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Amino acids
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Aspartate-derived amino acids
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Branched-chain amino acids
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Glutamate-derived amino acids
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Nucleic acids
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Replication of nuclear DNA
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Spontaneous

~ Genesandproteins
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Structure and organization of nuclear genome
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Structure and organization of nuclear genome
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Mechanism of
retrotransposon
transposition
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Comparison of
mitochondrial and
chloroplast DNA

sequences from rice.

The colored boxes represent
DNA sequences that have been
transferred from chloroplast

genome to the mitochondria.
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Chromatin and regulation of gene expression
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Protein synthesis
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Post-translational modification of proteins

Structures of chaperonins
illustrating the central cavity in
which folding takes place

Partially folded
protein
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Protein degradation
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