Table S1. Peptides included in this study and the percentage of positive sera among

the experimental groups.

. Spike aa Spike Number of "positive" sera samples
PeNptlde start- Peptide sequence aa end- WT (n=15 B.117 (=17 B.1.351 (n=22
0. position position (n=15) 117 (n=17) -1.351 (n=22)
1 1 MFVFLVLLPLVSSQC 15 0 2 0
2 6 VLLPLVSSQCVNLTT 20 0 0 1
3 11 VSSQCVNLTTRTQLP 25 0 0 0
4 16 VNLTTRTQLPPAYTN 30 0 1 1
5 21 RTQLPPAYTNSFTRG 35 3 1 3
6 26 PAYTNSFTRGVYYPD 40 5 0 10
7 31 SFTRGVYYPDKVFRS 45 0 0 0
8 36 VYYPDKVFRSSVLHS 50 0 0 0
9 41 KVFRSSVLHSTQDLF 55 0 0 0
10 46 SVLHSTQDLFLPFFS 60 0 1 0
11 51 TQDLFLPFFSNVTWF 65 1 1 1
12 56 LPFFSNVTWFHAIHV 70 0 2 1
13 61 NVTWFHAIHVSGTNG 75 0 0 0
14 66 HATIHVSGTNGTKRFD 80 0 0 0
15 71 SGTNGTKRFDNPVLP 85 0 0 0
16 76 TKRFDNPVLPFNDGV 90 0 0 0
17 81 NPVLPEFNDGVYFAST 95 0 0 0
18 86 FNDGVYFASTEKSNI 100 0 0 0
19 91 YFASTEKSNIIRGWI 105 0 0 0
20 96 EKSNIIRGWIFGTTL 110 1 2 1
21 101 IRGWIFGTTLDSKTQ 115 0 0 0
22 106 FGTTLDSKTQSLLIV 120 0 0 0
23 111 DSKTQSLLIVNNATN 125 0 0 0
24 116 SLLIVNNATNVVIKV 130 0 0 0
25 121 NNATNVVIKVCEFQF 135 0 0 0
26 126 VVIKVCEFQFCNDPF 140 7 13 10
27 131 CEFQFCNDPFLGVYY 145 5 8 11
28 136 CNDPFLGVYYHKNNK 150 2 0 11
29 141 LGVYYHKNNKSWME S 155 1 0 6
30 146 HKNNKSWMESEFRVY 160 0 0 0
31 151 SWMESEFRVYSSANN 165 0 1 0
32 156 EFRVYSSANNCTFEY 170 0 1 0
33 161 SSANNCTFEYVSQPF 175 0 1 0
34 166 CTFEYVSQPFLMDLE 180 0 1 0
35 171 VSQPFLMDLEGKQGN 185 0 0 0
36 176 LMDLEGKQGNFKNLR 190 0 0 0
37 181 GKQGNFKNLREFVFK 195 0 0 0
38 186 FKNLREFVFKNIDGY 200 0 0 0
39 191 EFVFKNIDGYFKIYS 205 0 1 1
40 196 NIDGYFKIYSKHTPI 210 0 1 0
41 201 FKIYSKHTPINLVRD 215 0 1 0
42 206 KHTPINLVRDLPQGF 220 0 1 0
43 211 NLVRDLPQGFSALEP 225 0 1 0
44 216 LPQGFSALEPLVDLP 230 0 1 0
45 221 SALEPLVDLPIGINI 235 0 1 0
46 226 LVDLPIGINITREQT 240 0 1 0
47 231 IGINITRFQTLLALH 245 0 0 0
48 236 TRFQTLLALHRSYLT 250 0 0 0
49 241 LLALHRSYLTPGDSS 255 0 1 0
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