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Crystal structure of the N-terminal deletion mutant of diadenosine polyphosphate
phosphorylase from Mycobacterium avium
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Resolution range (A) ?34 16 12 i 33 (%))
Completeness (%) 89.18
No. of reflections, working set 16776 (1029)
No. of reflections, test set 861 (50)
Final Reryst 0.2087 (0.2192)
Final Rfree 0.2664 (0.3402)
No. of non-H atoms

Protein 4453

Ligand 88

Water 125

Total 4666
R.m.s. deviations

Bonds (A) 0.012

Angles (°) 1.57
Average B factors (A?) 38.55

Protein 38.69

Ligand 38.67

Water 33.63
Ramachandran plot

Favoured regions (%) 93.98

Additionally allowed (%) 4.93
Outliers (%) 1.09
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