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EDF6. Thio-pRib-AMP up-regulated Arabidopsis immune-related DEG compared to TNL

RRS1/RPS4 immune response to Pst-avrRps4 bacteria.
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EDF7. Schematics of Arabidopsis Thio-pRib-AMP treatments and infection assays
with Pst DC3000 and Hpa Noco2 in Figure 4.
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EDF1. pRib-AMP induced transcriptional reprogramming in Arabidopsis protoplast and seedlings.
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EDF2. pRib-AMP induced transcriptional reprogramming is independent of Arabidopsis pattern
recognition and signalling components.
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EDF3. Comparative stability, potency and sustained action between pRib-AMP and Thio-pRib-AMP in
Arabidopsis.
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EDF4. Thermal shift assay (TSA) of EDS1-PAD4 with pRib-AMP and Thio-pRib-AMP.
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EDF5. Gene ontology (GO) term analysis of Thio-pRib-AMP response in Arabidopis WT and pad4

seedlings at 6 h.




