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Identification of NF-YA family genes in Gossypium anomalum and their ex-
pression analysis under drought stress
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Abstract: NF-YA transcription factors play an important role in plant growth and development and stress response. In
this study, the number, chromosome distribution, phylogenetic evolution, conserved motifs, gene structure, cis-acting ele-
ments and expression patterns of NF-YA family genes in the genome of Gossypium anomalum and the physical and chemical
properties and subcellular localization of encoded proteins were analyzed by bioinformatics. The results showed that there were
17 members of NF-YA gene family in the G. anomalum genome ( GoanoNF-YA) , which were distributed on 10 chromosomes.
The length of the encoded proteins was 190—603 amino acids, and the theoretical isoelectric point was 7.87-10.07. Sixteen
GoanoNF-YA members contained three to five exons and encoded proteins located in the nucleus. The NF-YA genes of Arabi-
dopsis thaliana and G. anomalum were divided into six groups, and each group had the same or similar type and order of mo-
tifs. Five NF-YA genes were widely expressed in roots, stems, leaves and flowers in G. anomalum, 15 NF-YA genes had dif-
ferent degrees of response to drought stress, and 11 NF-YA genes contained drought-response cis-acting element MBS. The re-

sults of this study provide a theoretical basis for further exploring the function of GoanNF-YA family genes in G. anomalum.
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Table 1 Information of the NF-YA family genes in Gossypium anomalum
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Fig.1 Chromosomal distribution of the NF-YA family genes in G. anomalum
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Fig.3 Gene structure of NF-YA family in G. anomalum
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