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Figure S4 Segmental duplications and duplication and divergence times of NADK family genes in land plants.
(A) Segmental duplications of NADK family genes in land plants. Paralogous gene pairs generated by segmental
duplications in intra-species within NADK family genes were analyzed using the PGDD. All intra-species blocks
for each query gene display regions of £100 kb. Green lines connect gene pairs. Blue arrows indicate the other
anchor homologous genes in the region, and red arrows indicate the query locus i.e NADK homologous genes. (B)
The Ka, Ks, Ka/Ks ratios and estimated divergence time for each NADK paralogous gene pairs.



