OrthoMCL

(50% query identity & evalue = -10, BlastN)

5 Transcripts:

Aethionema arabicum

Aethionema carneum
Aethionema spinosa

Aethionema grandiflorum Eutrema halophila

Tarenaya hassleriana

, Shared exclusively by all
4 CDS: : . :
Arabidopsis thaliana Aethionemeae species? NO No candidates
Arabidopsiss lyrata —> Or —> (38172 OrthoMCL
Brasssica rapa T.hassleriana TUs without groups)
orthologs with other species

YES T hassleriona
(62735 TUs)

YES Aethionemeae

(1867 OrthoMCLgroups)
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