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Two errors occurred in the References part of our paper [1]: One for the reference of SPRINT
software in Section 2.1, and another for the reference of SnpEff software in Section 3.2. The correct
reference for SPRINT is “SPRINT: An SNP-free toolkit for identifying RNA editing sites” [2] and the
correct reference for SnpEff is “A program for annotating and predicting the effects of single nucleotide
polymorphisms, SnpEff: SNPs in the genome of Drosophila melanogaster strain w1118; iso-2; iso-3” [3].
In addition, the supplementary tables in our paper [1] are not cited in order. The correct order has
been updated and the supplementary Tables S1, S2 and S3 has been renamed as Tables S1, S2 and S3
without including “supplementary” before.

We would like to apologize for any inconvenience caused. The change does not affect the
scientific results.
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