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Abstract NAC transcription factors are plant-specific and play important roles in plant development processes,
response to abiotic stress, hormone signaling and organogenesis. However, up to date, little is known about the NAC
genes in Moso Bamboo. Hence, bioinformatics method was used to quantity amino acid composition, physical and
chemical characteristics, as well as secondary and tertiary structures. In this study, a total of 125 amino acid
sequences were clustered into 17 groups. Among these, Moso bamboo NAC domain contained 8 conserved NAM
motifs which were mainly distributed in the N terminal. The difference about the numbers of amino acids and amino
acid sequence of hydrophobic were discovered in different subtribe Moso bamboo NAC proteins. The secondary
structure of 125 predicted NAC proteins was mainly random coil, while alpha helix and beta turn scattered in the
whole protein sequence. However, similar tertiary structures were found in NAC proteins. Overall, our work has laid
a solid foundation for further function of this important NAC gene family in Moso bamboo.
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Figure 1 Phylogenetic tree of the amino acid sequence of NAC transcription factor in Moso Bamboo and A rabidopsis thaliana
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Figure 2 The NAC proteins conservative motif of Moso Bamboo
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317 NAC

: A: PHO1000501G0450 ( 1); B: PH01000110G0680 ( 2); C: PH01000070G 1490 ( 3); D: PH01002026G0020 (
4); E: PH01000070G0710 ( 5); F: PH01001683G0170 ( 6); G: PH01001896G0060 ( 7); H: PH01004605G0030 (
8); I: PH01001063G0490 ( 9); J: PH01000891G0190 ( 10); K: PH01004273G0140 ( 11); L: PHO1000002G2670 (
12); M: PH01001619G0180 ( 13); N: PH01000762G0770 ( 14); O: PHO1000009G0870 ( 15); P: PHO1000071G0980
( 16); Q: PHO1000100G 1590 ( 17)
Figure 3 tertiary structure of 17 typical Moso bamboo NAC protein
Note: A: PH01000501G0450 (subfamily 1); B: PHO1000110G0680 (subfamily 2); C: PH01000070G 1490 (subfamily 3); D: PH010020-
26G0020 (subfamily 4); E: PHO1000070G0710 (subfamily 5); F: PH01001683G0170 (subfamily 6); G: PHO1001896G0060 (subfamily
7); H: PH01004605G0030 (subfamily 8); I: PHO1001063G0490 (subfamily 9); J: PH01000891G0190 (subfamily 10); K: PH01004273-
G0140 (subfamily 11); L: PH01000002G2670 (subfamily 12); M: PH01001619G0180 (subfamily 13); N: PH01000762G0770 (sub-
family 14); O: PHO1000009G0870 (subfamily 15); P: PH01000071G0980 (subfamily 16); Q: PH01000100G1590 (subfamily 17)
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