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SVM_Pairwise
SVM_AA(rbf)
SVM_AA(pol)
SVM_AA(sig)
SVM_AA(lin)
DT
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Fig S1. Accuracy rates observed from the eight classifiers for subsequence tests. 
The accuracy rates when classifiers were tested on the full test sequences are plotted above ‘full’.  These accuracy rates 
were not obtained at the MEP, but these were the default output generated by the classifiers. For SAM, the e-value 
threshold of 0.05 was used.
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