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Abstract

Salt stress is one of the abiotic stresses limiting plant
growth and development. The ethylene response factor
(ERF) is one of the transcription factor family that
involved in plant development and responses to biotic
and abiotic stresses. Regarding to importance role of
genes belonging to ERF gene family in plant responses
to salt stress, identification of these genes in the
Aeluropus littoralis, halophyte plant, was considered in
this study. In total, 36 non-redundant ERF genes were
identified in A. littoralis genome. The phylogenetic tree
classified the AIERF gene family into six distinct
groups (B1 to B6) based on hemology with the
Araboidopsis thaliana. Gene structure analysis revealed
that AIERF genes contained zero to two introns.
Domain search and conserved motif analyses in AIERF
protein sequences determined that 2 motifs (1 and 2)
out of the identified 10 motifs participate in the
AP2/ERF domain structure. Based on transcriptome
data and heatmap diagram, AIERF6.3 gene was
expressed more in root tissue under salinity stress, and
the least expression level was observed in AIERF6.7
gene in leaf tissue under recovery conditions. The
different expression patterns of genes in leaf and root
tissues under salt stress suggested different regulatory
mechanisms in the gene expression. The results of this
study, as the first report on the ERF gene family in A.
littoralis, provides basic information for further studies
of the functional characteristics of AIERF genes.

Keywords: Aeluropus littoralis, ERF transcription
factor, gene family, phylogenetic relationships, salt
stress.
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AIERF1.1  Algl511 MT605972 270 813 813 1 0 28.13 476  chlo: 11, nucl: 3
AIERF12  Alg2133 MT605973 231 696 696 1 0 23.89 8.79  chlo: 13, nucl: 1
AIERF1.3  Alg2569 MT605974 171 516 516 1 0 17.90 491  chlo: 12, nucl: 1, mito: 1
AIERF14  Alg4658 MT605975 216 651 651 1 0 22.19 10.57  chlo: 9, mito: 5
AIERF15  Alg9166 MT605976 169 510 510 1 0 18.16 10.37  nucl: 7, cyto: 3, chlo: 2, mito: 2
AIERF1.6  Alg9167 MT605977 229 690 690 1 0 23.79 9.10  chlo: 12, cyto: 2
AIERF17  Algl3466 MT605978 182 549 549 1 0 19.42 498  nucl: 12.5, nucl_plas: 7, cyto: 1
AIERF2.1  Alg2383 MT605979 373 2584 1122 2 1 40.73 4.68  nucl: 11, mito: 2, cyto: 1
AIERF2.2  Alg3060 MT605980 310 1217 933 2 1 34.68 553  nucl: 9, cyto: 5
AIERF2.3  Algl14890 MT605981 262 789 789 1 0 29.08 5.97  nucl: 8, chlo: 3, mito: 2, cysk: 1
AIERF2.4  Algl4892 MT605982 339 2094 1020 3 2 37.95 559  nucl: 6, cyto: 5, chlo: 2, plas: 1
AIERF2.5  Algl4946 MT605983 335 1139 1008 2 1 36.25 523  nucl: 6, chlo: 5, mito: 3
AIERF2.6  Algl5517 MT605984 349 1975 1050 2 1 39.43 7.03  chlo: 8, nucl: 3, mito: 3
AIERF3.1  Algl058 MT605985 263 792 792 1 0 28.46 5.68  mito: 6, nucl: 5, chlo: 2, cyto: 1
AIERF3.2  Alg5281 MT605986 123 372 372 1 0 13.61 6.62  nucl: 11, mito: 3
AIERF3.3  Alg5508 MT605987 251 756 756 1 0 26.71 6.00  chlo: 12, nucl: 2
AIERF3.4  Alg5871 MT605988 331 996 996 1 0 35.48 6.00 nucl:14
AIERF3.5 Alg7181 MT605989 124 375 375 1 0 14.00 6.92  nucl: 14
AIERF3.6  Alg7897 MT605990 123 372 372 1 0 13.59 8.60  mito: 7, nucl: 6, chlo: 1
AIERF3.7  Algl11159 MT605991 249 750 750 1 0 26.85 569 nucl: 14
AIERF3.8  Algl3072 MT605992 262 789 789 1 0 28.53 554  nucl: 7, extr: 3, cyto: 2, chlo: 1, mito: 1
AIERF3.9  Algl13240 MT605993 207 624 624 1 0 22.76 6.98  nucl: 11, chlo: 2, plas: 1
AIERF3.10 Alg14689 MT605994 283 852 852 1 0 30.02 6.23  nucl: 14
AIERF4.1  Algl658 MT605995 232 903 699 2 1 24.73 10.06  nucl: 11, chlo: 2, cyto: 1
AIERF4.2  Alg4649 MT605996 212 684 639 2 1 22.45 9.98  nucl: 13, cyto: 1
AIERF4.3  Algl0249 MT605997 261 1107 786 2 1 27.85 1041 chlo: 7, nucl: 7
AIERF5.1  Alg3254 MT605998 247 744 744 1 0 26.35 9.82  nucl: 9, cyto: 4, chlo: 1
AIERF5.2  Alg5821 MT605999 326 981 981 1 0 undefined undefined nucl: 11, cyto: 2, mito: 1
AIERF6.1  Alg5224 MT606000 290 873 873 1 0 32.38 4.85  nucl: 7, chlo: 5, plas: 2
AIERF6.2  Alg7780 MT606001 204 716 615 2 1 22.18 9.00 chlo: 7, nucl: 4, mito: 3
AIERF6.3  Alg8738 MT606002 226 843 681 2 1 24.22 9.07  nucl: 6, chlo: 5, mito: 2, cysk: 1
AIERF6.4  Algl1140 MT606003 301 906 906 1 0 3248 8.48  chlo: 10, nucl: 3, extr: 1
AIERF6.5  Algl2468 MT606004 156 621 471 2 1 16.99 5.67  nucl: 6, chlo: 4, mito: 4
AIERF6.6  Algl3266 MT606005 350 1157 1053 2 1 38.11 8.75  nucl: 13, cyto: 1
AIERF6.7  Alg13396 MT606006 331 996 996 1 0 35.85 483  chlo: 12, nucl: 2
AIERF6.8  Algl14687 MT606007 383 1152 1152 1 0 41.49 472 nucl: 6, cyto: 3, chlo: 2, mito: 2, cysk: 1
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