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Figure 5.7 A ribosome consists of two subunits.
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Figure 8.2 Proteins synthesized on free ribosomes

in the cytosol are directed after their release to specific
destinations by short signal mailifs.
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Mitochondrion N-terminal Amphipathic helix 12-30
Chioroplast  N-terminal Charged =25
Nucleus Internal Basic or bipartite 7-9
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