SUPPLEMENTARY DATA

Table S1. Results table of an example of CCD1 protein detection by LCMS, Petunia x hybrida PhnCCD1 with MW 61.3 kDa, line 6731

1 [Checked.
6470 | FALSE
6491 | FALSE
6515 | FALSE
6534 | FALSE
6555 FALSE
6573 | FALSE
6591 | FALSE
8609 | FALSE
6627 | FALSE
6645 | FALSE
6657 | FALSE
6632 | FALSE
6701 | FALSE
6718 = FALSE
6731 FALSE
6747 | FALSE
6764 | FALSE
6785 | FALSE
6804 | FALSE
6822 | FALSE
6832 | FALSE
GBSY | FALSE
6871 | FALSE
6890 | FALSE
6906 | FALSE
6923 = FALSE
6935 | FALSE
6955 | FALSE
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Table S2. Results table indicating no detection by LCMS of any CCD1 protein secreted from the empty plasmid (p_Empty) between the range of
CCD1 sizes used: MW 61.1 kDa — 62.4 kDa
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