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Supplementary Figure S1. N-terminal sequencing of 55kDa band. Each figure displays the chromatographic

traces for each cycle ordered from N- to C- terminal.




Supplementary Figure S2. Three-dimensional structure of PMeV p55 using AlphaFold. A. Ribbon diagram of p55 (diagram was positioned for easy
visualization of secondary structures) rainbow-colored from blue (N-terminus) to red (C-terminus). B. Sequence of p55 and its respective secondary
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structures. The a-helices (rectangles) and B-strands (arrows) are rainbow-colored from blue (N-terminus) to red (C-terminus).
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Supplementary Figure S3. Structural alignment of p55 and PcV capsid protein (CP) domain A. A. Sequence alignment of p55 and PcV CP domain A
resulting from the Dali structural alignment. The a-helices (rectangles) and B-strands (arrows) are rainbow-colored from blue (N-terminus) to red

(C-terminus) for each protein. Conserved residues are represented in red. B. Superimposed structures of p55 (yellow) and PcV CP domain A (blue).
White regions indicate non superimposed regions for both domains.



Supplementary Figure S4. Superimposed structures of p55 (yellow), Penicillium chrysogenum virus (blue),
Saccharomyces cerevisae virus L-A (white), Omono river virus (green) capsid proteins.
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Supplementary Figure S5. Spot plating shows the validation of genuine positives interacting with CP2 and
CP4.



Supplementary Figure S6. Protein-protein interaction network (PPl) of Carica papaya differentially

accumulated proteins during papaya meleira virus (PMeV) complex infection and PMeV CP2 and CP4-
interacting proteins;



