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Fig. 3. Heat map representation and hierarchical clustering of A. littoralis AIHSF genes in leaf and root tissues under

salinity stress and recovery conditions
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Abstract

Heat shock factors (HSFs) play key role in the response to abiotic stresses in eukaryotes. The present
study aimed to characterize the AIHSF transcription factor genes in Aeluropus littoralis halophyte plant.
For this purpose, identification and characterization of genes, gene structure, protein motifs analysis,
and phylogenetic relationships of the AIHSF gene family were considered. Expression pattern analysis
of these genes in two tissues of leaf and root under salinity stress and recovery conditions was performed
using RNA-seq. Based on 4. littoralis genome sequences, 11 nonredundant and unique A/HSF genes
were identified. All 11 AIHSFs were divided into three classes (A, B, and C), based on homology with
Arabidopsis. The expression pattern of AIHSFs genes were different in leaf and root tissues under
salinity stress and recovery conditions, based on RNA-seq data. The different expression level of these
genes may relate to different regulatory mechanisms and molecular functions for controlling the activity
of these genes. The findings of this study reveal the functional characteristics of the AIHSF genes and
provide a foundation for future functional research regarding their biological roles in plant tolerance to
stress.
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