PMME vs. Normal (top 50 DE genes)
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Supplementary Figure S1.

PMME were generally associated with relatively lower levels of gene expression. (A) Vocanal plot and (B) unsupervised
clustering of the top 50 differentially expressed (DE) genes between PMME and normal control samples. (C) Vocanal plot and
(D) unsupervised clustering of the top 50 DE genes between PMME and NEMM.



