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An evaluation of deuterated protein by temperature refinement
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Table.1 Data statistics

Lysozyme H-Lyz (PF) DCl-Lyz (PF) | NaOD-Lyz (PF)
Wavelength (A) 0.98 0.98 | 0.08
Resolution range (A) | 55.63 - 0.93 55.80 - 0.93 | 55.85 - 0.93
(55.63 - 0.93) | (0.95-0.93) | (0.95-0.93)
Space group P452:2 Pas212 | Pas2:2
Unit cell (A, deg.) 78.778.736.8 | 78.9 78.9 36.9 79.079.036.9
90 90 90 90 90 90 90 90 90
Total reflections 799,857 719,283 | 772,845
Unique reflections 61,327 (2) 106,754 (31) | 63,003 (4)
Multiplicity 13.0 (1.0) 6.7 (0.0) [12.2(1.2
Completeness (%) 79.0 (0.1) 71.0 (0.0) | 80.3(0.1)
Mean //sigma(/) 36.5 (0.095) 13.1 (0.17) [ 11.6 (-0.31)
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