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Mapping statistiques

Number of mapped reads
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Mapping statistiques

Proportion of mapped reads over all reads
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inuous mapping
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96h control and 11h cell death
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Oh control

Correlation of gene expression between replicates
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Oh cell death

H16HO0S1-EV3 (p_r=0.91; 5_r=0.93)
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15h control and cell death - not sequenced in CRG

Correlation of gene expression between replicates
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25h control

Correlation of gene expression between replicates

H16H25C1-EV2 (p_r=0.9; 5_r=0.92)
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25h cell death

H16H2551-EV4 (p_r=0.92; 5_r=0.93)
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Comparison between ERC wing disc and 96h control

Correlation of gene expressmn between replicates
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PCA and Clustering
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PCA and Clustering
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Control genes
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