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Assessing the performance of ARGs-OAP v3.0
To assess the identification performance of ARGs-OAP 3.0 with simulated metagenomic datasets, the evaluation parameters MCC, sensitivity, and precision were calculated following the equations shown below:



where TP stands for true positives, TN stands for true negatives, FP stands for false positives and FN stands for false negatives.
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Fig. 1. Evaluation of the updated database and pipeline by using simulated metagenomic datasets with the read lengths of 201 bp (a, c, e) and 300 bp (b, d, f). The evaluation parameters include MCC (a, b), sensitivity (c, d) and precision (e, f). With recommended cut-off (E-value: 1e-7, identity: 80%, and hit length ratio: 75%) when applying ARGs-OAP v3.0, excellent performance was observed for annotating ARGs in metagenomes.
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