Supplementary Table 4. Statistics for crystallographic data collection and refinement.

	Data statistics
	MBP-KER (PDB: 8DEI)

	    Spacegroup 
	P21

	    Cell dimensions (Å)
	a=53.586 b=165.249 c=116.149
=90° =96.47° =90°

	    Resolution range (Å)
	26.68 - 2.81 (2.9? - 2.81)a

	    Total reflections
	188,138 (13,259) a

	    Unique reflections
	48320 (4400) a

	    Redundancy
	3.9 (3.0) a

	    Rsymb (%)
	17.6 (68.9)a

	    Completeness (%)
	97.76 (90.08) a

	    Intensity (I/)
	7.3 (1.5) a

	    CC1/2
	.979 (695)

	    Wilson B factor (Å2) 
	46.75

	Refinement statistics
	

	    Resolution Range (Å)
	28.68 - 2.81 (2.91 - 2.81) a

	    Unique reflections
	47,773 (4364)

	    Rfreec (%)
	28.25 (35.43) a

	    Rworking (%)
	23.30 (29.20) a

	Final Model
	

	    Number of protein atoms
	14,659

	    Number of heteroatoms
	106

	    Number of solvent atoms
	11

	    Average B factor (Å2)
	51.56

	    R.m.s.d. bond lengths (Å)
	0.001

	    R.m.s.d. bond angles (°)
	0.342

	    Molprobity score
	1.39

	    Ramachandran Analysis
	96.44% most favored; 3.56% allowed; 0% outlier


a High resolution shell
b Rsym = ∑|I - <I>|/∑I
c Rfree calculated with an excluded set of 10%
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