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Figure 8 - Mean decrease in accuracy for top predicting attributes computed using 
Variable Importance. 

 

The chart shows the top predicting attributes in decreasing order of accuracy. CMole represents the 

Cysteine percentage composition in the protein sequences. MoltWt is the  molecular weight. 

HDayhoffStat is dayhoffstat value for Histidine in the enzyme protein sequences. 

From the figure we can see, Cysteine amino acid (CMole) has the highest prediction 
accuracy, in other words, the maximum impact on the outcome of the model, followed 

by molecular weight and amino acid number. A box plot diagram in Figure 9 provides 
the relative distribution of cysteines in the six main function classes. Sequences that 
belong to class 3 i.e. hydrolases have the highest median composition of cysteines and 

highest upper quartile value. We verified this information with published studies and 
found that studies carried out in [26] report high conservation of cysteines in glycosyl 

hydrolase family, which are enzymes from class 3. Reference [27] has analyzed 
proteins from this family and also reports high cysteine conservation in glycoside 
hydrolases. Hence, results from this experiment might indicate that composition of 

cysteines is higher in hydrolases. This would however need to be validated and 
verified with biological experiments.  


