
Table S1 Characteristic of 5 pairs of highly similar gene clusters in Pst  genome

Species Gene ID Transcript ID

Similarity

(nucleotide)

Similarity

(AA)

Signal peptiides

(aa) Structure Sublocation

PSTG_13661 KNE92947 1-24 apoplastic

PSTG_13662 KNE92948 1-24 non-apoplastic, mitochondrial

PSTG_13644 KNE92928 1-35 apoplastic

PSTG_13645 KNE92929 1-32 apoplastic

PSTG_06370 KNF00442 NO transmembrane region

PSTG_06371 KNF00443 1-27 Non-apoplastic

PSTG_06025 KNF00609 1-21 Non-apoplastic

PSTG_06026 KNF00610 1-21 Non-apoplastic

PSTG_03021 KNF03934 NO transmembrane region

PSTG_03021 KNF03935 NO transmembrane region
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