
Supplementary Table 1. Correlation coefficients between different conservation 

measures. The Z-scores for each functional category in each organism are compared 

across the different measures of conservation described in the manuscript.  

 

Supplementary Figure 1. Matrix of Z-scores for proportion of genes with orthologs 

and homologs of representative functional categories. (A) Molecular Function and (B) 

Biological Process. Red represents high relative proportion of genes with homologs 

or orthologs for the category in a particular genome and blue represents low relative 

proportion. Gray means no statistically significant difference compared to the 

background of the whole genome. White cells denote that there is no 

ortholog/homolog with the GO term in the other organism.  

 

Supplementary Figure 2. Matrices of Z-scores for six conservation measures for 

all GO Molecular Function categories analysed. (A) Median CS for orthologs, (B) 

average CS for orthologs, (C) proportion of genes with orthologs, (D) median CS for 

homologs, (E) average CS for homolog and (F) proportion of genes with homologs. 

The colour code is as in Figure 4 and Supplementary Figure 1. This figure is based 

on HTML pages on the supplementary website (http://bg.upf.edu/evolvability). The 

link in the name of the GO category points to a page with details on the statistics of 

this category. In the statistics page, the link [Genes] points to a page with a 

coloured matrix of all genes in this category where the colour represents the rank CS 

of the gene in each genome. The link on the name of each gene will lead you to a 

page with the actual values of CS orthologs and CS homologs for that gene. 

 

Supplementary Figure 3. Matrices of Z-scores for six conservation measures for 

all GO Biological process categories analysed. The legend for parts (A) to (F) are as 

for Supplementary Figure 2 above. 

 

Supplementary Figure 4. Matrices of Z-scores for conservation measures using 

the KOG database. (A) Median CS for KOG orthologs for GO Molecular Function, (B) 

Median CS for KOG orthologs for GO Biological Process, (C) Median CS for universal 

KOG orthologs for GO Molecular Function, (D) Median CS for universal KOG orthologs 

for GO Biological Process and (E) Median CS for KOG orthologs for KOG functional 

annotation. The colour code is as in Figure 4 and Supplementary Figure 1. This 

figure is based on HTML pages on the supplementary website 



(http://bg.upf.edu/evolvability). The link in the name of the KOG category points to a 

page with details on the statistics of this category. 

 

Supplementary Figure 5. Divergence of orthologs of representative functional 

categories using three different divergence measures, CS orthologs, GERP and dN. 

(A) Molecular Function and (B) Biological Process. Colours towards red signify high 

relative conservation of the group of genes in a particular genome. Colours towards 

blue signify low relative conservation. Gray means no statistically significant 

difference in conservation level compared to the background of the rest of the 

genome. White cells denote that there is no gene with the GO term and with 

ortholog/homolog in the other organism. The coloured lines on the left of the names 

of the functional classes correspond to the colours of the categories represented in 

Figure 5.  

 

Supplementary Figure 6. Correlation between dN and CS for orthologs of human 

genes in mouse (16040 genes) and rat (14726 genes). Data points are shown as 

diffused blue dots where intensity of blue colour reflects the density of data points in 

a particular region of the graph. Correlation co-efficient between dN and CS are 

shown at top left corner of respective graph. 

 

 



Supplementary Figure 1
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Supplementary figure 5
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Supplementary figure 6

 
















