LEGENDS TO SUPPLEMENTARY FIGURES

Supplementary figure S1. G+C% content of mimivirus genes, including at position 3 of the codons (G+C3 %)

Supplementary figure S2. Comparison of codon usage for mimivirus genes and Acanthamoeba castellanii genes

Supplementary Figure S3. Comparison of codon usage (a) and relative synonymous codon usage (RSCU) (b) for Mimivirus and Acanthamoeba castellanii genes

Supplementary figure S4-S11. Phylogeny reconstruction generated using the maximum likelihood method based on arginyl-tRNA synthetases (S5), isoleucyl-tRNA synthetases (S6), asparaginyl-tRNA synthetases (S7), Leu(anticodon caa)-tRNA (S8), Leu(anticodon taa)-tRNA (S9), His(anticodon gtg)tRNA (S10), Trp(anticodon gca)-tRNA (S11), and Trp (anticodon cca)-tRNA (S12) of mimiviruses. Probabilities are mentioned near branches as a percentage and are used as confidence values of tree branches. Only probabilities at major nodes are shown. Scale bar represents the number of estimated changes per position for a unit of branch length. Anticodons are indicated into parenthesis after the type of tRNA.

Supplementary figure S4. Correlation to Mimivirus transcript abundance of codon adaptation index (CAI) for Mimivirus genes in reference to Acanthamoeba castellanii genome, Acanthamoeba castellanii mitochondrion, Dictyostelium. discoideum and Homo sapiens codon usage tables.


