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Abstract
tus grandis and lay a foundation for further understanding its biological function. [ Method ] Based on bioinformatics analysis, 17 ARF genes
were identified in Eucalyptus grandis, and their structural characteristics and expression patterns were comprehensively studied. [ Result]The
ARF of Eucalyptus grandis is unevenly distributed on 9 chromosomes, and the secondary structure contains «-helix, extended strand, random
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[ Objective ] This study aims to reveal the characteristics of the auxin response factor (ARF) gene family in the genome of Eucalyp-

coil and B-turn. According to the phylogenetic relationship, it is divided into four sub-families. Expression analysis showed that the ARF gene
is expressed in the roots, stems and leaves of Eucalyptus grandis, but the amount of expression is different. [ Conclusion ] Eucgr. F04380, Eu-
cgr. D00264 , and Eucgr. DO0588 are specifically expressed in flowers, and Eucgr. D01764, Eucgr. EO0888 and Eucgr. K03433 are specifically

expressed in meristems, laying the foundation for further exploration of their functional identification.
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Table 1 Physico-chemical properties of Eucalyptus grandis ARF protein
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Gene ID umber o olecular pI oefficient of Aliphatic index Hy(-irophlhc Sub0§llqlar
amino acids weight instability index localization
Eucgr. A02065 870 96 640. 47 6. 06 68. 44 74. 64 -0. 443 Y A%
Eucgr. B02480 797 88 532.77 6. 31 54.34 71.35 -0.431 A
Eucgr. B03551 787 88 090. 61 6. 62 60. 39 71. 08 -0. 541 A%
Eucgr. C02178 1119 123 242. 19 5.98 66. 47 68. 09 -0.513 piiliion 3
Eucgr. 03293 1119 124 934.23 6.30 72.98 71.97 -0. 621 AR
Eucgr. D00264 897 99 039. 54 6. 04 68.91 76. 62 -0.399 A
Eucgr. D00588 723 79 187. 84 6.36 57. 62 71. 04 -0. 386 A%
Eucgr. D01764 656 73 528. 19 6. 15 62. 84 71.45 -0.523 YA
Eucgr. E00888 687 76 456. 41 6. 09 55.34 69.78 -0.490 Eiiliur
Eucgr. F02090 839 92 273. 96 5.37 55.08 76. 66 -0. 380 AR
Eucgr. F04380 545 59 334.25 7.73 50. 66 74.39 -0.276 A%
Eucgr. 600076 675 75 299. 77 6. 06 53.71 68. 86 -0.528 YA
Eucgr. G02838 692 76 328. 08 6. 80 45.96 71. 45 -0. 402 Al A
Eucgr. J0O0923 712 77 6717.77 8.32 49.11 72. 06 -0. 357 A%
Eucgr. K01240 707 77911. 11 6.91 53.04 68. 26 -0.435 piiliion 3
Eucgr. K02197 671 74 818. 34 8.31 52.27 67. 85 -0. 585 Eiiliiav
FEucgr. K03433 454 50 713.28 8.38 49.21 67.38 -0.550 AR
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Table 2 Secondary structure of ARF proteins

o—12JiE a-helix JE{#%E Extending chain B-¥4ff B-angle JeHE: M Random coil
AL D BRI At AR At AR At AR ikt
Gene ID Amino acid Proportion Amino acid Proportion Amino acid Proportion Amino acid Proportion

length % length % length % length %

Eucgr. A02065 271 31. 15 120 13.79 43 4.94 436 50. 11
Eucgr. B02480 146 18.32 128 16. 06 39 4.89 484 60. 73
Eucgr. B03551 148 18. 81 118 14. 99 33 4.19 488 62. 01
Eucgr. C02178 353 31.55 182 16. 26 87 7.77 497 44. 41
Eucgr. C03293 331 29.58 172 15.37 87 7.77 529 47.27
Eucgr. D00264 229 25.53 131 14. 60 36 4.01 501 55.85
Eucgr. DO0588 113 15. 63 103 14.25 29 4.01 478 66. 11
Eucgr. D01764 127 19. 36 114 17.38 30 4.57 385 58. 69
Eucgr. E00888 131 19. 07 122 17.76 29 4.22 405 58.95
Eucgr. F02090 208 24.79 145 17.28 34 4.05 452 53.87
Eucgr. FO4380 97 17. 80 96 17. 61 14 2.57 338 62. 02
Eucgr. G0O0076 129 19. 11 118 17. 48 26 3.85 402 59. 56
Eucgr. G02838 129 18. 64 110 15. 90 33 4.77 420 60. 69
Eucgr. J00923 119 16.71 112 15.73 35 4.92 446 62. 64
Eucgr. K01240 138 19.52 111 15.70 37 5.23 421 59.55
Eucgr. K02197 127 18.93 110 16. 39 35 5.22 399 59. 46
Eucgr. K03433 72 15. 86 86 18.94 31 6.83 265 58.37
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Fig.1 Tertiary structure of Eucalyptus grandis ARF protein
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Fig.4 Characterization of ARF gene in Eucalyptus grandis
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