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Abstract o>

From prokaryotes to higher eukaryotes, protein 0 Kol 503 Ol 3 gds 25 (PP2CS) 2C glajblivs s 5

phosphatase 2Cs (PP2Cs) play a critical role in the
stress response. For the purpose of identifying the
AIPP2C gene and examining its expression, Aeluropus
littoralis, a salt-secreting halophytic grass belonging to
the Poaceae family, was genome-wildly analyzed.
Based on the unique structure of the PP2C domain, 34
AIPP2C genes were discovered and classified into ten
evolutionary branches based on homology with
Arabidopsis thaliana. According to exon-intron
structural analyses, they possessed a wide range of
exon counts. AIPP2Cs shared similar motif
organization in the same evolutionary branches based
on motif distribution. The motifs ABRE, MBS, DRE,
STRE, and LTR, which are related with stress, were
discovered in the promoter region of the AIPP2C.
AIPP2Cs displayed varied expression patterns in leaf
and root tissues in response to salt stress and recovery
conditions, according to transcriptome analyses. The
AIPP2C4 gene is only expressed in the root tissues.
These results expand our understanding of the PP2C
gene family and provide valuable information for future
research on PP2Cs molecular function and biological
processes studies.
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AIPP2C2.1 Alg9359 245 26.63 5.52 37.38 84.37 -0.294 chlo: 8, cyto: 6
AIPP2C2.2 Algl1862 416 4411 6.47 53.42 77.21 -0.232 mito: 7, chlo: 5, nucl: 1, vacu: 1
AIPP2C3.1 Algl4174 410 43.76 5.81 61.04 75.00 -0.252 nucl: 6, cyto: 4, chlo: 3, plas: 1
AIPP2C3.2 Alg5949 394 42.04 5.33 67.39 69.85 -0.415 nucl: 5, cyto: 5, chlo: 4
AIPP2C4  Alg2840 506 - - 54.56 72.69 -0.286 chlo: 5, nucl: 3, cyto: 3, mito: 2, plas: 1
AIPP2C5.1 Alg7528 442 47.29 6.43 38.89 86.00 -0.104 chlo: 9, nucl: 2, cyto: 2, extr: 1
AIPP2C5.2 Algl0714 231 24.60 5.11 33.46 95.80 0.038 cyto: 7, pero: 3, chlo: 2, nucl: 1, mito: 1
AIPP2C7  Alg7949 401 43.15 555 4456 8663 -0136 OO plass, "a;“hzi'tOE_f“ 2 nuel: 1, eyto:
AIPP2C10 Algl10658 281 30.86 6.39 31.01 86.41 -0.288 cyto: 8, chlo: 3, pero: 2, mito: 1
AIPP2C12 Algl10818 422 45.34 5.42 38.87 86.21 -0.228 nucl: 13, cyto: 1
AIPP2C16 Algl10524 256 27.50 5.84 43.68 81.88 -0.230 chlo: 6, cyto: 2, plas: 2, vacu: 2, mito: 1, ER.: 1
AIPP2C21 Alg3379 247 27.60 8.18 34.46 82.63 -0.315 chlo: 5, cyto: 4, extr: 3, mito: 1, plas: 1
AIPP2C22.1 Alg8809 356 39.11 5.06 41.10 88.43 -0.208 cyto: 11, nucl: 2, chlo: 1
AIPP2C22.2 Alg4516 334 36.65 5.01 59.66 75.96 -0.225 chlo: 7, mito: 6, nucl: 1
AIPP2C23  Alg6655 634 68.28 5.47 55.19 76.14 -0.279 chlo: 6, nucl: 6, mito: 1, pero: 1
AIPP2C26 Alg8637 314 33.84 5.20 41.69 84.84 -0.097 chlo: 14
AIPP2C27 Alg5348 381 40.69 572 4940 9265 -0.065  OYi0-6:5 cyto_nuck:55, nucl: 35 chlo:1,
plas: 1, cysk: 1, E.R._vacu: 1
AIPP2C32 Algl15 954 105.19 5.57 48.66 69.92 -0.538 nucl: 10, cysk: 2, chlo: 1, cyto: 1
AIPP2C34 Alg5563 301 32.88 5.67 53.71 84.92 -0.130 chlo: 5, cyto: 4, plas: 3, nucl: 1, mito: 1
AIPP2C35 Alg4074 137 15.07 4.20 41.88 86.06 -0.116 cyto: 9, chlo: 2, extr: 2, nucl: 1
AIPP2C42 Alg13821 375 41.08 6.87 42.78 91.60 -0.190 chlo: 7, cyto: 3, plas: 3, extr: 1
AIPP2C46 Alg5619 391 43.26 8.79 50.04 90.20 -0.219 chlo: 11, mito: 2, cyto: 1
AIPP2C47 Algl5316 184 19.31 5.79 52.16 73.21 -0.098 cysk: 6, cyto: 4, chlo: 2, nucl: 1, extr: 1
AIPP2C49  Alg713 333 36.92 4.98 56.81 89.37 -0.219 chlo: 9, cyto: 2, extr: 2, nucl: 1
AIPP2C52 Algl15600 302 33.40 5.17 37.45 70.43 -0.433 nucl: 11, cyto: 3
AIPP2C55 Alg3936 464 49.60 8.54 39.22 75.32 -0.241 chlo: 9, nucl: 2, mito: 2, cyto: 1
AIPP2C58 Alg15353 337 37.16 7.70 44.01 84.78 -0.318 chlo: 11, vacu: 2, nucl: 1
AIPP2C59 Algl2454 343 3700 488 3669 7851 -0201  OY10-35extr3 ER.25 cylo_nucl: 25,
' ' ' ' ' E.R._plas: 2.5, mito: 2, plas: 1.5, vacu: 1
AIPP2C60 Alg3122 360 39.71 5.15 34.81 78.31 -0.333 nucl: 5, chlo: 4, cysk: 3, cyto: 1, vacu: 1
AIPP2C64 AIg9193 399 44.25 8.79 46.23 85.04  -0.327 chlo: 10, mito: 3, E.R.: 1
AIPP2C70 Alg2856 553 60.31 6.26 43.56 81.10 -0.337 nucl: 12, chlo: 1, plas: 1
AIPP2C74.1 Alg6151 418 45.66 5.41 33.53 89.09 -0.119 cyto: 9, cysk: 3, nucl: 1, E.R._vacu: 1
AIPP2C74.2 Alg5087 388 41.82 5.28 38.30 8392  -0.235 cyto: 7, chlo: 2, mito: 2, cysk: 2, nucl: 1
AIPP2C76 Alg13076 483 52.70 4.72 59.18 62.65 -0.749 nucl: 14

chlo: chloroplast, cyto: cytoplasm, mito: mitochondria, nucl: nucleus, vacu: vacuole, plas: plasma membrane, pero:
peroxide, cysk: cytoskeleton, E.R.: Endoplasmic Reticulum, extr: extracellular
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