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Abstract: In order to clarify the distribution, function and structure of medicinal plant Panax notoginseng
NAC gene family, the members in the family were identified and the physicochemical characteristics,
chromosomal location and evolutionary features of the family were analyzed with bioinformatics meth-
od, the temporal and spatial expression patterns of the family members and the induced expression of A/-
ternaria panax were analyzed based on the RNA-seq data. The results showed that there were 98 mem-
bers of the NAC gene family in P. notoginseng, coding proteins with a length ranging from 104 to 882
amino acids, and molecular weight ranging from 11.78 to 100.20 kD and isoelectric point ranging from
4.12 to 9.75. The 98 NAC genes were unevenly distributed on 12 chromosomes. Chrl has the most
genes (16), while chrll has the fewest genes (1). Multiple cis-acting elements associated with light re-
sponse, growth hormone response, gibberellin response and methyl jasmonate response are present in
the NAC promoter region. NAC genes were expressed in all different tissues and roots of P. notoginseng
at different developmental stages, while the expression of NAC in P. notoginseng leaves also showed
significantly increased after infection by 4. panax. These results suggested that NAC plays an important
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role in the growth and development of P. notoginseng and in its response to the infection by 4. panax.

Key words: Panax notoginseng; NAC gene family; Alternaria panax; expression pattern; bioinformatics

analysis
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Fig. 1 Chromosome mapping of NAC gene family members in Panax notoginseng
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Fig. 3 Structures of NAC gene family members in Panax notoginseng
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