Text S1 The remapping of RNA-Seq data (GSE59968).

The transcriptomic data (GSE59968) required by miRNA-mRNAnnegative correlation was from our
previous study [1]. Because of the evolution of genome database, the data need be remapped to
acquire recent annotation information. Before read mapping, clean reads were obtained from the
raw reads by removing the adaptor sequences, reads with >5% ambiguous bases (noted as N) and
low-quality reads containing more than 20 percent of bases with qualities of < 20. The clean reads
were then aligned to zebrafish genome (version Zv10) using the Tophat program [2]. EB-Seq
package [3] was applied to discover the differentially expressed mRNA based on mRNA counts
with the p-value and FDR analysis [4] under the following criteria: i) fold change > 2 or < 0.5; ii)

p-value < 0.05, FDR < 0.05. The results could be used in the analysis of negative correlation.
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