Supplementary Figure 1

Correlation graphs in human circulating blood erythrocytes 

“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

Supplementary Figure 2

Correlation graphs in human Down Syndrome-related acute megakaryoblastic leukemia cells
“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

Supplementary Figure 3

Correlation graphs in Danio rerio brain
“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

Supplementary Figure 4

Correlation graphs in Caenorhabditis elegans
“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

Supplementary Figure 5

Correlation graphs in Saccharomices cerevisiae
“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

Supplementary Figure 6

Correlation graphs in Escherichia coli
“a”: the per mil frequencies of each codon at genome level (codon bias); “b”: the per mil frequencies of each codon multiplied by expression value (codonome bias); “c”: the per mil frequencies of codons grouped by aminoacyl-tRNA synthetase (codon bias by aaRS); “d”: the per mil frequencies of real expressed codons grouped by aaRS (codonome bias by aaRS); “e”: the aaRS expression values. See Table 5 for correlation coefficients and p values.

The elliptic line represents the density ellipse at 0.50.

