Elucidating the nicotinic acid degradation pathway in Baclillus niacini: Investigating the catabolic function
of a flavin monooxygenase (FMO), domain of unknown function (DUF), and hypothetical protein (HP)
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Background and Significance Prediction of DUF structure and comparison to Prediction of HP structure and comparison to Possible relation to the NA degradation
other protein structures in the PDB other protein structures in the PDB pathway of A. nidulans (fungus)
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