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connected to each other if their SSTAT similarity score (asymptotic covariance) was greater than 1.5 x 10-5 as described in Jolma et al. Finally,
the network was visualized using Cytoscape software v3.7.2.

5. Analysis of the transcriptional regulatory networks

We first scanned the P. syringae reference genome with 118 PWMs using FIMO, and then used bedtools (v2.25.0) to annotate all putative
binding sites. We generated transcriptional regulatory networks for 7 important systems of P. syringae that contained two types of nodes, one
type representing TF proteins, and another type representing targets. TF protein nodes were connected to their targets. All networks were
visualized using Cytoscape software v3.7.2. We used the hypergeometric distribution to calculate the statistical significance (p value) and thus
analyze the master regulators for each specific pathway and visualize it using python matplotlib package: the probability of having the number
of genes targeted by a TF (n) belonging to a specific pathways (k) could be described with the hypergeometric distribution, from the genes in
that pathway (K) out of the total number of genes in the P. syringae genome (N). Our null hypothesis is that the target genes of a TF are not
over-represented in a specific pathway. Therefore, we used the hypergeometric distribution to calculate the statistical significance (p value) to
see whether the observed number of the given TF-targeted genes was enriched in the specific pathway.

Sequencing data have been deposited in Gene Expression Omnibus (GEO) under accession number GSE146697 with the URL https://www.ncbi.nlm.nih.gov/geo/
query/acc.cgi.

Three independent infiltration were performed in the 3 host red kidney bean plants.

No data were excluded from the analyses.

Biological or technical replicates were performed to ensure replication for HT-SELEX, RT-qPCR, and promoter activity detection experiments.
Results for HT-SELEX were shown to be reproducible between replicates and DBD/FL from the same TF (Supplementary data 1). For RT-qPCR
and promoter activity detection, the assays were repeated at least twice with similar results (as the error bar shows).

There was no relevant randomization in this study.

There was no relevant blindid in this study.




