RNA-seq data quality assessment 1208 Resistant

Quality scores across all bases (Sanger [ lumina 1.9 encoding) Distribution of sequence lengths over all sequences
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RNA-seq data quality assessment

Quality scares across al bases (Sanger / Tlumina 1,9 encoding)
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RNA-seq data quality assessment

Quality scores across all bases (Sanger [ lumina 1.9 encoding)
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RNA-seq data quality assessment 1228 Resistant

Quality scares acrass all bases (Sanger | Ilumina 1.9 encoding) Distribution of sequence lengths over al sequences
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RNA-seq data quality assessment 1973 Susceptible

Quality scores across all bases (Sanger [ lumina 1.9 encoding) Distribution of sequence lengths over all sequences
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RNA-seq data quality assessment 3128 Susceptible

Quality scores across all bases (Sanger [ lumina 1.9 encoding) Distribution of sequence lengths over all sequences
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RNA-seq data quality assessment

Quahty scores across all bases (Sanger [ Tlumina 1.9 encoding)
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RNA-seq data quality assessment Holden Susceptible

Quality scores across all bases (Sanger [ lumina 1.9 encoding) Distribution of sequence lengths over all sequences
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