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Abstract Methods

MCR_RS00800:

Figure 2. Proteins belonging to the ABC
(ATP-binding cassette) superfamily
function as transporters that regulate
levels within the cell.
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Figure 4. MCR _RS00145 PDB result showing a 1T07: Entity 1
containing Chain A Crystal Structure of Conserved Protein of
Unknown Function PA5148 from Pseudomonas aeruginosa.

binding protein MetN. Significant COG alignment also
showed ABC-type methionine transport system, ATPase
component. T-coffee alignment and WeblLogo showed well
conserved residues across various species. PDB results
indicate 3DHW: entity 2 containing Chain C, D, G, H Crystal
structure of methionine importer MetNl.
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