Local accumulation at 5 dai (RT-gPCR)
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Figure S1. RT-qPCR amplification of viral genomic RNA to assess relative accumulation of the
unmodified chimera vs. chimera 352lle—Thr locally in infiltrated discs (within the same leaf) at 5

dai. The samples analyzed are the same than those shown in Figure 6.
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Accession: T
AJ585196  Potato virus Y and chimera i
chimera lle »Thr i
AGE32248.1 Papaya ringspot virus i
YP_077269.1 Watermelon mosaic virus i
NP_734194.1 Soybean mosaic virus i
NP_734114.1 Bean common mosaic virus i
NP_734184.1 Zucchini Yellow Mosaic Virus c:
NP_734104.1 Dasheen mosaic virus i
NP_734084.1 Sorghum mosaic virus i E
NP_734134.1 Sugarcane mosaic virus i E
NP_871739.1 Onion yellow dwarf virus N £
NP_7342141  TuMV Turnip Mosaic Virus N
AlB00293.1 Lettuce mosaic virus N
ABZ80932.1 Tobacco etch virus N |
c]

NP_734174.1 Bean yellow mosaic virus

Figure S2. Alignment of HCPro amino acid sequences expressed by several Potyvirus species at PVY
HCPro amino acid position 352, and its surrounding region. The non-conservative substitution
Ile—Thr found in the chimera infecting plant A and later incorporated into chimera 352Ile—Thr is

unique, absent from the potyvirus sequences compared.



