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Figure S1. Size and quality of NGS libraries. (A) Number of total reads and unique library and
end. (B) Average quality of reads before trimming.
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Figure S2. Correlation coefficients of gene counts for all libraries sequenced. Counts for all genes
were plotted in a pairwise manner (each sample against all other samples). Correlation coefficients

greater than 0.8 and 0.9 are considered good and excellent quality libraries, respectively.
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Figure S3. Heatmap with name and fold change of DE transcripts derived from resistance genes.
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Figure S4. Heatmap with name and fold change of DE transcripts encoding transcription factors.
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Figure S5. Heatmap with name and fold change of DE transcripts encoding protein kinases.
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Novel transcripts log2FoldChange
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Figure S6. Heatmap with name and fold change of DE putative novel transcripts.
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Figure S7. Supporting evidence for putative novel transcripts. MA plot depicting base mean and
log2fold change for TB (A), TN (B) and TBN (C). Red dots represent transcripts in the reference
transcriptome, blue dots represent putative novel transcripts. Examples of spliced alignment of pu-
tative novel transcripts for TB (D), TN (E) and TBN (F).
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Figure S8. Distribution of transcripts along the tomato genome. (A) Density plot of all transcripts
of tomato along the genome. (B) Counts of transcripts per chromosome. (C) Normalized (per 100
mB) number of transcripts per chromosome.
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Figure S9. Pearson correlation analysis between the general distribution of genes along the tomato
genome and DE transcripts in each of our treatments. All chromosomes were concatenated and each
chromosome was divided in four segments. The overall density of genes in the tomato genome or
those found DE in each treatment were correlated. r coefficient and p-value are indicated in each
case for TB (A), TN (B), TBN (C) or all of them together (D).



