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Supplemental Fig. S1 Phylogenetic analysis (circle trees) of apple, Arabidopsis,
tobocca, soybean, and Vitis pseudoreticulata VPE proteins. Phylogenetic trees were
contrusted by neighbor-joining method with bootstrap values 1000 via MEGA 7.0.
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Supplemental Fig. S2 The transformation of MDP0000172014 into Col-1
Arabidopsis. (A) Rapid screening of kanamycin resistance of TI1 transgenic
Arabidopsis. As the arrowhead showed, the seedings with green leaves is kanamycin-
resistant seedlings. (B) The relative expression of MDP0000172014 in wildtype (WT)
and transgenic Arabidopsis (T3). Quantitative RT-PCR was used to investigate the
expression levels of each MdVPE genes in apple wildtype (WT) and transgenic
Arabidopsis (T3).



