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Figure S1. Phylogenetic relationship of protein sequences of G-, L- and C-type
AsalLecRLKs in Avena sativa using the maximum-likelihood method. G-type
AsalecRLKs contain bulb lectin domain, S-locus glycoprotein domain, and PAN
domain at the N-terminus and protein kinase domain and DUF3403 domain at the C-
terminus; L-type AsaLecRLKSs contain the legume lectin domain at the N-terminus and
protein kinase domain and adh_short domain at the C-terminus; C-type AsaLecRLK
contains the calcium-binding lectin domain at the N-terminus and protein kinase
domain at the C-terminus.
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Figure S2. Ten motifs detected in protein sequences of G-, L- and C-type AsaLecRLKs
in Avena sativa using MEME online tools.



Figure S3. Phylogenetic relationships of LecRLK gene structure of Avena sativa using
the maximume-likelihood method. The number of LecRLK gene exons of 4. sativa range
from 1 to 9, most (215 out of 390) genes have a single exon. Intron length varies from
61 bp (AsaLecRLK-G-type-106) to 2041 bp (AsaLecRLK-L-type-27).



Figure S4. Gene duplications of LecRLKs gene family in Avena sativa. Blue lines
(centre) indicate segmental duplicated gene pairs in LecRLKs.



