Supplementary:

INTEGRATIVE TRANSCRIPTOMIC PROFILING OF WILMS TUMOR

Supplementary Figure S1: Presentation of the similarity of the compared samples by

principal component analysis of HR-nHR-HK DESeq2 miRNA differential expression a) FFT
and b) FFPE samples. HR tumor samples are marked in green, nHR tumor samples in orange

and HK tumor samples in purple.
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