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Supplementary Figure S1. Splicing features of long non-coding RNAs (IncRNAs) of boar spermatozoa. (A). Venn diagram
showing overlapping and non-overlapping splicing isoforms of IncRNAs. (B) Distributions of IncRNAs with length for BLAST
sequences. (C) Rfam distributions of biotype sequences detected in IncRNA splicing isoforms.



