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Genetic Co
with Amino Acid Abundance

Instead of presenting codons in the order of first Christian Stolte, Sean O’Donoghue, Kenneth Sabir
base, second base, third base (from the center), CSIRO Mathematics, Statistics and Informatics and Garvan Institute, Sydney
codons are presented in the order of 2-1-3.

Based on work by Roland Pohlmeyer

. . . Department of Immunology, Imperial College London
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