Log2(Number of reads mapped to a gene)

Additional file 5: Figure S3. Transcriptomes comparison of H. avenae at pre-parasitic and
post-parasitic stages. (A-B) Dot plots show the distributions of contig lengths and
abundances in transcriptomes of H. avenae before (A) and after (B) parasitism. (C) MA-plot
shows differential expression of genes before and after parasitism. The M is the reads number
ratio and the A is the average. Red dots, genes with significantly higher expression at
pre-parasitic stages; Blue dots, genes with significantly higher expression at post-parasitic
stages (FDR < 0.001). The dotted lines indicate the M values as -1, 0 and 1.
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