	S1 Table. Carbohydrate-protein interactions

	cCTB + A-penta-BGA
	ET CTB + A-penta-BGA

	Ligand residue
	Direct contact (Å)
	Interaction partner
	Ligand residue
	Direct contact (Å)
	Interaction partner

	GlcNAc O1
	3.4 ± 0.0 (4/5)
	Gly45 O
	GlcNAc O1
	3.5 ± 0.1 (3/10)
	Gly45 O

	GlcNAc N2
	3.1 ± 0.1 (4/5)
	Gly45 O
	GlcNAc N2
	2.8 ± 0.1 (3/10)
	Gly45 O

	Gal O4
	3.5 ± 0.2 (4/5)
	His18 Nε
	Gal O4
	2.6 ± 0.1 (3/10)
	Tyr18 Oη

	
	3.3 ± 0.1 (4/5)
	His94 Nε
	
	2.9 ± 0.1 (3/10)
	His94 Nε

	
	3.4 ± 0.1 (4/5)
	W1
	
	3.5 ± 0.0 (1/10)
	W1

	Fucα3 O2
	2.6 ± 0.1 (4/5)
	Gln3# Oε/Nε
	Fucα3 O2
	2.6 ± 0.1 (3/10)
	Gln3# Oε/Nε

	Fucα3 O3
	3.4 ± 0.0 (4/5)
	His94 N
	Fucα3 O3
	2.9 ± 0.0 (1/10)
	His94 N

	
	2.7 ± 0.1 (4/5)
	W2
	
	2.9 ± 0.0 (1/10)
	W2

	Fucα3 O4
	3.0 ± 0.0 (4/5)
	His94 N
	Fucα3 O4
	2.9 ± 0.1 (3/10)
	His94 N

	
	2.6 ± 0.0 (4/5)
	Thr47 O
	
	2.6 ± 0.0 (3/10)
	Ile47 O

	Fucα3 O5
	3.0 ± 0.0 (4/5)
	Thr47 N
	Fucα3 O5
	3.0 ± 0.1 (3/10)
	Ile47 N

	[bookmark: _GoBack]Listed are polar interactions of max. 3.5 Å and with favorable angles for H-bonds. Number of binding sites in which the interaction is present is shown in bracketsparentheses. Residues from neighboring subunits are shown withmarked by a hash (#). Only water molecules (W) conserved in most binding sites are shown.



