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Supporting information 4: Phylogenetic relationships across defensin genes
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AAM96925.1 Spodoptera frugiperda

NP 001315592.1 Solanum lycopersicum
ABG78829.1 Zea mays

XP 004242851.1 Solanum lycopersicum

XP 004242838.1 Solanum lycopersicum
CCN97888.1 Arabidopsis halleri subsp. halleri
XP 019069532.1 isoform X1 Solanum lycopersicum
XP 025886757.1 isoform X2 Solanum lycopersicum
AGX26528.1 Triticum aestivum

XP 028242396.1 Glycine soja

MCI01632.1 Trifolium medium

XP 003628977.1 Medicago truncatula

XP 028951513.1 Malus domestica

XP 002274353.1 Vitis vinifera

XP 027070696.1 Coffea arabica

XP 022886205.1 Olea europaea var. sylvestris
QLH55401.1 Ocimum basilicum

XP 010319372.1 Solanum lycopersicum

NP 001297246.1 Solanum lycopersicum

NP 001297247.1 Solanum lycopersicum
KAF8086778.1 Sinapis alba

XP 009129168.1 Brassicarapa

XP 009593293.1 Nicotiana tomentosiformis
PHU11333.1 Capsicum chinense

NP 001234872.2 Solanum lycopersicum

NP 001333453.1 Solanum lycopersicum

Defensin proteins were align using the MUSCLE alignment algorithm and phylogenetic coalescences were calculated with PhyML (Maximum likelihood). Branch length (numbers) and bootstrap
values (circles) are depicted across groups. With bold font are the tomato defensins analyzed in the current study. Fall armyworm (Spodoptera frugiperda) was employed as an outgroup. The iTOL
server (https://itol.embl.de/) was used for tree displaying



