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Abstract: Plant growth and development is regulated by many hormones, among which auxin is one of the important
regulatory hormones. Auxin response factor (ARF) is a key factor in the process of auxin signal transduction, which can spe-
cifically bind to auxin response elements and affect the expression of auxin response genes in plants. In this study, 17 mem-
bers of ARF gene family in Vernicia fordii were identified by bioinformatics method, which were distributed on nine chromo-
somes, and there was no fragment duplication between genes. The results of physical and chemical properties analysis showed
that the length of ARF proteins was 587—1 119 aa, all of them were acid proteins. The instability coefficients of ARF proteins
were more than 40, and the ARF proteins were unstable proteins. The hydropathicity indexes of ARF proteins were less than

0, and the ARF proteins were hydrophilic proteins. According to the results of phylogenetic analysis, the ARF protein family

of Vernicia fordii was divided into four subfamilies, which
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en/gsa/ ) s TERL RS RICEIAE ) TAIR (http :// www.arabi-
dopsis.org) FEAUFIIT ARF 25 HEREIRITH ; 7KFE (Ory-
za sativa) ) ARF SR 2R 405 NCBI 20k M
vl (http://www. nchi. nlm. nih. gov/) ; B #% ( Eucalyptus
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Table 1 Physicochemical properties of ARF proteins in Vernicia fordii
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T, SHAYIF ARF SERBFITSE R e, AT 5T 48
FE AR ARF 55 PR R B 03 B0 K RS PR
¥ K. Glycine max) FEWFmE /> | 5 EHe BRI |
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R ARF 85 3R AR B LM AN 3R 1 s 17 A
A ARF 2 H &M 7 FIHE 587 ~1 119 aa, H
H1 VIARF17 fJi, VIARF19A K, & 1 B AR 43
T4 N 64 510.90~ 124 993.45  H:v VIARF17 AH %t
iR/, VIARFI9A FHX 70 F it ok, #Iig %
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PNLFINGE S W% AR ARF 85 (07 Ta0Maz b

HH #H D KA (aa) MMGFE A ANREWRE IREEER okMER RekEs  TAREhL
VIARF1 V0360577 626 70 090.58 5.50 57.43 71.71 -0.543 PREEAIEREN g211)ak 3
VIARF2A  Vf10G0693 867 97 228.08 6.21 54.93 65.86 -0.663 9 Sk i A%
VFARF2B V0762632 806 90 870.85 6.22 52.75 75.11 -0.506 6 FYfafk i A%
VIARF3 Vf07G0929 740 81 583.59 6.44 58.74 66.93 -0.456 6 SHLEIK ANAER
VIARF4 V0260319 794 87 946.14 6.75 55.02 71.42 -0.488 1Sk At A%
VfARFS5 V0961936 946 104 148.76 5.10 49.37 74.40 -0.451 8 Stk A A%
VIARF6 Vi07G1244 970 107 935.43 5.99 65.33 74.58 -0.449 6 5LEIK AMHERZ
VfARF8 V0560846 827 92 567.79 5.96 62.30 71.19 -0.531 4 Gt fhk A A%
VIARF9A V0662381 700 77 552.16 6.06 54.45 70.59 -0.483 5 G YLt fk A%
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VIARFI9A  Vf08G1465 1119 12 4993.45 6.04 74.30 68.51 -0.684 7 GGt fAk A%
VEARFI9B  Vf09G0184 1111 12 2558.40 6.17 65.22 73.65 -0.547 8 Stk A A%
VIARF24 V0661974 819 91 662.46 5.57 47.86 76.39 -0.450 S EREILK g1 ok 73
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Fig.1 Phylogenetic tree of ARF proteins
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Fig.2 Structure analysis of ARF gene in Vernicia fordii
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A T A PR 2 39 B SC A, 45 & TBools 43 AT
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AN, 1525 45 5 586K E&A 24 VARF
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VARF2A 30 F Y& {6 (& 11 I 3ty VAARFI6A | VIARFS,
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Fig.3 Phylogenetic tree (A), conserved motifs (B) and conserved domains (C) of ARF proteins in Vernicia fordii
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BRI EE R, B I ARF 55 K G005 i 03 55 B A A
[l Bl b A BA A 22 57, A R T AT 23 A4S ARF
LB MHEE ( Nicotiana tabacum) A 50 4> ARF %
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Fig.4 Expression of ARF gene in Vernicia fordii
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