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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
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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

PC2 (13.09%)

40

Protein-coding genes, not filtered by IDR

6 50
PC1 (33.68%)

© 96h_of_development

sampleType
e control
M treatment

PC2 (14.8%)

°

40

-100

0 EY
PC1 (40.62%)

100

Protein-coding genes, IDR<C0.1

© 96h_of_development

sampleType
 control
M treatment



PCA and Clustering

All biotypes, Spearman, not filtered by IDR
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PCA and Clustering

All biotypes, Spearman, IDR<0.1
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PCA and Clustering

Protein-coding genes, Spearman, not filtered by IDR
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PCA and Clustering

Protein-coding genes, Spearman, IDR<0.1
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PCA and Clustering

All biotypes, Pearson, not filtered by IDR
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PCA and Clustering

All biotypes, Pearson, IDR<0.1

; %  —— Vvalue

arperp  [EIITREEITIRE T o
96h_of_development;control;5 04024096 0.94 0:70.86 0.96 0.9 07 0.7 097 0,97 g_)gh
96h_of_development;control;4 09404096 0.940970570570.96 097097 25h

25h;treatment;5 0.940940.950.94 08707 0.970.96 095 0.9 [ 96h_of_development

25h;treatment;4 094094095094 09707097096 0.9 0.9

15h;control;5 0.940.940960.950.97 096 0.95 0.96|

15h;control;4 09404096 0.950.70.96 0.95 0.6}

Oh;treatment;5 0.950940970970970.96|

Oh;treatment;4 0.6 0.950:87 0.96 0:97 0.97]

15h;treatment;5 096095095096

15h;treatment;4 0.950.950.96 0.95)

0.970.96 0,96 0.96 0.97 0.97 0.97 0.9

0.970.97 0,97 0.97 0.97 0.97 0.97 0.97

sampleType
Oh;control;5 096 0] 0940940, ple Typ!
: ’ control
Oh;control;4 09709s| 0.96 0.96 0.97 0.97 0.96 0.96 0.95 0.95 0.96 0.96.
treatment
25h;control;5 0.96 0.96 0.95 0.95 0.95 0.94 0.94 0.94 0.94 0.94 0.94 0.94.

25h;control;4 0.97 0.96 0.95 0.96 0.96 0.95 0.94 0.94 0.94 0.94 0.94 0.94.



PCA and Clustering

Protein-coding genes, Pearson, not filtered by IDR
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PCA and Clustering

Protein-coding genes, Pearson, IDR<0.1
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Control genes
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