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Mapping human norovirus antigens during infection reveals the breadth of the humoral
immune response

Lynn Su, Wanzhi Huang, Frederick H. Neill, Mary K. Estes, Robert L. Atmar and
Timothy Palzkill

Supplementary Figure 1. Schematic of HuNoV genomic phage library construction.

Supplementary Figure 2. Deep sequencing analysis of the inserts present in the NoV Jun-Fos
library before and after affinity selection versus day 14-30 post-infection sera.

Supplementary Figure 3. In-frame fraction analysis of NoV Jun-Fos library versus post-
infection sera before and after affinity selection.

Supplementary Figure 4. Alignment of peptides with high coverage after two rounds of affinity
selection with sera of subject 715.

Supplementary Figure 5. Deep sequencing analysis of the inserts present in the Gll.4 HOV
Jun-Fos library before and after affinity selection versus Gll.4 antisera.

Supplementary Figure 6. In-frame fraction analysis of Gll.4 HOV Jun-Fos library before and
after affinity selection versus Gll.4 antisera.

Supplementary Figure 7. Deep sequencing analysis of the inserts present in the Gll.4 HOV
Jun-Fos library before and after affinity selection versus Gll.4 antisera.

Supplementary Figure 8. Dendrogram of Gll.4 HOV epitope profiles.

Supplementary Figure 9. Alignment of epitope sequences of GIl.1 Norwalk to that of Gll.4
HOV.

Supplementary Table 1. List of epitopes from all the sera identified after two rounds of affinity
selections with the NoV Jun-Fos library.

Supplementary Table 2. List of epitopes from all the sera identified after two rounds of affinity
selections with the GIl.4 HOV Jun-Fos library.
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Supplementary Figure 1. Schematic of HuNoV genomic phage library construction. a
Schematic illustration of pKS-NV68 KM plasmid, which contains the Gl.1 open reading frames
(ORFs) as indicated in purple, that was sheared to construct the HuNoV phage library. Since
the entire plasmid was sheared, the library contains inserts from all regions of the plasmid in
addition to ORFs 1 to 3. b Schematic illustration of the pTP663 Jun-Fos phage display plasmid.
¢ Sheared DNA of 100 to 500 bp was adapted with A. d The pTP663 plasmid was digested with
Xbal, the ends were adapted with T, and the fragments were ligated with the A-adapted sheared
DNA to form the library. e The library clones were transformed into E. coli, pooled, and helper
phage was added to propagate phages for the phage library to be used for affinity selection.
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Supplementary Figure 2. Deep sequencing analysis of the inserts present in the NoV Jun-Fos
library before and after affinity selection versus day 14-30 post-infection sera. Distribution of
inserts after two rounds of affinity selection with sera of subjects 715, 720, 723, 750, 731, and

732.
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Supplementary Figure 3. In-frame fraction analysis of NoV Jun-Fos library versus post-
infection sera before and after affinity selection. a The fraction of all the in-frame inserts in the
naive library and each round of affinity selection with subjects 715, 720, 723, 750, 731, and 732
sera. The fraction of the in-frame inserts is shown on the y-axis while the naive library and the
individual sera names are shown on the x-axis. The fraction of the inserts that are in-frame to
the HuNoV ORFs are shown in magenta while the fraction of the out-of-frame inserts and the
inserts that are not within HuNoV ORFs are shown in gray and black, respectively. The fraction
of the in-frame inserts was determined by dividing the number of in-frame inserts by the total
number of inserts in that experiment. b The fraction of in-frame reads for each insert count
group in the naive library and the libraries after the second round of affinity selection. The
fraction of in-frame inserts is shown on the y-axis while the insert count groups are shown on
the x-axis. The fraction of the in-frame inserts per insert count group is determined by dividing
the number of in-frame inserts by the total number of inserts in that insert count group.
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Supplementary Figure 4. Alignment of peptides with high coverage after two rounds of affinity
selection with sera of subject 715. The numbering at the top indicates the amino acid residue
positions in the nonstructural proteins. The Jalview Zappo color scheme is used, in which
aliphatic/hydrophobic residues (I, L, V, A, and M) are peach, aromatic residues (F, W, and Y)
are gold, positively charged residues (K, R, and H) are blue, negatively charged residues (D and
E) are red, hydrophilic residues (S, T, N, and Q) are green, conformationally special residues (G
and P) are magenta, and cysteine is yellow. The peptide alignments define the anti-Gl.1
nonstructural protein epitopes in a NS1/2 (p48), b NS3 (NTPase), ¢ NS4 (p22), d NS5 (VPg), e
NS6 (protease), and (f, g) NS7 (RdRp).
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Supplementary Figure 5. Deep sequencing analysis of the inserts present in the HuNoV Jun-
Fos library before and after affinity selection versus pre- and post-infection sera. a Distribution
of inserts after two rounds of affinity selection with subject 731 sera before challenge, 7 days
after challenge, 14 days after challenge, 30 days after challenge, and 180 days after challenge.
b The distribution of inserts after two rounds of affinity selection with subject 732 sera before
challenge, 7 days after challenge, 14 days after challenge, 30 days after challenge, and 180
days after challenge. ¢ The distribution of inserts after round 2 of affinity selection with subject
750 sera before challenge, 7 days after challenge, 14 days after challenge, 30 days after
challenge, and 180 days after challenge.
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Supplementary Figure 6. In-frame fraction analysis of Gll.4 HOV Jun-Fos library before and
after affinity selection versus Gll.4 antisera. a The fraction of all the in-frame inserts in the naive
library and each round of affinity selection with subjects BCM16-1, BCM13-1, and BCM16-2
sera, HJT-R3-A9 antibody, and Anti-NV. The fraction of the in-frame inserts is shown on the y-
axis while the naive library and the individual sera names are shown on the x-axis. The fraction
of the inserts that are in-frame to the HuNoV ORFs are shown in blue while the fraction of the
out-of-frame inserts and the inserts that are not within HuNoV ORFs are shown in gray and
black, respectively. The fraction of the in-frame inserts is determined by dividing the number of
in-frame inserts by the total number of inserts in that experiment. b The fraction of in-frame
reads for each insert count group in the naive library and the libraries after affinity selections.
The fraction of in-frame inserts is shown on the y-axis while the insert count groups are shown
on the x-axis. The fraction of the in-frame inserts per insert count group is determined by
dividing the number of in-frame inserts by the total number of inserts in that insert count group.
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Supplementary Figure 7. Deep sequencing analysis of the inserts present in the Gll.4 HOV
Jun-Fos library before and after affinity selection versus Gll.4 antisera. Distribution of inserts
after two rounds of affinity selection with BCM16-1 sera, BCM13-1 sera, BCM16-2 sera, anti-NV
rabbit polyclonal antibodies, HJT-R3-A9 scFv antibody.
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Supplementary Figure 9. Alignment of epitope sequences of Gl.1 Norwalk to that of Gll.4
HOV. a Jalview Percent Identity (PID) is used to align sequences from Gl.1 Norwalk and Gll.4
HOV and visualize the percent identity the sequences share. The numbering at the top indicates
the amino acid residue positions in the corresponding nonstructural and structural proteins. GI.1
Norwalk positions are shown in red while the GIl.4 HOV positions are shown in blue. The
leftmost column indicates the name of the sera or antibody while the different shades of purple
indicate the percent identity in the alignments. Percent identity is calculated according to the
percentage of the residues in each column that match the consensus sequence. The darkest
shade purple indicates 80% conservation between the GI.1 Norwalk and Gll.4 HOV sequences.
The next lighter grade of purple indicates 60%, and 40% and 20% for the subsequently lighter
shades. b The NCBI Multiple Sequence Alignment Viewer (MSA) is used to calculate the
percent identity between the Gl.1 Norwalk and Gll.4 HOV epitope sequences. Percent identity is
calculated as the number of matches in an alignment row relative to the alignment length, where
the alignment length is the aligned sequence minus any gaps for all other alignments.
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Supplementary Table 1. List of epitopes
selections with the NoV Jun-Fos library.

from all the sera identified after two rounds
A total of 48 unique epitopes were identified. The
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20[1.P1 (S domain) _[EFT 1sPreTPGD |54 78 feFmisenTeGDV |54 70 54 79 5278 EFTISPANTPGD |54 78 2) .
[GAPQGEFTISPNN VGAPGEFTISPN [CRPOGEFTISPReT
21[1P1 (S domain) _|TPGOVL o2 50 recou o185 L 2 80 19 2
[PGOVLFOLSLGPH [PGDVLFOLSLGPH [FGOVLFOLSLGPH PGOVLFOLSLGPH
22]1-VP1 (s domain) LN 690 lcovieousiopn |77 88 NEL 595 v 7501 7656 covieousiopn |77 88 12 s
PRORPFLLFCSIT
lPrrerLLILSOM YNGWVGNRVR! PHLNPFLLISOM
23[1:vP1 (5 domain) IYNGWVaNMRVR |67 110 MLAGNA o7 117 7 110 24 2
THLSQMVNGTIVG
lLsauvowve Lisauviowve INVRVRIMLAGNAF Lsouewe
24]1-VP1 (S domain)__|NMRVRIML o4 116 wRVRIML o4 116 ITAGKIV os 125 WRVRIMLAGN |04 116 2 s
MVNGVGRIRVE]
LA
26[1.VP1 (5 domain) IAGNAFTAGKIV |10 125 no/ oo 143 prc 102 131 IAGNAFTAGKIV _ |102 125 24 5
VRINAGNAFTAG [VRILAGNAFTAG TRMAGRFTAS VRINCAGNAFTAG TRMAGWAFTAS
26[1P1 (S domain)_|ITIAGATLEPHY |10 148 riaaT 109 143 LTiAGaT 109 143 109 149 isgaTLFPHY {109 148 L miagaT 109 143 3 s
27[13P1 (S domain) _[PGE 115 132 por |15 143 lPoFo 115 133 PoFosHN 115 136 115 153 Por 115 132 1) s
[GRIVSGIPPGFGS
HALTIAGATLFPHY
28]1.vP1 (5 domain) o 121 153 121 157 NTIAGATL 121 144 121 144 24 5
FRCTARGATLFPFIT [FRCTIAGATLFRFT
20]1-VP1 (5 domain) DVRTL 135 155 AR 135 153 lpOVRTLOPIE 135 150 135 153 1) 5
[ADVRTLOPIEVALE
301P1 (S domain)__|oVR 150 165 150 166 11 !
VRTLOPIEVPLEDY
RTLOPIEVPLEDVR RTLOPIEVPLEDVR RTLOPIEVPLEDVR VRTLOPIEVPLEDY RNVLFHANDRNGG
31)1-vP1 (8 domain) | 153 168 v 153 168 v 155 168 LopieveLeovR 155 167 R 152 168 152 180 LoPiEvPLEDVRN |15 167 13 .
[RVLFFRDRIGE
ITMRLVCMLYTPLR ML FHIDRNGD RrvLFHvORNGG
32]1:VP1 (5 domain) 166 194 [TRLVOMLYTPLR 166 191 [TMRLVCMLYTPLR |66 191 2 2
FreLrLvPPTVEGK VPPTVEQK|
39{1.P1 (21 domain) ITReFTLPNLPLSSL fo1d 201 [rrpFTLPN PLSSL [214 261 2 !
o
lanGReTLOGRLYG) |ONGRCTLDGRLVG|
34{1P1 (91 domein) rrPvsLsH 253 205 rPvsi s 253 206 34 '
TGANGIGSGNYVG
36{1.P1 (P2 domain) VL swiseestes ~|so say [VLswiseeshes  |350 383 24 !
[GRYVGVLSWISFP TSRS
HPSGSQVDLWKI lonvvevLswisep cnvvviswisee
30]1P1 (P2 domein) lPrvossiTent |367 403 o 367 303 |sHescsavoLwk [ss7 392 HpscsavoLwik 367 302 2| 5
I Serassa SirSersassa
37[1.vP1 (P2 domain) lavoLwk 73 301 vo 574 388 lvo 374 388 19 2
K PsrpsasavoLK|
36]1P1 (P2 domein) apsvve 579 a1 IPYGSSITEAT _[379 403 PNYGSSITEAT |379 403 2| X
[WRIPRYGSSITERT) (KT GSSITERT
I e o oy
39]1:VP1 (21 domain) v 390 410 v 390 417 v 330 418 v 330 417 2 5
[TEATHLAPSVYPP
ITeATHLAPSVYPP
(GFGEVLVFFMSKM ITEATHLAPSVYPP. PGPGAYMLPCLLY reATHLAPS VYRR
40]1:VP1 (21 domain) lPopoAYNPC 500 435 GroevLy 390 410 (e 399 440 GroEvLY 399 419 2 5
[THAPSVYPPGFG THAPSVYPPGFG [TRAPSWPPGIS
e e
41[1.P1 (21 domain) loAvN Pl PEY [403 441 lcAYN PelLPGE " |a03 440 GAYNLPCLLPQE |03 440 34 2
TFGRVEFATSRE
lGPoAYNLPCLLPG \YPPGFGEVLVFFM IGPGAYNLPCLLPQ FoevLvrrMskP
[EVISHLASEAPTY| |skupGPGAVNLPC| evisiLasEaaPTy AYNLPOLLPG
42]1:VP1 (21 domain) 414 450 LpaEviSH at0.44a 414 452 414 444 a1 5
[ASEQAPTVGERRL
lsEarPTVGEARLL LHYVDPDTGRN.G SEQAPTVGEARLL
IHYVDPOTGRNLGE| EFKAYPDGFLTCY Y VDPDTGRALGE
43[1:VP1 (21 domain) Ja47 am1 s aa7 YPDGFL _|aa7 ast 3 2
FLTCUPNG) DGFLTCVPNGASS
a4f1P1 (1 domein) lGPaaLPiNG_ la7s aso sPaaLpin|47a499 2| '
[GRAQLPNGVFVF [QALPINGVFVFVS
46{1.P1 (21 domain) Paciemevey |as2 502 VSWVSREYQLK _|ast 14 wvs 93 508 loawemevery_lsss sz 19 5
INGUFVFVSWVSR
46[1:VP1 (21 domain) Fraue lao7 515 Jas7 50 37 508 1 2
SRAVALRPVGTAS VGLKPVGTASSAR Varr
47]1-vP1 (P1 domain) lsar 03 523 51152 s 511524 [vaLkpvoTASSAR |51 523 1) 5
35[T-VP 1 (P1 doman) [oTASSARG — Jo17 528 [GTASSARGR 517525 0 BEE GrASSARG  [517 524 E 5

of affinity

sequences and the positions in the GI.1 Norwalk ORF1 and ORF2 genome of each epitope are
included. The shared epitopes amongst the six individuals as well as the epitopes’ sequences,
positions in the GI.1 Norwalk genome, length, and the number of sera that contain the epitopes
are also included.



149

150
151
152
153
154
155

156
157
158
159
160
161
162

HIT-R3-A9 epitope |HIT-R3-A9 epitope [BCM131 epitope |BCM131 epitope  [BCM161 epitope [BCM161 epitope  |BCM162 epitope  [BCM161 epitope  [Anti-NV epitope  |Ant-NV epitope | Shared epitope  |shared epitope | o oty shared among
sequence position sequence position |sequence position |sequence position sequence position Sequence position
RPPRPPTPELVKKI ETPQRPPRPPTPE |PPPPPNGEDEVVY,
PPPPPNGEDEVVY LVKKIPPPPPNGED SYSAKDGVSGLPE IPPPPPNGEDEVVV)
SYSAKDGVSGLPE EVVVSYSAKDGVS LSTVRQPEETNTAF SYSAKDGVSGLPE
LSTVRQPEETNTAF| |GLPELSTVRQPEE |SVPPLNQRENRDA LSTVRQPEETNTAF|
1|1-p48 lsverL 55 131 TNTAFSVPPL |51 113 65 127 65 113 46
EEANELAMVRSIED)| EEANELAMVRSIED)|
|AVLDLEAIENNHMT EEANELAMVRSIED| [AVLDLEAIENNHMT EEANELAMVRSIED|
ITLLKDKDSLATYM [AVLDLEAIENNHMT TLLKDKDSLATYM [AVLDLEAIENNHMT
RTLDLEEEKARKLS| [TLLKDKDSLATYM RTLDLEEEKARKLS TLLKDKDSLATYM
ITKSASPDIVGTINA RTLDLEEEKARKLS TKSASPDIVGTINA [RTLDLEEEKARKLS|
LLARIAAARSLVHR TKSASPDIVGTINA LLARIAAARSLVHR TKSASPDIVGTINA
2|2-NTPase IAKEELS 395 483 LLARIAAARSLY _ |395 475 AKEELS 305 483 LLARIAAARSLY _ |305 475 81
LIARASGLLHERLD
LDEFELQGPALTTF EFELQGPALTTFNF
INFORNKVLAFRQL DRNKVLAFRQLAA TFNFDRNKVLAFR
|AAENKYGLMDTMK ENKYGLMDTMKV QLAAENKYGLMDT TFNFDRNKVLAFR
VGRQLKDVKTMPE| GROLKDVKTMPEL MKVGRQLKDVKT QLAAENKYGLMDT
LKQALKNISIKKCQI KQALKNISIKKCQIV MPELKQALKNISIK MKVGROLKDVKT
VYSGCTYTLESDG YsGCTYTLESDGK KCQIVYSGCTYTL MPELKQALKNISIK
KGNVKVDRVQSTS GNVKVDRVQSTSV ESDGKGNVKVDRV| KCQIVYSGCTYTL
33022 va /690 785 a 678 785 a 702 780 [ESDGKGNVKVDRY|702 779 73
DDEEFVISSDDIKT EFVISSODIKTEGK
KGKNKAGRGKKHT | TEGKKGKNKAGR
GKKHTAFSSKGLS KKHTAFSSKGLSD AFSSKGLSDEEYD (GKKHTAFSSKGLS
DEEYDEYKRIREE EEYDEYKRIREER EYKRIREERNGKY DEEYDEYKRIREE
RNGKYSIEEYLQD NGKYSIEEYLQDR SIEEYLQDRDKYY RNGKYSIEEYLQD
RDKYYEEVAIARAT| DKYYEEVAIARATE EEVAIARATEEDFC [RDKYYEEVAIARAT|
4la-vpg EEDFCE 874 044 fEoF 861 942 £ 864 944 EDF 72 942 69)
KRNPEDFKPKGKL
PEDFKPKGKLWAD [WADDDRSVDYNE
DDRSVDYNEKLSF KLSFEAPPSIWSRI KRNPEDFKPKGKL PEDFKPKGKLWAD
WADDDRSVDYNE DDRSVDYNEKLSF
SGWGFWVSPSLF PSLFITSTHVIPQG KLSFEAPPSIWSRI EAPPSIWSRIVNFG
5|5 protease TST 982 1037 AKEFF 979 1048 VNFGSGWGFWYS 079 1020 SWGFWVS |o82 1020 48
SSTAPLPPGTYEP SSTAPLPPGTYEP
AYLGGKDPRVKG AYLGGKDPRVKG
GPSLaQMRDGL GPSLQQVMRDAL
KPFTEPRGKPPKP KPFTEPRGKPPKP
6l6-RaRp SVLEAAKKTIINVL [1220 1283 SVLEAAKKTIINVL [1220 1283 64
NDANPSDGSAANL
VPEVNNEVMALEP SNDANPSDGSAAN [SNDANPSDGSAAN VPEVNNEVMALEP
\VVGAAIAAPVAGQ LVPEVNNEVMALE LVPEVNNEVMALE [SNDANPSDGSAAN VWGAAIAAPVAGQ INDANPSDGSAANL
7/1-VP1 (S domain) _|QNVIDPW 651 P 531 P 531 LVPEVNNEVMA |5 28 QNVIDPWIRN |6 54 VPEVNNEVMALEP |6 31 2
DGSAANLVPEVNN DGSAANLVPEVRN
EVMALEPVGAAIA DGSAANLVPEVNN EVMALEPWGAAIA
|APVAGQQNVIDPW| DGSAANLVPEVNN EVMALEPVWGAAIA DGSAANLVPEVNN APVAGQQNVIDPYY| DGSAANLVPEVNN
8]2-vP1 (S domain) _|IRNN 1285 Evm 1227 APVA 1242 Evm 227 IRNN 1255 Evm 1227 16]
NNEVMALEPVVGA VNNEVMALEPWG VNNEVMALEPWG VNNEVMALEPWG VNNEVMALEPWG
|AAAPVAGQANVID| |AAIAAPVAGQQNVI [AniAAPVAGQONVI [AAAAPVAGQQNVI AAIAAPVAGQQNVI NNEVMALEPVVGA
9[3-VP1 (S domain) _[PWIRNN 2355 DPWIRNN 2255 DPWIR 2253 b 2249 DPWIRNNE 22 56 |AIAAPVAGQONVID |23 49 21
EPVVGARIAAPVA LEPVVGAAIARPVA [EPVVGAAIARPVA
(GQQNVIDPWIRNN LEPVVGAAIAAPVA [ GaaNVIDPWIRNN LEPVGAAIAAPVA (GQQNVIDPWIRNN EPVVGAAIAAPVA
10|4-vP1 (S domain) _|F 30 56 GQQNVIDPWIRN |29 54 Fvaa 120 59 | GQQNVIDPWIRN _[20 54 3058 GQONVIDPWIRN _[30 54 25
QNVIDPWIRNNF QQNVIDPWIRNNF [GNVIDPWIRNNFV (GQQNVIDPWIRNN Q (QNVIDPWIRNNFY
11/5-VP1 (S domain) |QA 145 59 VOAPGGEFTV |44 66 lQAPGGEF 4564 4361 aArce 45 62 I 45 69 15|
IRNNFVQAPGGEF IRNNFVQAPGGEF
ITVSPRNAPGEILW IRNNFVQAPGGEF TVSPRNAPGEILW
12|6-VP1 (S domain) _|IRNNFVQAPGGE |52 63 sA 5279 Tvs 5267 sA 52 79 IRNNFVOAPGGE _ |52 63 12|
(GGEFTVSPRNAPG (GGEFTVSPRNAPG
13/7-VP1 (S domain) EILWSA 6179 EILWSsA o179 19)
RNAPGEILWSAPL [RNAPGEILWSAPL
14/8-VP1 (S domain) GPDLNPYL /69 89 GPOLNPYL 69 89 21
LWSAPLGPDLNPY LWSAPLGPDLNPY
15/9-VP1 (S domain) LSHARMYN __|76.97 LSHARMYN |7607 22|
SN
PPNFPTEGLSPSQ (GNAFTAGKIIFAAY (GNAFTAGKIIFAAY (GNAFTAGKIIFAAY
VTMFPHIVDVRGL PPNFPTEGLSPSQ PPNFPTEGLSPSQ PPNFPTEGLSPSQ
16[10-vP1 (S domain) EPvL 111 156 VTVFPHIVD 111 147 VTMFPHIVOVR |11 149 VTMFPHIVD 111 147 a7
GrReTTDGVLLGTT (GRCTTDGVLLGTT (GRCTTDGVLLGTT
(QLSPVNICTFRGDY, QLSPVNICTFRGDY] QLSPVNICTFRGDY|
17|11-VP1 (P1 domain) THAGSR 1264 207 THAGSRNYTMNL |264 303 THAGSR 264 207 34
NNYDPTEEIPAPLG
TPOFVGKIQGLLT NNYDPTEEIPAPLG NNYDPTEEIPAPLG
QTTKGDGSTRGHK TPDFVGKIQGLLT TPDFVGKIQGLLT
18]12-VP1 (P2 domain) AT 1300 350 QTTKGDGSTRGHK|300 348 QTTKGDGSTRGHK|300 348 40)
TQTTKGDGSTRGH| TQTTKGDGSTRGH| TQTTKGDGSTRGH|
19]13-VP1 (P2 domain) KATVYTGSAP __|335 357 KATVYTGSAP 335357 KATVYT 335 357 23]
TKGDGSTRGHKAT TKGD! AT TKGDGSTRGHKAT TKGDGSTRGHKAT
VYTGSAPFTPKLG VY TGSAPFTPKLG VYTGSAPFTPKLG VYTGSAPFTPKLG
20{14-VP1 (P2domain) s 338 364 s 1338 364 s 338 364 s 338 364 27
VANVHLAPAVAPTE VFNVFLAPAVAPTF]
21/15-P1 (P2 domain) PGEQLLFF 413434 PGEQLLFF 413 434 2
PGCSGYPNMDLD PGCSGYPNVDLD
CLLPQEWVQHFY CLLPQEWVQHFY
22|16-VP1 (P1 domain) lQEAAPAQ 1430 469 QEraPAQ 1430 460 31
[PNVIDLDCLLPQEW| [PNMIDLDCLLPQEW]
VQHFYQEAAPAQS VQHFYQEAAPAQS
23{17-VP1 (P1 domain) DVALLR 445 476 DVALLR 445 476 32
LRFVNPDTGRVLF LRFVNPDTGRVLF
ECKLHKSGYVTVA ECKLHKSGYVTVA
HTGQHDLVIPPNG HTGQHDLVIPPNG
24{18:-VP1 (P1 domain) YFR 475 516 YFR 475 516 4

Supplementary Table 2. List of epitopes from all the sera identified after two rounds of affinity
selections with the Gll.4 HOV Jun-Fos library. A total of 24 unique epitopes were identified. The
sequences and the positions in the Gll.4 HOV ORF1 and ORF2 genome of each epitope are
included. The shared epitopes amongst the six individuals as well as the epitopes’ sequences,
positions in the Gll.4 HOV genome, length, and the number of sera that contain the epitopes are
also included.



