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Expression Analysis about Some ARF and Aux/IAA Family
Members in Fruits of Cucumber with Exogenous Hormones

WANG Lei, CHEN Jirrfeng ,LOU Li-na, LOU Quirfeng, JIA Li

(State Key Laboratory of Crop Genetics and Germplasm Enhancement, Nanjing Agricultural University, Nanjing 210095, China)

Abstract: T he fruits of just after flowering were treated by shimizu, CPPU, Spd, NAA,2,4D and TAA, nine
ARF genes Csa019264, Csa019265, Csa009209, Csa009210, Csa021954, Csa012237, Csa012805, Csa015176,
Csa010564 and five Aux/IAA genes Csa003118, Csa012115, Csa016715, Csa006680, Csa018571 were used
to do RT-PCR analysis in the norr parthenocarpic inbred line © 6429’ . T he results indicated that mRNA lev-
els of nine ARF genes showed significant difference. But the transcripts of four Aux/IAA genes can be
found in all the samples, which are maybe constitutive genes. Csa012805 and Csa016715 had more tramr
scripts in the fruits after hormone treatment than that in the fruits after fresh water treatment. T herefore,
it could be speculated that these genes maybe play a positive role in promoting fruit development of cucumr
ber.
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RTF PCR

Table 1 Six genes analyzed by semi RT- PCR and their primer sequences, annealing temperature, and product size

6 ARF Aux/IAA 1129
Aux/IAA Csa003118 Csa016715 ; 015176 Csa016715 32, 4D Csa021954
Spd ARF Csa019264 Csa021954 Csa Csa012237 Csa012805 Csa015176 Csa010564
012805 Aux/TAA Csa016715 ; , Aux/IAA Csa016715, Csa009210
NAA Csa019264 Csa012237 Csa012805 Csa ;TAA Csa019264 Csa021954 Csa012237

7

Gene Primer(3 ~ 3) Annealing tem perature/ C Product size/ bp
; 3-CATCAGGGTTTGGT CAGC-3
Csa019264 $-GGAGGTAGGTTCGGGT AA 3 33.2 08
3-TACTTTCT CCCGAGGACTTT-3
C5a019265 $-GACGGTAATCCCGAAACAT 3 50.8 121
; 3-TTGTTTCGT TACCTCCAGT-3
C5a005209 $-TGCTTGAAGGGT CATTT GI- 3 52.0 206
5-AGCCCATTATTACCGCCTCA-3
Csa009210 5-TGCCCACAATCCACTACTCAAAG 3 54.2 852
5-TTTTAGT CCTCAGGCT CCG 3
Csa021954 $-ATGCAAGT CCCTCGCAAT-3 33.8 99
3-GGTAGATGCGTCCCAAAGS
Csa01237 $-AGAAAGGCAAGCCGAGGT-3 52.3 61
3-TCACTAAGAGTACAATGGGATG3
C5a012805 $-CTGAGCCACGGATAAGGT-3 Sl.4 636
3-CAGAATGT GAAGCGTGTT-3
C5a015176 $-GACCGAAAGGTTGAGTGT-3 50.9 53
3-GGTGGAGTGTCTTTGTTAGT-3
C5a010564 $-AGAATTTGAAGCAGCAGTA-3 34.0 &5
. 5-GAAACGCCA ACGACTATCT-3
Csa003118 - TT CGCTCTT GCTCT GCTT 3 53.0 163
3-TGTGAGCCAAGGGAAGTT-3
Csa012115 $-AGCAGGAGCATTGTTGTG 3 32.5 187
. 5-AGAAGATGGGATTT GAAGAG-3
Csa016715 $-GATCAGCGGTGAGGACAG 3 33.5 29
3-ACTTCACCCGACGATCAAT-3
C5a006680 Z-GCATTTGGAGGT AT CAGAGTT-3 34.0 126
; 5-AATCTGATGGAAACAAACCG3
C5a018571 $-AGAAGAGCTACGCAGGCAAT-3 34.0 13
2 9 ARF 5 Aux/IAA
Table 2 Nine A RF and five Aux/IAA genes in cucumber
. Amino acid Homologous gene Similarity
Gene Chromosome Genome location len gth (A rabidopfis th :liuna) 1%
Csa019264 5 17872678~ 17874998 213 ARFS 86
Csa019265 5 17885461~ 17895443 647 ARFS 90
Csa009209 2 5977902~ 5980983 172 ARF7 90
C5a009210 2 5986480~ 5991712 862 ARF7 75
Csa021954 1 16164257~ 16169437 831 ARF6 96
Csa012237 6 11587055~ 11594085 1102 ARF7 61
Csa012805 5 16166488~ 16172179 680 ARF9 94
Csa015176 6 8831082~ 8833936 716 ARF10 99
Csa010564 5 11524295~ 11533110 677 ARF1 97
Csa003118 5 18461507~ 18463184 222 TAA3 94
Csa012115 6 22164432~ 22172966 404 1AA9 92
Csa016715 7 12221383~ 12223605 230 TAAT 97
Csa006680 2 1445103~ 1446156 197 T1AA4 99
Csa018571 2 17733510~ 17737848 427 TAA9 78
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Fig.1 RT-PCR amplified products for the detection of ARF
genes and A ux/IA A family members in fruits of cucumber
1. The ovary before treatment; 2, 3. The fruits of two and four
day s after shimizu treatment; 4~ 13 indicates the fruits of two and

four days after CPPU, Spd, NAA,2,4D,IAA treatment
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Fig.2 RT-PCR amplified products for the detection
of nine A RF genes and five Aux/IAA genes
in stem and leaf of cucumber
A. Stem; B. Leaf
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