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VisANT was used to visualize network connections of the top 300 connections for each of the major modules associated with human morula and mouse

8-cell emryo stages. Highly connected intramodular hub genes (connected to at least 20 other genes) were colored in red. Arrows indicated top genes

that are found in both human and mouse networks.
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Fig.1 Module visualization of hub genes and associated function
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