Supplemental Figure S2. Sequence comparisons of AFBs. A, Comparison of the amino
acid sequences of six TIR1-related F-box proteins from Arabidopsis and the related F-
box protein COI1. Sequences were aligned using CLUSTAL in the Vector NTI suite. The
F-box domain is denoted by the red line and the N-terminal extension unique to AFB5
and AFB4 by the blue line. Identical residues in all five AFBs are shaded black,
conservative substitutions in one or more AFBs are shaded gray. The sites of the three
mutant alleles of AFB5 are shown in red and those previously described for TIR1 are
shown in blue (Alonso et al., 2003, Ruegger et al., 1998). B, Phylogenetic tree of AFB
homologs from Arabidopsis, Oryza and Populus. A phylogenetic analysis was performed
with the neighbour-joining method in MEGA (Kumar et al., 2004, Briefings in
Bioinformatics 5:150-163) using a CLUSTALW alignment of the six AFBs in the
Arabidopsis genome (AtTIR1, AtAFB1-5), four AFB homologs from the rice (Oryza
sativa) genome and a homolog of AFB5 from Populus tremula x P. tremuloides
identified from BLAST searches of the NCBI databases using the AtAFB5 sequence. The
% bootstrap values from 1000 iterations are shown. This indicates that AFB5 (and AFB4)
form a sub-clade distinct from the four AFB homologs implicated in IAA and 2,4-D
action, TIR1, AFB1, AFB2 and AFB3 (Dharmasiri et al., 2005b).
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