Table S1. DNA sequences, with restriction sites indicated, of the oligonucleotides used in this study

KS133P Spel Agel
5'ATTTAATTTCAGTAATTCGTGCTCGCAACTAGTTCGAAGCGACCGGTAGATATTGT
CATTTCCACTCCC 3'

KS134P Spel Agel
3'"TAAATTAAAGTCATTAAGCACGAGCGTTGATCAAGCTTCGCTGGCCATCTATAACA
GTAAAGGTGAGGG 5'

KS155 Agel
5'TATATACCGGTTTTAAATATGTCGAAGCGACCAGGAGATATCATC

KS156 Xhol
5'"AATATACTCGAGTCAATGTTTATTAATTGCCAATACTGTCATAGAAG

KS153 Agel
5'TATATACCGGTTTTAAATATGTCTACTGTGACATGGGGTAAGAAGC

KS154 Xhol
5'"AATATACTCGAGATTTTATTGATTTCCAACTGACTTGAAGTACACTC

KS147 BspEI
5'AATTCGCGTCCGGATTTAAATATGAGGAAATATACAAGAAATACG

KS148 Xhol
5'TATATATACTCGAGTTATTAATAAAAATAGCATCTACAATTGCC

KS138 XholI
5'TATATATACTCGAGTTATTAATAAAAATAGCATCTACAATTGCC

KS143 Agel
5'CGTACGTAACCGGTTTATTTGTATAGTTCATCCATGCC

KS144 Spel
5'CGTACGTAACTAGTCAACGTTGTCAGATCGTGCTTCGGCACC

KS145 Agel
5'"ACTGACTGACCGGTCTGAAGGGACGACCTGCTAAACAGGAG

KS174 BspEI
5" ACTGACTGTCCGGACTGAAGGGACGACCTGCTAAACAGGAG

KS175 Nhel
5" ACTGACGTGCTAGCTTCTGTATATTCTGCCCAAATTCGCGACCGG




Figure S1. Approximate location of PCR primers on pEAQ-HT-GFP, restriction enzyme cloning
sites in pBinAYAACP and cloned DNA fragments in pBinAYAACP.
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MALDI-TOF analysis of the coat proteins used in this study.

Figure S2.

KS1 (100%), 29,857.3 Da
AYVV CP 20190228

A

11 exclusive unique peptides, 22 exclusive unique spectra, 39 total spectra, 134/257 amino acids (52% coverage)
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KS2 (100%), 30,192.6 Da
ACMV CP 20190228

13 exclusive unique peptides, 28 exclusive unique spectra, 34 total spectra, 144/258 amino acids (56% coverage)
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KS3 (100%), 27,056.4 Da
BeYMV CP 20190228

C

13 exclusive unique peptides, 19 exclusive unique spectra, 24 total spectra, 131/245 amino acids (53% coverage)
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KS4 (100%), 29,608.0 Da

BCTV CP 20190228
6 exclusive unique peptides, 6 exclusive unique spectra, 14 total spectra, 103/254 amino acids (41% coverage)
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