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Figure S1: Validation of Ampliseq Technical and informatic treatment workflow (related to Figure 
1 and 2)
a) Pearson correlation plot of the same RNA sample processing and sequencing independently: 
R²=97.8 
b) Frequence of genes with 1 or more amplicons (21080 genes). Frequence of amplicons with 1 
or more genes (20781 amplicons)
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Figure S2: Sistema processing and analysis workflow (related to Figure 1 and 2).
a) Bio-informatic pipeline used for SIStemA
b) Summary of sequencing parameters


