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Introduction
* In the cell, 2 meter long DNA is packaged into

chromatin assisted by nucleosomal condensation.

This packaging helps

information.

 The nucleosome is composed of a histone protein
core wrapped around by 145 base pairs double

iIn protecting the genetic
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Methods Forward primer

1. Substitution /K—N
(point mutation)R

everse primer
2. Exponential amplification (PCR)

3. Kinase, ligase & Dpnl treatment
* 10 minutes at room temperature
10X KLD Enzyme Mix

« 2X KLD Reaction Buffer

5. Inoculation and miniprep

6. Agarose gel electrophoresis

4. High-efficiency transformation

e Primer Mix

stranded DNA (Figure 1A, B). . Template Primers g ———— 7. Sanger sequencing
 The DNA wraps around the histones 1.6 times.
* The histone octameric core is composed of two copies Ladder 1 kb Exp. -ve

of each dimer: H2A-H2B and H3-H4 (Figure 1C). Results s
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In this project, various point mutations were designed, cloned Conclusion References

and sequenced to verify mutations in histones H2A and H2B.
The overarching aim is to study the effect of these mutations

on function when compared with the wild type.
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« 5 H2A point mutations and 1
point mutation on H2B were
successfully obtained.



