics

DEPARTMENT OF PLANT
DEVELOPMENTAL GENETICS

Bisulfite Padlock Probe (BSPP)
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* Enrichment-based techniques:

« methylated DNA immunoprecipitation sequencing (MeDIP-seq)

« methylated DNA binding domain sequencing (MBD-seq)
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- Low Input and Single-cell methods

* TnomC-seq

« Methylation-sensitive restriction enzyme-based assay (RSMA)
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TnomC-seq
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Methylation-sensitive restriction enzyme-based assay (RSMA)
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DNA Modifications

5-methylcytosine (5mC)

5-hydroxymethylcytosine (5hmC)

5-formylcytosine (5fC)

5-carboxycytosine (5caC)
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Assays for mapping 5-methylcytosine (5mC)
oxidation derivatives at single base resolution
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Histones and transcription factors

 Global quantification
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Global quantification by Mass Spectrometry
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Bottom-up analysis
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Middle-down analysis
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Top-down analysis
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Histones and transcription factors

* DNA-protein interaction

« Chromatin Immunoprecipitation (ChlP)
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Chromatin Immunoprecipitation (ChlP)

DNA-protein crosslinking
and chromatin extraction
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chromatin shearing
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library preparation
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Histones and transcription factors

* DNA-protein interaction

 Protein based (ChlP-like methods)
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Histones and transcription factors

* DNA-protein interaction

* DNA based
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Proteomics of
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Histones and transcription factors

* Chromosome Conformation Capture
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Chromosome Conformation Capture
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Epigenetic regulation of sex-linked
genes in the dioecious Silene latifolia

Dosage compensation mechanism

Epigenetic regulation of

Hetero and euchromatic
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