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Figure 4 Narean et al
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PepSet 25456

Peptide No Pepetide Sequence Peptide Pool Corresponding Capsid Protein

1 GAQVSRQNVGTHSTQ 1 VP4

2 SRQNVGTHSTQNMVS 1 VP4

3 VGTHSTQNMVSNGSS 1 VP4

4 STQNMVSNGSSLNYF 1 VP4

5 MVSNGSSLNYFNINY 1 VP4

6 GSSLNYFNINYFKDA 1 VP4

7 NYFNINYFKDAASSG 1 VP4

8 INYFKDAASSGASRL 1 VP4

9 KDAASSGASRLDFSQ 1 VP4

10 SSGASRLDFSQDPSK 1 VP4

11 SRLDFSQDPSKFTDP 2 VP4

12 FSQDPSKFTDPVKDV 2 VP4

13 PSKFTDPVKDVLEKG 2 VP4

14 TDPVKDVLEKGIPTL 2 VP4

15 KDVLEKGIPTLQSPS 2 VP4

16 EKGIPTLQSPSVEAC 2 VP4

17 PTLQSPSVEACGYSD 2 VP4

18 SPSVEACGYSDRIIQ 2 VP2

19 EACGYSDRIIQITRG 2 VP2

20 YSDRIIQITRGDSTI 2 VP2

21 IIQITRGDSTITSQD 3 VP2

22 TRGDSTITSQDVANA 3 VP2

23 STITSQDVANAVVGY 3 VP2

24 SQDVANAVVGYGVWP 3 VP2

25 ANAVVGYGVWPHYLT 3 VP2

26 VGYGVWPHYLTPQDA 3 VP2

27 VWPHYLTPQDATAID 3 VP2

28 YLTPQDATAIDKPTQ 3 VP2

29 QDATAIDKPTQPDTS 3 VP2

30 AIDKPTQPDTSSNRF 3 VP2

31 PTQPDTSSNRFYTLD 4 VP2

32 DTSSNRFYTLDSKMW 4 VP2

33 NRFYTLDSKMWNSTS 4 VP2

34 TLDSKMWNSTSKGWW 4 VP2

35 KMWNSTSKGWWWKLP 4 VP2

36 STSKGWWWKLPDALK 4 VP2

37 GWWWKLPDALKDMGI 4 VP2

38 KLPDALKDMGIFGEN 4 VP2

39 ALKDMGIFGENMFYH 4 VP2

40 MGIFGENMFYHFLGR 4 VP2

41 GENMFYHFLGRSGYT 5 VP2

42 FYHFLGRSGYTVHVQ 5 VP2

43 LGRSGYTVHVQCNAS 5 VP2

44 GYTVHVQCNASKFHQ 5 VP2

45 HVQCNASKFHQGTLL 5 VP2

46 NASKFHQGTLLVVMI 5 VP2

47 FHQGTLLVVMIPEHQ 5 VP2

48 TLLVVMIPEHQLATV 5 VP2

Supplementary Figure 1: Peptide numbering, sequences and pools.



PepSet 25456

49 VMIPEHQLATVNKGN 5 VP2

50 EHQLATVNKGNVNAG 5 VP2

51 ATVNKGNVNAGYKYT 6 VP2

52 KGNVNAGYKYTHPGE 6 VP2

53 NAGYKYTHPGEAGRE 6 VP2

54 KYTHPGEAGREVGTQ 6 VP2

55 PGEAGREVGTQVENE 6 VP2

56 GREVGTQVENEKQPS 6 VP2

57 GTQVENEKQPSDDNW 6 VP2

58 ENEKQPSDDNWLNFD 6 VP2

59 QPSDDNWLNFDGTLL 6 VP2

60 DNWLNFDGTLLGNLL 6 VP2

61 NFDGTLLGNLLIFPH 7 VP2

62 TLLGNLLIFPHQFIN 7 VP2

63 NLLIFPHQFINLRSN 7 VP2

64 FPHQFINLRSNNSAT 7 VP2

65 FINLRSNNSATLIVP 7 VP2

66 RSNNSATLIVPYVNA 7 VP2

67 SATLIVPYVNAVPMD 7 VP2

68 IVPYVNAVPMDSMVR 7 VP2

69 VNAVPMDSMVRHNNW 7 VP2

70 PMDSMVRHNNWSLVI 7 VP2

71 MVRHNNWSLVIIPVC 8 VP2

72 NNWSLVIIPVCQLQS 8 VP2

73 LVIIPVCQLQSNNIS 8 VP2

74 PVCQLQSNNISNIVP 8 VP2

75 LQSNNISNIVPITVS 8 VP2

76 NISNIVPITVSISPM 8 VP2

77 IVPITVSISPMCAEF 8 VP2

78 TVSISPMCAEFSGAR 8 VP2

79 SPMCAEFSGARAKTV 8 VP2

80 AEFSGARAKTVVQGL 8 VP2

81 GARAKTVVQGLPVYV 9 VP2

82 KTVVQGLPVYVTPGS 9 VP2

83 QGLPVYVTPGSGQFM 9 VP3

84 VYVTPGSGQFMTTDD 9 VP3

85 PGSGQFMTTDDMQSP 9 VP3

86 QFMTTDDMQSPCALP 9 VP3

87 TDDMQSPCALPWYHP 9 VP3

88 QSPCALPWYHPTKEI 9 VP3

89 ALPWYHPTKEIFIPG 9 VP3

90 YHPTKEIFIPGEVKN 9 VP3

91 KEIFIPGEVKNLIEM 10 VP3

92 IPGEVKNLIEMCQVD 10 VP3

93 VKNLIEMCQVDTLIP 10 VP3

94 IEMCQVDTLIPINST 10 VP3

95 QVDTLIPINSTQSNI 10 VP3

96 LIPINSTQSNIGNVS 10 VP3

97 NSTQSNIGNVSMYTV 10 VP3

98 SNIGNVSMYTVTLSP 10 VP3

99 NVSMYTVTLSPQTKL 10 VP3

100 YTVTLSPQTKLAEEI 10 VP3

101 LSPQTKLAEEIFAIK 11 VP3



PepSet 25456

102 TKLAEEIFAIKVDIA 11 VP3

103 EEIFAIKVDIASHPL 11 VP3

104 AIKVDIASHPLATTL 11 VP3

105 DIASHPLATTLIGEI 11 VP3

106 HPLATTLIGEIASYF 11 VP3

107 TTLIGEIASYFTHWT 11 VP3

108 GEIASYFTHWTGSLR 11 VP3

109 SYFTHWTGSLRFSFM 11 VP3

110 HWTGSLRFSFMFCGT 11 VP3

111 SLRFSFMFCGTANTT 12 VP3

112 SFMFCGTANTTLKVL 12 VP3

113 CGTANTTLKVLLAYT 12 VP3

114 NTTLKVLLAYTPPGI 12 VP3

115 KVLLAYTPPGIGKPR 12 VP3

116 AYTPPGIGKPRSRKE 12 VP3

117 PGIGKPRSRKEAMLG 12 VP3

118 KPRSRKEAMLGTHVV 12 VP3

119 RKEAMLGTHVVWDVG 12 VP3

120 MLGTHVVWDVGLQST 12 VP3

121 HVVWDVGLQSTVSLV 13 VP3

122 DVGLQSTVSLVVPWI 13 VP3

123 QSTVSLVVPWISASQ 13 VP3

124 SLVVPWISASQYRFT 13 VP3

125 PWISASQYRFTTPDT 13 VP3

126 ASQYRFTTPDTYSSA 13 VP3

127 RFTTPDTYSSAGYIT 13 VP3

128 PDTYSSAGYITCWYQ 13 VP3

129 SSAGYITCWYQTNFV 13 VP3

130 YITCWYQTNFVVPPN 13 VP3

131 WYQTNFVVPPNTPNT 14 VP3

132 NFVVPPNTPNTAEML 14 VP3

133 PPNTPNTAEMLCFVS 14 VP3

134 PNTAEMLCFVSGCKD 14 VP3

135 EMLCFVSGCKDFCLR 14 VP3

136 FVSGCKDFCLRMARD 14 VP3

137 CKDFCLRMARDTDLH 14 VP3

138 CLRMARDTDLHKQTG 14 VP3

139 ARDTDLHKQTGPITQ 14 VP3

140 DLHKQTGPITQNPVE 14 VP3

141 QTGPITQNPVERYVD 15 VP3

142 ITQNPVERYVDEVLN 15 VP1

143 PVERYVDEVLNEVLV 15 VP1

144 YVDEVLNEVLVVPNI 15 VP1

145 VLNEVLVVPNINQSH 15 VP1

146 VLVVPNINQSHPTTS 15 VP1

147 PNINQSHPTTSNAAP 15 VP1

148 QSHPTTSNAAPVLDA 15 VP1

149 TTSNAAPVLDAAETG 15 VP1

150 AAPVLDAAETGHTNK 15 VP1

151 LDAAETGHTNKIQPE 16 VP1

152 ETGHTNKIQPEDTIE 16 VP1

153 TNKIQPEDTIETRYV 16 VP1

154 QPEDTIETRYVQSSQ 16 VP1
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155 TIETRYVQSSQTLDE 16 VP1

156 RYVQSSQTLDEMSVE 16 VP1

157 SSQTLDEMSVESFLG 16 VP1

158 LDEMSVESFLGRSGC 16 VP1

159 SVESFLGRSGCIHES 16 VP1

160 FLGRSGCIHESVLDI 16 VP1

161 SGCIHESVLDIVDNY 17 VP1

162 HESVLDIVDNYNDQS 17 VP1

163 LDIVDNYNDQSFTKW 17 VP1

164 DNYNDQSFTKWNINL 17 VP1

165 DQSFTKWNINLQEMA 17 VP1

166 TKWNINLQEMAQIRR 17 VP1

167 INLQEMAQIRRKFEM 17 VP1

168 EMAQIRRKFEMFTYA 17 VP1

169 IRRKFEMFTYARFDS 17 VP1

170 FEMFTYARFDSEITM 17 VP1

171 TYARFDSEITMVPSV 18 VP1

172 FDSEITMVPSVAAKD 18 VP1

173 ITMVPSVAAKDGHIG 18 VP1

174 PSVAAKDGHIGHIVM 18 VP1

175 AKDGHIGHIVMQYMY 18 VP1

176 HIGHIVMQYMYVPPG 18 VP1

177 IVMQYMYVPPGAPIP 18 VP1

178 YMYVPPGAPIPTTRD 18 VP1

179 PPGAPIPTTRDDYAW 18 VP1

180 PIPTTRDDYAWQSGT 18 VP1

181 TRDDYAWQSGTNASV 19 VP1

182 YAWQSGTNASVFWQH 19 VP1

183 SGTNASVFWQHGQPF 19 VP1

184 ASVFWQHGQPFPRFS 19 VP1

185 WQHGQPFPRFSLPFL 19 VP1

186 QPFPRFSLPFLSIAS 19 VP1

187 RFSLPFLSIASAYYM 19 VP1

188 PFLSIASAYYMFYDG 19 VP1

189 IASAYYMFYDGYDGD 19 VP1

190 YYMFYDGYDGDTYKS 19 VP1

191 YDGYDGDTYKSRYGT 20 VP1

192 DGDTYKSRYGTVVTN 20 VP1

193 YKSRYGTVVTNDMGT 20 VP1

194 YGTVVTNDMGTLCSR 20 VP1

195 VTNDMGTLCSRIVTS 20 VP1

196 MGTLCSRIVTSEQLH 20 VP1

197 CSRIVTSEQLHKVKV 20 VP1

198 VTSEQLHKVKVVTRI 20 VP1

199 QLHKVKVVTRIYHKA 20 VP1

200 VKVVTRIYHKAKHTK 20 VP1

201 TRIYHKAKHTKAWCP 21 VP1

202 HKAKHTKAWCPRPPR 21 VP1

203 HTKAWCPRPPRAVQY 21 VP1

204 WCPRPPRAVQYSHTH 21 VP1

205 PPRAVQYSHTHTTNY 21 VP1

206 VQYSHTHTTNYKLSS 21 VP1

207 HTHTTNYKLSSEVHN 21 VP1
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208 TNYKLSSEVHNDVAI 21 VP1

209 LSSEVHNDVAIRPRT 21 VP1

210 VHNDVAIRPRTNLTT 21 VP1



VP4 VP2 VP3 VP1 P2A P2B P2C P3A VPg P3B Pol

Structural proteins Non-structural proteins

Supplementary Figure 2: Schematic diagram of rhinovirus polyprotein
The schematic of the entire rhinovirus polyprotein is shown above. Below
an amplified region of the structural proteins with the location of the
various peptide pools shown as bars alongside the corresponding protein.
All 21 peptide pools span the structural proteins VP4, VP2, VP3 and VP1.
Peptide pools 1-8 span the sequence of the immunizing protein VP0. The
approximate location of the NIm-II site within VP2, previously identified
for RV-B14 (reference 6 Sherry et al, 1986) is shown with a red bar.
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A01 ASAKHGSVTAGYKLTHPGEAGRDVSQE RDASL RQPSDDSWLNFDGTLLGNLL 

A02 ASALHGNVNVGYNYTHPGETGREVKAETRLNP DLQPTEEYWLNFDGTLLGNIT 

A07 ASAVKGNVSVGYKHTHPGEQGREISSE RRTDDDRRPSDDSWLNFDGTLLGNLP 

A08 SYLGTGNVTVGYRHTHPGENGREIAEVANR N ERQPSYDSWLNCNGTLLGNAL 

A09 AAAERGNVTAGYNFTHPGEPGREVGKPNRQYTS KQPSDDNWLNFDGTLLGNIT 

A10 ASAHTGNVTAGYNFTHPGEKGRTVG DRRDHH DKQPSDDNWLNFDGTSLGNAL 

A11 ASATTGNVTAGYKLTHPGERGRDVSLTDRQDIT KQPSDDSWLNFDGTLLGNIT 

A12 AYIGTGNVTVGYKHTHPGESGRIIAN NADNNT RQPSDDNWLNCDGTLMGNLP 

A13 ATAAGGSVSAGYKYTHPGEKGRDVGKINRERN DRQPSDDNWLNFDGTLLGNLT 

A15 ASAEKGNVTAGYKLTHPGEAGRDVSITNRDHVS RQPSDENWLNFDGTLLGNIT 

A16 ATVNKGNVNAGYKYTHPGEAGREVGTQV  EN EKQPSDDNWLNFDGTLLGNLL 

A18 ASAIGGNVTAGYKYTHPGERGRVINVASRGDN EKQPSDDNWLNFDGTLLGNIT 

A19 ASATKGNVTAGYNYTHPGEMGRDVGKIGRENNG KQPSDDNWLNFDGTLLGNIT 

A20 AYIDKGSVTVGYNHTHPGETGR VIGGFTNNNS RQPSDENWLNCDGTLLGNIT 

A21 AAASTGNVTAGYNLTHPGELGRDVGIARKE NLERQPSDDTWLNFDGTLLGNIT 

A22 ASADRGNVAAGYNYTHPGEVGRDVGKENREPAN NQPSDDNWLNFDGTLLGNIT 

A23 ASLQHGDVNVGYNFTHPGEEGREVKNTTREH LQQQPTEEHWLNFDGTLLGNIT 

A24 ASATTGNVRAGYNLTHPGESGRNVDPITRDNPT KQPSDDSWLNFDGTLLGNIT 

A25 ANADSTKVGAGYNYTHPGERGRQVGDARDPITA VHPSDDNWLNFDGTMLGNVL 

A28 AFISKGNVTVGYNYTHPGEQGREIGTFGPSSTLDRQPSDENWLNCDGTLLGNIT 

A29 ASVGTDKVGPGYAFTHPGEAGR QIGNVSEPTS KHPSDDNWLNFDGTLLGNVL 

A30 ASLQHGNVNVGYKFTHPGEEGREVRSNRTEYLG QQPTEEYWLNFDGTLLGNIT 

A31 ANENRTRADAGYNFTHPGELGREVGNRRNPHDNL  PSDDNWLNFDGTLLGNAL 

A32 AAAERGNVTAGYNFTHPGEIGRDVGKTERQHTS KQPSDDNWLNFDGTLLGNIT 

A33 ASATTGNATAGYNLTHPGEAGRDVSPKTRENI DKQPSDDAWLNFDGTLLGNIT 

A34 ASATYGNVAAGYNYTHPGERGR VINVTTREQNDKQPSDDNWLNFDGTLLGNIT 

A36 ASATSGNVSVGYNHTHPGEQGREVVPSRNSEDN KRPSDDSWLNFDGTLLGNLP 

A38 AAAEKGNVTAGYNLTHPGETGRDVGITVREHPN KQPSDDNWLNFDGTLLGNIT 

A39 ASANYGNVTAGYNYTHPGEAGRDVGQQ RTN NEKQPSDDNWLNFDGTLLGNLL 

A40 ASATTGNVTAGYNYTHPGELGRTVGQR RSEVNIKQPSDDNWLNFDGTFLGNLL 

A41 ATAVGGSVSAGYNYTHPGEKGRDVG KMDRERNDRQPSDDSWLNFDGTLLGNLT 

A43 ASATHGNVTAGYNFTNPGEAGRNVGQIRN ELT KQPSDDNWLNFDGTLLGNIT 

A45 AYIGTGNVTVGYKHTHPGETGR VIATTTDKQT RQPSFDSWLNCNGTLLGNAL 

A46 AYIGGGNVTVGYNHTHPGESGR RIGGFDGTERNRQPSDENWLNCNGTLLGNLT 

A47 ANENSTRADAGYNYTHPGERGREV GGERISHANL PSDDNWLNFDGTLLGNAL 

A49 ASALHGDVNVGYNFTHPGETGREVKSDRSMNL NLQPTEEYWLNFDGTLLGNIT 

A50 ASATHGNVTAGYNYTHPGERGR TINVVNRDQNDKQPSDDNWLNFDGTLLGNIT 

A51 AFIGKGNVSVGYRHTHPGENGR TLNGSRVDGNSKQPTEESWLNCDGTLLGNIT 

A53 AFIKSGNVTVGYKYTHPGEQGREIGTFGENSVLDRQPSDENWLNCDGTLLGNIT 

A54 ASR  GNVTAGYNYTHPGELGRVVGQARVQT NDNQPSDDNWLNFDGTFLGNLL 

A55 ASATSGNVTAGYNLTHPGEQGRDVSVTGRQNAT KQPSDDNWLNFDGTLLGNIT 

A56 ASANKGNVTAGYNYTHPGEAGRDVGQTRVNND  RQPSDDNWLNFDGTFMGNLL 

A57 ASATYGNVAAGYKLTHPGETGRDVSLSRTEN RDKQPSDDNWLNFDGTLLGNIT 

A58 ASATSGNVWVGYNHTHPGEQGREVVPTRSSTDNKR PSDDSWLNFDGTLLGNLP 

A59 ASANIGNVTVGYNYTHPGESGRDVGQ DRRSND KQPSDDNWLNFDGTLLGNLL 

A60 AAAEKGNVTAGYNLTHPGEKGRTIGIPDRLHPS KQPSDDNWLNFDGTLLGNIT 

A61 ATAVGGSVSAGYNYTHPGEKGRDVGKLNRESNP RQPSDDNWLNFDGTLLGNLT 

A62 ANANSAKAGAGYNYTHPGERGRQVGDPRENITAA HPSDDNWLNFDGTMLGNVL 

A63 ASASAGNVTAGYNYTHPGEAGRDVGQNRDANY  KQPSDDNWLNFDGTLLGNLL 

A64 ASAHKGNVTTGYNYTHPGESGRDVSVEVRDTANY QPSDDAWLNFDGTLLGNIT 

A65 AYIGSGNVSVGYKQTHPGENGRTIDDTRVNTMSN QPTDESWLNCDGTLLGNIT 

A66 AAASTGNVAAGYNFTHPGEKGREVGSPRETHPN  HPSDDSWLNFDGTLLGNAL 

A67 AAAERGNVTAGYNFTHPGETGRDVGKTERVYQN KQPSDDNWLNFDGTLLGNIT 

A68 AYIGKGNVTVGYNHTHPGEKGRRIGGFIDNES  RQPSDENWLNCDGTLLGNIT 

A71 AYIGSGNVSVGYRHTHPGEQGRVIGTRENRNTN  QPTDESWLNCDGTLLGNIT 

A73 AAAKGGTVTAGYKYTHPGEAGRDVGKTDRKQNN RQPSDDNWLNFDGTLLGNST 

A74 ASAERGNVTAGYKLTHPGEAGRDVSITTREHTS RQPSDDNWLNFDGTLLGNIT 

A75 ASARHGNLTAGYNFTHPGENGRNVGQLRTEYLD KQPSDDNWLNFDGTLLGNIT 

A76 ASATTGNATAGYNLTHPGEGGRDVSLSNRADLS KQPSDDAWLNFDGTLLGNIT 

A77 ASASSGNVTAGYNFTHPGEQGREVGSTRESHL  KHPSDDNWLNFDGTLLGNAL 

A78 AYIGTGNVTVGYKHTHPGESGRIIATNSVNNNT RQPSDDNWLNCNGTLMGNLP 

A80 AYVGGGNVTVGYNHTHPGETGRRIGGYENVPRN RQPSDENWLNCNGTLLGNLT 

A81 ATVNKANVTAGYKYTHPGESGRVVGTQADD  T KQPSDDNWLNFDGTLLGNLL 

A82 ASAERGNVNTGYNYTHPGESGRDVGKDRES  TRYQPSDDNWLNFDGTLLGNIT 

A85 ASATKGNVTAGYNYTHPGELGRIVGQTRAEINN KQPSDDNWLNFDGTFLGNVL 

A89 ASATSGNVSVGYNHTHPGEQGREVVPSRTSSDN KRPSDDSWLNFDGTLLGNLP 

A90 ASALAGNVTAGYNLTHPGEGGRTVDQTNRENQS KQPSDDSWLNFDGTLLGNIT 

A94 AHK  GNVNTGYNYTHPGETGRDVGTEVRDTANY QPSDDAWLNFDGTLLGNIT 

A96 ATAAGGSVSAGYNYTHPGEKGRDVGKEGR EANVRQPSDDNWLNFDGTLLGNLT 

A100 ASAHTGNVTAGYNFTHPGEKGRTVGDERKHRE  KQPSDDNWLNFDGTLLGNAL 

A101 AYIGSENVSVGYKHTHPGESGRTLND RENNNSQ QPTDESWLNCDGTLLGNIT 

A102 AYIGEGNVSVGYRQTHPGENGRTLDDRRENTNSN QPTDESWLNCDGTLLGNIT 

A103 AYIGSGNVSVGYRHTHPGESGRTLNNTRENRNEQ QPTDESWLNCDGTLLGNIT 

A104 ASATTGNARAGYKLTHPGEVGRNVDPITRDNPTK QPSDDSWLNFDGTLLGNIT 

A105 ASATYGNVAAGYKLTHPGETGRDVSLSRTENRDK QPSDDNWLNFDGTLLGNIT 

A106 AYIGSGNVSVGYKHTHPGETGRIIG SRDNNMTG QPTDESWLNCDGTLLGNIT 

 

B14 ASHEGGNVSVKYTFTHPGERG IDLSSANEV GG  PVKDVIYNMNGTLLGNLL 

Supplementary Figure 3 

Alignments of the VP2 amino acid 

sequences 133-183 covered by 

peptide pool 6 with shading 

representing highly conserved 

residues. Shown are the known type 

A (76) RV VP2 sequences above the 

corresponding type B14 with the 

identified discontinuous NIm-II 

epitopes underlined. It can be readily 

observed that the NIm-II epitope 

sequences vary considerably 

between serotypes and are flanked by 

areas of high identity. Peptide 52 of 

peptide pool 6 is shown in red (RV-

A16) and covers a relatively well 

conserved region. 



 

Table 1: summary of peptide pool IgG mapping experiments 

 

 

1 binding to peptide pools by ELISA shown in Figure 2 

2 peptide pools inhibition of IgG binding to VP0 by ELISA shown in Figure 3 

3 in one experiment shown in Figure 3 the peptide pool weakly inhibited, however in combination with peptide 
pool 6 was more effective 

4 in one experiment significant binding was observed as shown in Figure 2 

 

 

 

Peptide Pool Location in VP0 sequence Binds IgG 1 Inhibits IgG binding to VP0 2 

1 VP4 N-terminus 1-51 
(1-51 of VP0) No No 

2 
VP4 C-terminus 52-68  
VP2 N-terminus 1-23 
(41-91 of VP0) 

Yes Minimal 3 

3 VP2 N-terminus 13-63  
(81-131 of VP0) Yes Minimal 3 

4 VP2 53-103  
(121-171 of VP0) No No 

5 VP2 93-143 start of NIm-II  
(161-211 of VP0) No No 

6 VP2 133-183 NIm-II site  
(201-251 of VP0) Yes Yes 

7 VP2 173-223  
(241-291 of VP0) No No 

8 VP2 C-terminus 213-262 
(281-331 of VP0) No 4 No 



 

Table 2: Summary of peptide pool 6 IgG mapping data 

 

1 binding to peptide pools by ELISA shown in Figure 4 

2 peptides spanning the VP2 amino acid sequence shown and the NIm-II site first identified in RV B14 

3 not generalizable as some antisera did not bind 

 

Peptide # Sequence IgG binding 1 Location in RV-A16 VP0 2 

 
51 

 
ATVNKGNVNAGYKYT 

 
Weak 

 
VP2 133-147 
Part 1 of the NIm-II epitope 
 

52 KGNVNAGYKYTHPGE Strong VP2 137-151 
Conserved region between the two NIm-
II sequences 
 

53 NAGYKYTHPGEAGRE Medium VP2 141-155 
Conserved region between the two NIm-
II sequences 
 

54 KYTHPGEAGREVGTQ Medium VP2 145-159 
Conserved region between the two NIm-
II sequences and part 2 of the NIm-II 
epitope 
 

55 PGEAGREVGTQVENE Medium3 VP2 149-163 
Conserved region between the two NIm-
II sequences and part 2 of the NIm-II 
epitope 
 

56 GREVGTQVENEKQPS Medium3 VP2 153-167 
Part 2 of NIm-II epitope 

57 GTQVENEKQPSDDNW Medium VP2 157-171 
Part 2 of NIm-II epitope and conserved 
region after NIm-II epitope 
 

58 ENEKQPSDDNWLNFD Medium VP2 161-175 
Conserved region after the NIm-II 
epitope 
 

59 QPSDDNWLNFDGTLL Weak VP2 165-179 
Conserved region after the NIm-II 
epitope 
 

60 DNWLNFDGTLLGNLL None VP2 169-183 
Conserved region after the NIm-II 
epitope 


