Abstract

Formylglycinamide ribonucleotide amidotransferase (FGARAT) catalyzes the fourth step in the
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the domain organization of the . Multiple (Clustal W) and
phylogenetic trees were generated using the Megalign component of the Lasergene
sequence analysis suite (DNASTAR). The atomic coordinates for FGARAT were retrieved
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Protein Explorer (Martz, 2002)

Figure 2. Phylogenetic Tree Based on Clustal W
alignment of combined PurS-PurS-PurL-PurQ
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bind ADP.

Figure 4. Residues conserved between Type 2
and Type 4 are located at the interface
between PurQ and PurL domains
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Figure 5. Residues conserved between Type 1a, 2
and Type 4 are located near the ADP binding
site of the PurL domain.

Implications

The Salmonella PurL domain contains two active sites, one
is functional, and one is vestigial but still binds ADP (Anand
et al, 2004). The conservation of residues near the vestigial
site in the type 1a, 2 and 4 enzymes but not in the type 1b
enzyme, suggests that the type 1b enzyme may no longer
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