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Figure S1. Amino acid sequences alignment analysis of NAD_Kinase domain of NADK proteins.

Amino acid sequences alignment and WebLogo analysis of NAD_Kinase domain in NADK genes from 24
species representing eight major lineages of the plantae: the glaucophytes (Cyanophora paradoxa), the
rhodophytes (Cyanidioschyzon merolae and Galdieria sulphuraria), the chlorophytes (Ostreococcus tauri,
Ostreococcus lucimarinus, Micromonas pusilla RCC299, Micromonas pusilla CCMP1545, Chlorella
variabilis NC64A, Coccomyxa subellipsoidea C-169, Chlamydomonas reinhardtii and Volvox carteri), the
bryophytes (Physcomitrella patens), the lycophytes (Selaginella moellendorffii), the gymnosperms (Picea
sitchensis), the eudicots (Arabidopsis thaliana, Populus trichocarpa, Cucumis sativus, Brassica rapa and
Vitis vinifera) and the monocots (Brachypodium distachyon, Oryza sativa, Setaria italica, Sorghum bicolor
and Zea mays). Only CpNADK?2 (ID, Contig53995) protein in Cyanophora paradoxa without complete
NADK_Kinase domain is excluded, while the three outgroups of ECNADKZ1 (ID, EBESCP00000000630 or
AT7ZQ55) from Escherichia coli K-12, AMNADK1 (ID, AM1_1113 or BOC2T6) from Acaryochloris marina
MBIC11017 and PmNADK1 (ID, P9301_ 14541 or A3PEA2) from Prochlorococcus marinus MIT 9301 are
included in the alignment. Positions of the alignments where more than 50% of the sequences are identical
are shown with black boxes. The four conserved NADK subfamilies are represented as sub. I, sub. 11, sub, 11l

and sub. 1V at the left side of the alignment.



