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Fig. 1. Morphological characteristics of quinoa (Kd) plants . (A) Dried mature quinoa (Kd) seeds. (B, C, D) 6-,
8-, and 16— week-old quinoa (Kd) plants grown in soil. (E) Head of 17— week—old quinoa plants at harvest
time. FITVHR
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Fig. 2. Cluster analysis of the 62,512 filtered gene
sequences. Predicted genes in Chenopodeum quinoa,
Amaranthus hypochondriacus, Beta vulgaris, Spinacia

»0O4 X+XF oleracea, and Arabidopsis thaliana were clustered into
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gene families.
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