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- Use arange of techniques to investigate the characteristics of the sperm
epigenome in mice.

To identify epigenetic changes in the mouse genome which are linked to 2. Sperm collection, Chromatin preparation, 2. Bioanalysis of the DNA Library
the inheritance of non-alcoholic fatty liver disease (NAFLD) in mice. . ] ] ] ]
Mnase digest, DNA isolation, library preparation N T
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Sperm was collected from 5 mice, and the chromatin was extracted
from the sperm. The chromatin was then pre-treated, before a
micrococcal nuclease digest was carried out. The DNA was then isolated
in order to make a DNA library. This library was then sequenced by next
generation sequencing. Official protocols by Antione H F M Peters et al.,
2013 and New England Biolabs.

As ~“95% of histones are replaced by protamines in mice sperm, the aim was
to identify which histones (and therefore nucleosomes) were retained, their
location in the genome and which modifications they carry. Obtaining this
information would then allow further understanding of the paternal
inheritance of NAFLD in mice via epigenetic changes to the genome.

Methods
1. Western Blot

Results
1. Western blot development e 6

H3 trimethyl K9 H2A. Z i 3 Genomic locations of (1)TET2, (2) TET3 and (3) DNMT3a genes, produced by Interactive Genome Viewer
Igure 3. genome browser.
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