a) Sample #: SD-1

)

Database: Uniprot

Accassion #: ADAOUZ2DCTS
Protein identity: ARSV-5 VP2
Protein Scora: 655.7

False Discovery Rate: 0.5%
Peptides: 158

Sample #: SD-3

Database: Uniprot

Accession #: ADAON7CZKa
Protein identity: AHSV-5 VPS
False Discovery Rate. 0.4%
Protein Score: 973.7
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b) Sample #: SD-2

Database: Uniprot

Accession # AOAON7CXD3
Protein Identity: AHSV-5 VP3
Protein Score: 929.2

Faise Discovery Rate: 0.7%
Peptides: 160

Sample #: SD4

Database: Uniprot
Accession ¥ ADAQU2DHES
Protein Identity: AHSV-5 VP7
Faise Discovery Rate: 0.3%
Proten Score: 765.1
Peptides: 68
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Figure S4 Mass spectrometry analysis of the 4 protein bands recovered from SDS-PAGE separation of density gradient fractions from leaves co-infiltrated
with Agrobacterium AGL1 pEAQ recombinants for co-expression of AHSV capsid proteins VP2, VP3, VP5 and VP7 ..



