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Fig. S1 Sequence alignment and phylogenetic analysis. (a) Multiple alignment of the amino acid sequences of GmZTL1 and other plant homologues using BioXM 2.7. The specially marked parts represent the conserved domains of PAS domain, F-BOX-like and Kelch domain, respectively. (b) Phylogenetic tree containing 16 proteins from Arabidopsis, Phaseolus vulgaris, Medicago truncatula, maize, rice, soybean, and Gossypium raimondii. was constructed by Neighbor-Joining method using the MEGA-X software. GmZTL1 was indicated by a black circle. The phylogenetic tree bootstrap values from 1000 replicates are indicated at each node. Bar represents the number of amino acid differences per site.



Fig. S2
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Fig. S2 Subcellular localization of GmZTL1. GmZTL1-GFP or GFP empty expressed in N. benthamiana leaves The transformed leaf epidermal cells were incubated for 18-24 h at room temperature and observed under a confocal fluorescence microscope. Scale bar = 50 μm.
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