SUPPLEMENTARY MATERIALS

Table S1. Performance metrics of Tlsigner and SoDoPE (1, 2).

Tool Dataset, host (references) Type Sample size Spearman’s AUROC
(approach) correlation
Tlsigner GFP reporter, Escherichia coli (3) | Continuous | 14,425 -0.65° N/A
(mRNA
accessibility) YFP reporter, Saccharomyces Continuous | 2,041 -0.557 N/A
cerevisiae (4)
GFP reporter, Mus musculus (5) Continuous | 65,536 -0.282 N/A
PSI:Biology, E. coli (6) Binary 8,780 expressed, N/A 0.70
2,650 non-expressed
SoDoPE Training set: Binary 8,238 soluble, N/A 0.71
(Solubility- PSI:Biology, E. coli (6) 3,978 insoluble
Weighted Index)
Independent test set: Continuous | 3,198 0.50 N/A
eSOL, E. coli (7) (P=9.46 x 102%)
Table S2. Performance metrics of Razor (8).
Classifier | Dataset (references) Sample size MCC AUROC | AUPRC
Cleavage site
Precision | Recall
Eukaryotic | SignalP 5.0 211 SPs, 0.815 0.98 0.85 0.565 0.597
SP benchmarking set (9) 7,246 non-SPs
Independent test set 287 SPs, 0.405 0.96 0.61 0.136 0.596
52,055 non-SPs
Toxin SP Training set (10, 11) 261 toxin SPs, 0.741 0.89 0.74 N/A N/A
1,738 non-toxin SPs
Independent test set (10, | 47 toxin SPs, 0.769 0.98 0.93 N/A N/A
11) 194 non-toxin SPs
Fungal SP | Training set (11) 121 fungal SPs, 0.506 0.87 0.48 N/A N/A
1,843 non-fungal SPs
Independent test set (11) | 18 fungal SPs, 0.60 0.94 0.75 N/A N/A
269 non-fungal SPs

@ P-value below machine’s underflow level.

AUROC and AUPRC, areas under the receiver operating characteristic curve and

precision-recall curve, respectively; GFP, green fluorescent protein, MCC, Matthew’s

correlation coefficient, PSI:Biology, Protein Structure Initiative: Biology; YFP, yellow

fluorescent protein.
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