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Supplementary Table S1 Predictive results for identifying m*A based on different
negative dataset for H. sapiens.

Dataset Sn (%) Sp (%) Acc (%) MCC
Negative set 1 97.34 99.23 98.29 0.98
Negative set 2 98.53 99.00 98.77 0.98
Negative set 3 98.21 98.96 98.59 0.97
Negative set 4 98.32 99.29 98.81 0.98
Negative set 5 98.01 99.47 98.74 0.98
Negative set 6 98.79 98.90 98.85 0.98
Negative set 8 97.89 99.77 98.83 0.98

Negative set 9 98.69 99.37 99.03 0.98




Supplementary Table S2. Predictive results for identifying m*A based on different
negative dataset for M. musculus.

Dataset Sn (%) Sp (%) Acc (%) MCC
Negative set 1 98.12 99.48 98.80 0.97
Negative set 2 97.68 100 98.84 0.97
Negative set 3 97.19 100 98.60 0.98
Negative set 4 96.89 98.37 97.63 0.96
Negative set 5 97.03 100 98.52 0.97
Negative set 6 97.21 99.34 98.28 0.97
Negative set 8 98.02 100 99.01 0.98

Negative set 9 97.89 100 98.95 0.98




Supplementary Table S3. Predictive results for identifying m*A based on different
negative dataset for S. cerevisiae.

Dataset Sn (%) Sp (%) Acc (%) MCC
Negative set 1 95.73 99.20 97.47 0.97
Negative set 2 96.29 99.18 97.74 0.97
Negative set 3 96.24 100.00 98.12 0.98
Negative set 4 95.09 98.76 96.93 0.97
Negative set 5 94.32 98.23 96.28 0.97
Negative set 6 95.88 98.79 97.34 0.97
Negative set 8 96.01 100.00 98.01 0.98

Negative set 9 95.37 99.07 97.22 0.97




Supplementary Table S4. Comparative results of different classifiers for identifying
m*A via 10-fold cross validation based on the benchmark dataset.

Method Species Sn (%) Sp (%) Acc (%) MCC
Human 99.27 99.47 98.78 0.98

J48 Mouse 96.62 98.78 97.70 0.95

S. cerevisiae 93.79 98.14 95.96 0.92

Human 98.49 99.89 99.09 0.98

Random Forest Mouse 96.52 99.91 98.21 0.96
S. cerevisiae 92.34 100.00 96.17 0.93

Human 98.18 98.29 98.23 0.96

Naive Bayes Mouse 96.43 97.74 97.09 0.94
S. cerevisiae 97.31 97.31 97.31 0.95

Human 08.84 98.78 98.81 0.98

BayesNet Mouse 97.37 98.78 98.08 0.96
S. cerevisiae 97.72 99.79 98.76 0.98

Human 99.38 99.91 99.14 0.99

RAMPred Mouse 97.56 100.00 99.37 0.98

S. cerevisiae 96.27 100.00 98.14 0.96




Supplementary Table S5. Comparative results of different parameters for identifying
m*A via 10-fold cross validation based on the benchmark dataset.

Parameter Species Sn(%) Sp(%) Acc(%) MCC
Human 99.38 99.91 99.14 0.99

RAMPred Mouse 97.56  100.00 99.37 0.98

S. cerevisiae 96.27 100.00 98.14 0.96

Human 87.80 93.03 90.41 0.81

PseDNC (w=0.3, 1=5)* Mouse 85.54 89.67 87.61 0.75

S. cerevisiae 67.35 73.76 70.56 0.41

# The two parameters (w and A) of pseudo dinucleotide nucleotide composition were
optimized via 10-fold cross validation and set as 0.3 and 5, respectively.



