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olanum melongena

100

69 olanum lycopersicum P5415

100 Vitis vnifera XP002278258

Prunus persica EMJ10827

94 Fragaria x ananassa P54152

Oryza sativa Q7XUP7

a9

Arabidopsis thaliana Q9FKF7

Brassica napus P54151
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04 Populus trichocarpa Q6QPJ4
80 Lactuca sativa Q9SEC2
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