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Supporting Information Fig 2. Heat map and principal component analysis (PCA) of the
normalized expression valuesin Twin-N-iPSCs and Twin-DS-iPSCs when analyzing the

HSA21 genesonly.

(A) Samples (columns) and genes (rows) are sorteddingdo hierarchical clustering based on normaliaad
z-transformed gene expression values. A negatiseore (in red) indicates low expression (below rifean)
whereas a positive z-score (in green) shows higiression (above the mear{B) The two first principal
components (PC1 and PC2) are plotted. The percentagessent the proportion of variance explaineeéégh

component. PC1 discriminates the trisomic (in bftah the euploid (in orange) iPSC lines
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