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ABSTRACT
The better understanding of early human embryonic development
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Panels A) Schematic representation of time dependent multilineage differentiation of hESC (H9). Cisplatin 5
B) Determination of statistically (t Statistics) significant differentially expressed transcripts . Day 1600 Valproic acd 5
Transcripts filtered at FDR p < 0.05 and Fold change 2 or < -2 C) Principal component analysis of v T &
RMA normalized signal intensities D) Hierarchical clustering of differentially expressed transcripts A Trarehetreae 5
from one way ANOVA. EeE 3




