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Animal Cell ((eukaryotic cell) —---> compare with prokaryotic cell)
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Overview of four (4) basic molecular genetic processes
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from genes to peptides / proteins: 3 major steps: 1) transcription, 2)

processing (splicing), 3) translation
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The temperature at which DNA denatures increases with the
proportion of GC-pairs. The higher GC%, the higher Tm.
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DNA supercoils can be removed by cleavage of one strand
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mRNA, tRNA & rRNA
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|The general structure of ribosomes in prokaryotes and eukaryotes

TECHNIQUE

Lab methods
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What is a gene? revisiting the question

* Agene is aregion of
DNA whose final
product is either a
polypeptide or an
RNA molecule —

* Ageneisthe
molecular unit of
heredity (= DNA// or
RNA) of a living
organism that codes
for a protein or a
(functional) RNA.

A summary of
transcription and
translation in a
eukaryotic cell
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