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Figure S1. Performance of predictors built using 5-mer input vectors constructed by sliding the 5-mer on
various position starting at the 1 residue position excluding '‘Met. MCC, Mathews correlation coefficient.
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Figure S2. Regular expression of 10 leaves of the decision tree diagram. (A) and (B), which include positive
and negative classifications for N*-acetylation, respectively. In the figure, the numbers above the vertical
lines represent the position of the amino acid. The symbol hat “~” in square brackets indicates the inclusion
of any amino acid other than the amino acid(s) shown by the single letter code(s) in the brackets. The
symbol dot “.”” denotes that the position can be occupied by any standard amino acid.



Table S1. Conservation of His72 and His111 among NatA enzymes

Amino acid Position 72 Position 111
A 0 0
R 0 0
N 0 0.005
D 0 0
C 0 0
Q 0 0
E 0 0
G 0 0
H 0.967 0.947
I 0 0
L 0 0
K 0 0
M 0 0
F 0 0
P 0 0
S 0 0
T 0 0
W 0 0
Y 0 0
V 0 0
- 0.033 0.048

Amino acids located in the positions corresponding to His72 and His111 of human NatA in 209 NatA
enzymes from various species are shown in percentage. Here, “-”” denotes for deletion.



Table S2. The mean performance of 10 predictors constructed each time with randomly selected training
dataset

TPR SPC PPV ACC MCC F1
Mean 0.874 0.778 0.807 0.827 0.657 0.838
SD 0.037 0.039 0.025 0.018 0.036 0.018
Ccv 0.043 0.050 0.030 0.022 0.054 0.022

TPR, SPC, PPV, ACC, MCC, and F1 represent true positive rate, specificity, positive prediction value,
accuracy, Matthews correlation coefficient, and F1 score, respectively. SD and CV stands for standard
deviation and coefficient of variation, respectively.



