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Table S1. List of Features Used in Training the Random Forest

FEATURE CLASS PARTICULAR FEATURES USED

Ratio of Amino Acids Number of Leucines / Number of Isoleucines
Number of Arginines / Number of Lysines
Number of Aspartates / Number of Glutamates
Number of Phenylalanines / Number of Tyrosines
Number of Leucines / Number of Valines

Number of Valines / Number of Isoleucines
Number of Glutamines / Number of Glutamates

Nucleotide Content Percent Adenines

Percent Thymines

Length of the Longest Track Lacking Any Adenines
Codon Preferences Ratio of Non-Adenine Codons to Adenine Codons

Ratio of Non-Thymine Codons to Thymine Codons
Motif Score and Position MoAn - 12 features including PSSM scores and

positions of the top two occurrences for each of 3
motifs discovered by MoAn [44]

DEME - 4 features including PSSM scores and
positions of the top two occurrences for 1 motif
discovered by DEME[43]

AlignACE - 8 features including PSSM scores and
positions of the top two occurrences for each of 2
motifs discovered by AlignACE [42]
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