Supporting material
Supporting figures
Figure S1. Comparison of mRNA expression levels between the replicates for each sample
Figure S2. Heatmap showing normalized expression levels for all samples and sample clustering based on expression correlation
Figure S3. Distribution of expression levels (DCPM) in male A. suum intestine. 
Figure S4. Number of small RNA reads sequenced and mapped to the assembly.
Figure S5. The many-to-many relationship of miRNAs and predicted targets. 

Supporting tables
Table S1. The 12386 male A. suum intestinal genes
Table S2. The 2996 female-unique genes and their annotation
Table S3. Functional enrichment in gender/region specific and over/underexpressed genes
Table S4. Functional enrichment based on GO and IPR annotation of 3-way comparison of intestinal regions
Table S5. Functional enrichment based on GO and IPR annotation of pairwise comparison of intestinal regions. Only overrepresented terms are shown
Table S6. Functional enrichment based on Interpro annotation of genes in clusters based on Fuzzy clustering
Table S7. Differentially Used Exons
Table S8 .miRNAs detected in A. suum intestine and their predicted mRNA targets
Table S9. miRNA abundance values for the 12 intestinal samples
Table S10. Likely associated miRNA-mRNA pairs (LAMPs) and enriched target functions based on GO annotation
Table S11. Functions enriched in LIMs target clusters in Figure 5D
Table S12. Functions enriched in target genes for miRNAs that are differentially abundant in male intestine segments
Table S13. SRA accession numbers for analyzed samples
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