Table S4. Categories of genes identified as enriched by DAVID analysis of microarray
samples of L4 animals comparing ogt-1(ok1474), oga-1(ok1207), or pmk-1(km25) with N2 on
OP50. Functional annotation clustering was performed using DAVID default settings and
highlights biological pathways enriched more than 2 fold in each set with p < 0.05.
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