Supporting Tables 2A-E
	Supporting Table 2A   Comparison of whole protomers (1-466) RMSD (Å)

	
	PDB
	Dodecamer
	3ITK
	3ITK
	2QG4
	2QG4
	3KHU

	Reaction state
	(Subunit)
	(A)*
	(F)*
	(A)#
	(B)*
	(A)#
	(A)#

	UDP-glucose 
	2Q3E (A)*
	0.83
	1.00
	2.17
	0.23
	1.88
	1.54

	Thioester
	3KHU (A)#
	1.75
	2.01
	0.77
	1.48
	0.60
	

	UDP-glucuronic acid 
	2QG4 (A)#
	2.12
	2.39
	0.82
	1.81
	
	

	UDP-glucuronic acid 
	2QG4 (B)*
	0.87
	1.06
	2.12
	
	
	

	Apo
	3ITK (A)#
	2.31
	2.53
	
	
	
	

	Apo
	3ITK (F)*
	0.71
	
	
	
	
	


	Supporting Table 2B    Comparison of N-terminal domains (1-211) RMSD (Å)

	
	PDB
	Dodecamer
	3ITK
	3ITK
	2QG4
	2QG4
	3KHU

	Reaction state
	(Subunit)
	(A)*
	(F)*
	(A)#
	(B)*
	(A)#
	(A)#

	UDP-glucose 
	2Q3E (A)*
	0.93
	0.70
	0.64
	0.21
	0.46
	0.56

	Thioester
	3KHU (A)#
	0.76
	0.57
	0.31
	0.56
	0.29
	

	UDP-glucuronic acid 
	2QG4 (A)#
	0.86
	0.65
	0.41
	0.46
	
	

	UDP-glucuronic acid 
	2QG4 (B)*
	0.95
	0.73
	0.65
	
	
	

	Apo
	3ITK (A)#
	0.83
	0.61
	
	
	
	

	Apo
	3ITK (F)*
	0.72
	
	
	
	
	


	Supporting Table 2C   Comparison of central domains (212-324) RMSD (Å)

	
	PDB
	Dodecamer
	3ITK
	3ITK
	2QG4
	2QG4
	3KHU

	Reaction state
	(Subunit)
	(A)*
	(F)*
	(A)#
	(B)*
	(A)#
	(A)#

	UDP-glucose 
	2Q3E (A)*
	0.35
	0.43
	0.55
	0.24
	0.46
	0.47

	Thioester
	3KHU (A)#
	0.56
	0.56
	0.24
	0.41
	0.28
	

	UDP-glucuronic acid 
	2QG4 (A)#
	0.65
	0.68
	0.32
	0.39
	
	

	UDP-glucuronic acid 
	2QG4 (B)*
	0.45
	0.49
	0.49
	
	
	

	Apo
	3ITK (A)#
	0.62
	0.60
	
	
	
	

	Apo
	3ITK (F)*
	0.34
	
	
	
	
	


	Supporting Table 2D    Comparison of C-terminal domains (325-466) RMSD (Å)

	
	PDB
	Dodecamer
	3ITK
	3ITK
	2QG4
	2QG4
	3KHU

	Reaction state
	(Subunit)
	(A)*
	(F)*
	(A)#
	(B)*
	(A)#
	(A)#

	UDP-glucose 
	2Q3E (A)*
	0.41
	0.38
	0.33
	0.13
	0.56
	0.25

	Thioester
	3KHU (A)#
	0.35
	0.30
	0.21
	0.26
	0.53
	

	UDP-glucuronic acid 
	2QG4 (A)#
	0.57
	0.60
	0.55
	0.56
	
	

	UDP-glucuronic acid 
	2QG4 (B)*
	0.41
	0.37
	0.32
	
	
	

	Apo
	3ITK (A)#
	0.37
	0.28
	
	
	
	

	Apo
	3ITK (F)*
	0.40
	
	
	
	
	


	Supporting Table 2E    Subunit openness (C(-C( distances, Å)

	Reaction state
	PDB
	Subunits
	G166-D341, Å
	Y53-G343, Å

	Closed conformation *
	
	
	
	

	Dodecamer
	
	A-L
	4.6-4.9
	5.4-5.9

	Reaction start
	2Q3E
	A-F
	4.6-4.7
	5.5-5.7

	Product-bound mimetic
	2QG4
	B,D,F,H
	4.5-4.6
	5.6-5.7

	Unbound
	3ITK
	F
	4.5
	6.0

	Open conformation #
	
	
	
	

	Thiohemiacetal mimetic 
	3KHU
	A-F
	7.3-7.4
	9.5-9.6

	Product-bound mimetic
	2QG4
	A,C,E,G
	7.6-7.7
	10.1-10.6

	Unbound
	3ITK
	A-E
	8.2-9.4
	9.4-12.1


