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KAH0698395.1 Solanum tuberosum 55.5%

XP 004233092.1 Solanum lycopersicum 55.5%

OAO93393.1 Arabidopsis thaliana 53.4%

XP 048623543.1 Brassica napus 51%

XP 021825632.1 Prunus avium 60.6%

KAA0052559.1 Cucumis melo var. makuwa 56.7%

XP 004134917.1 Cucumis sativus 56.2%

XP 003532650.1 Glycine max 74.6%

XP 012572420.1 Cicer arietinum 80.2%

XP 050900253.1 Pisum sativum 100%

KAK2437626.1 Trifolium repens 83.8%

XP 013457339.1 Medicago truncatula 86%
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KAA0052559.1 Cucumis melo var. makuwa 62%

XP 004134917.1 Cucumis sativus 61.2%

OAO93393.1 Arabidopsis thaliana 58.2%

XP 048623543.1 Brassica napus 57.5%

XP 021825632.1 Prunus avium 68.8%

KAH0698395.1 Solanum tuberosum 63%

XP 004233092.1 Solanum lycopersicum 62.6%

XP 003532650.1 Glycine max 79.1%

XP 012572420.1 Cicer arietinum 85.6%

XP 050900253.1 Pisum sativum 100%

KAK2437626.1 Trifolium repens 85.9%

XP 013457339.1 Medicago truncatula 89.7%

Figure S4. Phylogenies of the entire protein sequence of Psat7g091800.1 (XP 050900253.1) from 'PI180693'
(A) and FLS2-like domain encoding sequence parts (B) reflect taxonomic distance of represented plant families.
Homologs in other plant families have been identified with BLAST searches in the NCBI protein database,
selected for best hits and maximum likelihood trees were constructed using IQ-TREE. Percent identity
compared to query from P. sativum are indicated for every accession.
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