Supplementary material 2: The high propensities of amino acids N and K in the Pf genome.

The high propensities of amino acids N and K in the Pf genome reflects the numerous stretches of Asparagine and Lysine that characterizes P. falciparum low complexity regions. These low complexity regions provides hints that helps us to understand the fact that Plasmodium proteins can be 50% longer than the yeast proteins 


(Aravind et al., 2003; DePristo et al., 2006) ADDIN EN.CITE . In fact, 87% of P. falciparum proteins have at least one low complexity region (Joubert and Joubert, 2008). As these low complexity regions are likely to form flexible loops, it is very difficult to crystallize proteins with such contents. Moreover, it is a usual practice to replace Lysine with Alanine prior to crystallization. These factors could explain the variation of the frequencies of Asparagine (N) and Lysine (K) between the structural databank and the genome contents. This disequilibrium also has an effect on the propensities of other amino acids that are more frequent in Pf than Pfg, i.e., Alanine (A), Proline (P), Glycine (G) and Valine (V).
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