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function. To this end, stretches of residues  thiobiotin Synthetase from £ co/i MotiFinder
comprising a functional (e.g., amidation) site in identified a known ATP/GTP binding site (3),
related proteins were aligned and a signature,  which was overlooked by PROSITE, BLOCKS
corresponding to the functional residues, was  and PRINTS scans.
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to the putative signature based on its evolution-
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