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Supplementary Figure S1 Schematic diagram of sampling points for thermal stress. Different

colors of triangles represent sampling points, respectively.
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Supplementary Figure S2 Verification of RNA-seq data by qPCR.



(/\) 7e+06
6e+06
5e+06

4e+06

Count

3e+06

2e+06

1e+06

0e+00+

18 19 20 21 22 23 24 25 26
Rea

d length

27 28 29 30 31 32 33 34 35 O
lengtl

[ known miRNA [ novel miRNA

622 li!'

Supplementary Figure S3 Characterization of miRNAs in spotted sea bass. (A) Length distribution

of the clean reads for CG and HG. (B) The number of miRNAs in CG and HG.
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Supplementary Figure S4 Verification of three DEMs by qPCR.
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Supplementary Figure S5 Regulatory pairs of DEMs-DEGs. (A) Regulatory expression networks
constructed by up-regulated DEMs and down-regulated DEGs. (B) Regulatory expression networks

constructed by down-regulated DEMs and up-regulated DEGs.



