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VHH Sequences

Monomeric VHH sequences :

>A01
QVQLVESGGGLVQPGGSLRLSCVV WFRQAPGKEREGVSCIGSSGDKTNYADSVKGRFTISRDNAK
NTVYLQMNSLKPEDTAVYYCAAESALYSDCTEEQNPMLYDYWGQGTQVTVSS
>A07
QVQLVESGGGLVQPGGSLRLSCTS WFRQAPGREREGVSSITTSGGHTNYADSVKGRFTISRDNAKN
VVYLQMNSLKPEDTAVYYCAGRVGGRRNWIVPLDGYDNAYWGQGTQVTVSS
>Cl11
QVQLVESGGGLVQPGGSLRLSCAA WFRQAPGKEREGVSSITTSGGRTNYADSVKGRFTISRDNAK
NTVYLQMNSLKPEDTAVYYCAAKVGGRRNWIAPLNGYENALWGKGTLVTVS
>D01
EVQLVESGGGLVQPGGPLRLSCAS WFRQVPGGLREGVSSITASGGRTNYADSVKGRFTISRDNGKN
AVYLQMNSLKPEDTAVYYCAGKIGGRRNWVAPLDGFENAYWGQGTQVTVSS
>F05
EVQLVESGGGLVQPGGSLRLSCAA WFRQAPGKEREGVSCISSSGDSIKYVDSVKGRFTISRDNAKN
TVYLQMNSLKPEDTAVYQCAADALGSGCLTGNYDYWGQGTRVTVSS

CDR3

VHH-Fc sequences :

>TMPR-A1-Fc-humain (VHH-AO1-Fc)

QVQLVESGGGLVQPGGSLRLSCVV WFRQAPGKEREGVSCIGSSGDKTNYADSVKGRFTISRDNAK

NTVYLQMNSLKPEDTAVYYCAAESALYSDCTEEQNPMLYDYWGQGTRVTVSSEPKTPKPQPAAARSDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQ
DWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYK
TTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
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Supplementary table 1

Replicate RBD Kd 95% CI RA2 Range tested
1 HKU1A 304.5 226.6 t0 433.3 0.9967 6.25-400 nM
2 HKU1A 2321 245.1 to 440 0.9975 6.25-400 nM
3 HKU1A 430.1 328.6 to 574.4 0.9965 6.25-800 nM
4 HKU1A 279.6 221.1t0 356.9 0.9964 6.25-800 nM
1 HKU1B 106.9 75.9 to 152.6 0.9922 6.25-400 nM
2 HKU1B 140.6 94.9t0 213.5 0.9913 6.25-400 nM
3 HKU1B 144.2 107.6 to 194.2 0.9928 6.25-800 nM
4 HKU1B 155.1 119.8 to 201.5 0.9945 6.25-800 nM
1 HKU1B_R517A  515.1 211.9 to 3327 0.9812 6.25-400 nM
2 HKU1B_R517A  363.8 150.8 to 1523 0.9735 6.25-400 nM
3 HKU1B_R517A  316.9 267.6 to 377.3 0.9983 6.25-800 nM
4 HKU1B_R517A  308.0 246.7 to 388.0 0.9971 6.25-800 nM
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