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Figure S5. Phylogeny of RLK genes
in the orthologous regions of the A,
B and D genomes of Chinese Spring
and D genome from Ae. tauschii.
The coding sequences of RLK genes
based on the annotation were used
for constructing the phylogenetic
tree using MEGA7 with the
Neighbor-Joining method . The
confidence probability (multiplied
by 100) that the interior branch
length is greater than 0, as
estimated using the bootstrap test
(1000 replicates) is shown next to
the branches.
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