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GO enrichment for stable mRNA genes  P-value
translation     3.3E-48
regulation of translation    6.1E-29
posttranscriptional regulation of gene expression  1.1E-27
regulation of cellular protein metabolic processes  5.3E-27
monosaccharide catabolic process   8.5E-14
alcohol catabolic process    1.3E-13
glucose catabolic process    2.5E-12
hexose catabolic process    6.6E-12
cellular carbohydrate catabolic process   1.5E-11
oxidation reduction     1.7E-11
carbohydrate catabolic process   2.7E-10
nitrogen compoud biosynthesis process   3.4E-10 
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