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Table S1. Crystallography Data Collection and Refinement Statistics.

Data Collection WT Malay BanLec F84T Malay BanLec
PDBID 60PR 60Q0
Space Group P432,2 P2,2,2,
Unit Cell (A) 52.526, 52.526, 79.247, 157.871,
221.307 204.101

Wavelength (A) 0.9786 0.9786
Resolution (A)' 1.51 (1.51 - 1.54) 1.80 (1.80 — 1.83)
Rsym? 0.060 (0.414) 0.084 (0.662)
<I/cI>* 20 (5) 10 (2)
Completeness (%)" 99.5 (98.4) 99.8 (99.5)
Redundancy 14.0 (11.7) 7.1(6.9)
Refinement
Resolution (A) 1.51 1.80
R-Factor’ 18.4 20.2
Rfree’ 20.2 23.4
Protein atoms 2117 16861
Water Molecules 363 2240
Unique Reflections 49784 229852
R.m.s.d’

Bonds 0.008 0.008

Angles 0.99 1.07
MolProbity Score (1) | 0.92 0.93
Clash Score (1) 0.70 0.76

'Statistics for highest resolution bin of reflections in parentheses.

"Riym =20 | Inj-<In> | /ZnZiln;, where Iy; is the intensity of observation j of reflection h and <Iy> is the
mean intensity for multiply recorded reflections.

*Intensity signal-to-noise ratio.

*Completeness of the unique diffraction data.
R-factor = %, | IF I — IFI | / Z4|F,|, where F, and F. are the observed and calculated structure factor

amplitudes for reflection h.

SRiree is calculated against a 5% random sampling of the reflections that were removed before structure

refinement.

"Root mean square deviation of bond lengths and bond angles.
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