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Figure S1 Identification pipeline for IncRNAs and protein coding transcripts. Each step is

described in detail in the methods section.



Supplementary File S1. Reads produced by the Illumina HiSeq 4000 platform.
Supplementary File S2. The FPKM of differentially expressed transcripts.

Supplementary File S3. Dysregulated sex differentiation-related IncRNAs.

Supplementary File S4. Dysregulated sex differentiation-related mRNAs.

Supplementary File S5. The protein coding genes as potential targets in the regions located
10-kb upstream and downstream of the IncRNAs.

Supplementary File S6. Potential protein coding target genes of the trans-acting IncRNAs.

Supplementary File S7. KEGG pathway analysis of predicted targets of cis-acting IncRNAs.



