Holdorf et al. Figure S5
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Figure S5: GO analysis visualized by Revigo of germline microarray data from
Reinke, et al. Sematic graphs of GO analysis generated by GOrilla (Eden et al. 2009)
and visualized by Revigo (Supek et al. 2011) of Oogenic (A) and Spermatogenic (B)
germlines (Reinke et al. 2000).



