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Identification of an Auxin Response Factor-like Protein cDNA
from Mango Cotyledon Section

XIAO Jie-Ning' 2 HUANG Xue-Lin'*  HUANG Xia' LI Xiao-Ju'
' The Key Laboratory of Gene Engineering of Ministry of Education ~ School of Life Sciences  Zhongshan University ~Guangzhou 510275  China
2 Department of Biology ~College of Biology and Chemistry Engineering ~Guangzhou University ~Guangzhou 510400  China

Abstract Auxin-responsive elements AuxRE interact with a new class of plant-specific transcription factors auxin response
factors ARFs . Some of ARFs have been shown to repress or activate expression of genes with an AuxRE promotor element. In
Arabidopsis  ARFs play important roles in early embryo development and vascular strand formation ARF5  floral patterning

ARF3  and photo- and gravitropic responses ARF7 . Two cut surfaces distal and proximal of mango Mangifera indica L.
var. Zi-Hua cotyledon showed different patterns of adventitious root formation with only the proximal cut surface but not the
distal one could be induced to form the roots. Thus the mango cotyledon is a good system for studying adventitious root forma-
tion. A ¢cDNA fragment homologous to the Arabidopsis auxin response factor-like protein and relates to adventitious root formation
from the cut sections were isolated using suppressive subtractive hybridization SSH . Two ¢DNA clones designated as MiARF'1

mango auxin response factor 1 gene GenBank accession number AY255705 and MiARF2 mango auxin response factor 2
gene GenBank accession number is AY300808  were identified by 3'RACE. MiARF1 3 272bp long contains an open read-
ing frame ORF of 2 523bp 5'UTR of 285bp and 3'UTR of 464bp MiARF2 1 474bp long contains an ORF of 981bp 5’
UTR of 285bp and 3'UTR of 208bp. The deduced MiARF1 and MiARF2 are homologues of auxin response factor ARF  family
of transcriptional regulators and show high similarity to ARF of Arabidopsis in conserved domains. The motifs of MiARF1 EL-
WHACAGPL in DBD DNA binding domain and GDDPW in IV domain are identical to that of ARF-like protein of Arabidopsis .
MiARF2 is identical to MiARF1 in a large part of DBD but lacks a carboxyl-terminal domain containing conserved motifs I1I and
IV. Virtual Northern blot showed that the expression of MiARF2 was high in rooting tissue of cultured cotyledon sections but low
in non-rooting tissue and the MiARF1 was expressed both in the rooting and non-rooting tissues. We suggest that the MiARF2

is related to adventitious root formation of mango cotyledon section.

Key words mango Mangifera indica 1.. cotyledon adventitious root formation auxin response factor gene ARF ~ c¢DNA

cloning
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