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Cellular component

The results shown point out that functions one
would expect to be under stringent control,would expect to be under stringent control,
and expressed only when the cell is in theand expressed only when the cell is in the
conditions requiring the function of these
particular proteins, are those having longparticular proteins, are those having long
NCRs, and GO categories enriched in shortNCRs, and GO categories enriched in short
NCRs describe basic cell functions.
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