
 
Stx1-A9 TGGGLAQAGDSLRLSCVEPGR--TLDMYAMGWIRQAPGEEREFVASISGVGGSPRYADSVKGRFTISKDNTKSTIWLQMNSLKPEDTAVYYCAAG---------GDIYYGGSPQWRGQGTRVTVSS 
Stx2-G9 SGGGLVQPGGSLTLSCTASGF--TLNSYKIGWFRQAPGKEREGVSCINSGGNLR----SVEGRFTISRDNTKNTVSLHMDSLKPEDTGVYHCAAAP---ALNVFSPCVLAPRYDYWGQGTQVTVSS 
Stx2-H6 TGGGLVQPGGSLRLSCAASGF--SLDPYVIGWFRQAPGKEREGVSCITSRAASRTSVDSVNERFTISRDNAKNTVDLHINNLKPEDSGVYYCAAVPPAKLPLFSLCRSLPAKYDYWGQGTQVTVSS 
Stx2-A6 SGGGLVQPGGSLKLSCAASGF--TLADYVTVWFRQAPGKSREGVSCISSSRGTPNYADSVKGRATVSRNNANNTVYLQMNGLKPDDTAIYYCAAIRPARLRAYRECLSSQAEYDYWGQGTQVTVSS 
Stx2-D2 SGGGLVQPGGSLGLSCAMSGT--TQDYSAVGWFRQAPGKEREGVSCISRSGRRTNYADSVRGRFTISRDNAKDTVYLQMNSLKPDDTAVYYCAARK---TDMSDPYYVGCNGMDYWGKGTLVTVSS 
Stx2-B12 SGGGLVQPGGSLRLSCAASGF--TLDNYRIGWFRQAPGKEREGVSCIARTGDIRNYGDSVKGRFTISRDNAKNTVYLQMNSLKPEDTAVYYCAAVR----TSSYSCDLRASYMDYWGKGTLVTVSS 
Stx-H12 TGGGLVQPGGSLRLSCAASGF--TLEGYHIGWFRDAPGNEREGTSCISSRGDSIKYADSVRGRFTISRDNAKTTVYLEMNSLKPEDTAVYYCAAVR---PVFSSSPCTLATRYNYWGQGTQVTVST 
Stx-A3 SGGGLVQPGGSLRLSCAASGV--TLDNYHIGWFRQAPGKEREGASCISSRGDTIKYADSVKGRFTIFRDNAKSTVYLQMNSLKPEDTALYVCAAVR---PVFSDSPCTLATRYDNWGQGTQVTVSS 
Stx-H9 TGGGLVQPGGSLRLSCAASGF--TLDNYHIGWFRQAPGKEREGTSCISSRGDDIKYADSVKGRFTISRDSAMSTVYLQMNSLKPGDTADYFCAAVR---PVFADSPCTLAFRYNYWGQGTRVTVSS 
Stx-H3 TGGGLVQPGGSLRVSCAASGF--TLDNYHIGWFRQAPGKEREGISCISSRGDILKYADSVKGRFTISRDNAKRTVYLQMNSLKPEDTAVYFCAAVR---PVFPDSPCTLATRYNYWGQGSQVTVSS 
Stx-F1 TGGGLVQPGGSLRVSCAASGF--TLDNYHIGWFRQAPGKEREGISCISSRGDILKYADSVKGRFTISRDNAKRTVYLQMNSLKPEDTAVYLCAAVR---PVFPGSACTLATRYNYWGQGSQVTVSS 
Stx-D4 SGGELVQPGGSLRLSCAASGF--TLDNYAIGWFRHAPGKEREGIACISGSGDNTKYADSVKGRFTISRDNAKTTVYLQMNAMKPEDTALYVCAAVR---PVFEFSPCTLAPRYNDWGQGTQVTVSS 
Stx-A4 SGGGLVQPGGSLRLSCAASGF--TLGSYHIGWFRHPPGKEREGTSCLSSRGDYTKYAEAVKGRFTISRDNTKSTVYLQMNNLKPEDTGIYVCAAIR---PVLSDSHCTLAARYNYWGQGTQVTVSS 
Stx-H5 TGGGLVRPGGSLRLSCAASEF--TLDNYHIGWFRQAPGKEREGVSCISSSRTSTKYADSVKGRFTISEDNAKETVYLQMNSLEPEDTAVYICAAIR---PVLSNSPCTLATRYNYWGQGTQVTVSS 
Stx-H10 TGGGLVQPGGSLRLSCAGSAI--TLEYYAIGWFRQAPGKEREGISCISSSGFNTNYADFVKGRFTISRDNAKNTVYLQMNSLKPEDTAVYHCAAVR---PVFSDSPCTLATRYDNWGQGTQVTVSS 
Stx-A5 SGGGLVQPGGSLRLSCAALEF--TLEDYAIAWFRQAPGKEREGVSCISKSG-VTKYTDSVKGRFTVARDNAKSTVILQMNNLRPEDTAVYNCAAVR---PVFVDSVCTLATRYTYWGEGTQVTVSS 
Stx-G6 TGGGLVQPGGSLKLSCAASEF--TLDDYHIGWFRQAPGKEREGVSCINKRGDYINYKDSVKGRFTISRDGAKSTVFLQMNNLRPEDTAVYYCAAVN---PVFPDSRCTLATRYTHWGQGTQVTVSS 
Stx2-A4 TGGGLVQPGGSLRLSCRASGD--TLDRYAIGWFRQAPGEERERVSCISIRGIPVDYADSVKGRFTISRDGAKTTVWLQMNSLNPEDTGLYSCAAAS-----------ACYREFNTWGQGTQVTVSS 
Stx2-D10 TGG-LVQAGGSLRLSCAASGV--PFSDYTMAWFRQAPGKEREVVARITWRGGGPYYGNSGNGRFAISRDIAKSMVYLHMDSLKPEDTAVYYCAASR-----LRPALASMASDYDYWGQGTQVSVSS 
Stx2-H3 SGGGVVQAGGSLRLSCAASGH--TSIGYTMAWFRQTPGKERESVAAINWMGSSTYYSDSVKGRFTISRDRAKDTLDLQMNSLKAEDTAVYYCAAG--------GGSFTDPTRYAYWGQGTQVTVSS 
Stx1-D4 SGGGLVQAGGSLRLSCAASGR--INGDYAMGWFRQAPGEEREFVAVNSWIGGSTYYTDSVKGRFTLSRDNAKNTLSLQMNSLKPEDTAVYYCAAG------HYTDFPTYFKEYDYWGQGTQVTVSS 
Stx2-B4 TGGGLVQAGDSLRLSCAPSVR--SFITYAMGWFRQAPGKEREFVGAISSIGLGTYYSDSVKGRFTISRDGAENTLYLQMNSLKPEDTARYYCAATT----KRTTAWSTPPYQYNYWGQGTQVTVSS 
Stx2-B7 SGGGLVQAGASLRLSCAASTSGLTFIRYAMGWFRQAPGKERDFVGAINWITSTTYYADSVKGRFTISRDNADNTLNLQMNNLEPEDTAVYYCAATS----RRIPYTITTASAYDYWGQGTQVTVSS 
Stx2-G1 SGGGLVQPGESLRLSCVASAS--TFSTSLMGWVRQAPGKGLESVAEVRTTG-GTFYAKSVAGRFTISRDNAKNTLYLQMNSLKAEDTGVYYCTAG------------AGPIATRYRGQGTQVTVSS 
Stx2-H12 TGGGLVQAGDPLRLSCVASGR--TVSRYDKAWFRQAPGKEREFVAGISWNGDTKIYADSVKGRFTISRENSRDTLDLQIDNLKPEDTAAYYCAVGI-----AGVQSMARMLGVRYWGQGTQVTVSS 
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Figure S1. Amino acid sequences of VHHs selected for binding to Stx1 or Stx2. 

Sequences shown begin within framework 1 at the site of the primer binding employed 

in coding sequence DNA amplification from the immune alpaca cDNA [34] and continue 

through the end of framework 4. The parentheses at the end indicate whether the VHH 

contains a long hinge (lh) or a short hinge (sh). The three complementarity determining 

regions (CDRs) are indicated at the top.   

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


