


Fig. S1 Phylogenetic evolutionary tree of LBD genes in blueberry and Arabidopsis. 

The 153 identified VcLBD genes were named based on the homology to AtLBDs.



Fig. S2 Phylogenetic relationship between the VcLBD genes and LBD genes from 

other plant species. Sequences of 42 known Arabidopsis thaliana, 30 Vitis vinifera, 

and 32 Sorghum bicolor LBD genes were downloaded from the NCBI 

(www.ncbi.nlm.nih.gov) and TAIR (www.arabidopsis.org) databases. A maximum 

likelihood tree of the 153 LBD genes coding sequences was generated using MEGA11 

software, clustering them into two major categories and seven subcategories (the two 

main categories are Class I and Class II, with seven subcategories: Class Ia, Class Ib, 

Class Ic, Class Id, Class Ie, Class IIa, and Class IIb). Class I members typically 

possess a more complete LOB domain and a C-terminal leucine-zipper–like 

coiled-coil/dimerization region, while Class II members lack or show a markedly 

reduced coiled-coil region. Numbers denote bootstrap values calculated based on 

1000 repetitions. LBD genes from the same species are denoted by identical symbols: 

blue squares, Vaccinium corymbosum; purple circles, Arabidopsis thaliana; green 

pentagrams, Sorghum bicolor; red triangles, Vitis vinifera.



Fig.S3 Conserved domain architecture of the 153 VcLBD proteins. The length of each 

protein sequence is represented by a black horizontal line, and the overall 

sequence-length scale is shown by the gray bar at the bottom. Colored boxes indicate 

conserved domains: green, LOB domain; yellow, LOB superfamily domain; pink, 

PRKCSH superfamily domain; teal, SF superfamily domain; red, KHI domain; gray, 

PLN03123 domain; and light green, HRI1 superfamily domain.


