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Abstract: In this study, a Dof gene named BoDof5.3 was cloned from broccoli. Sequence analysis results showed
that this gene was 774 bp in length, which encoded 257 amino acids. Furthermore, the protein encoded by this gene was a
hydrophilic protein. The BoDof5.3 contained a typical Zf-Dof domain, and its main secondary structure was the random coil.
Results of phylogenetic analysis indicated that the BoDof5.3 protein of broccoli had the highest homology with the Dof pro-
tein of cabbage and cauliflower, and they were clustered into a group on phylogenetic tree. Furthermore, the Dof protein in
the same genus had close relationship. The results of qRT-PCR showed that the expression level of BoDof5.3 decreased from
0 d to 2 d under waterlogging stress, and the expression level at six days of waterlogging stress was 1.3 times as much as
that of control. It is speculated that BoDof5.3 gene may be involved in the response of broccoli to waterlogging stress.
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Fig.2 Sequence analysis of BoDof5.3 protein in broccoli

Brassica oleracea var. italica 80
Brassica oleracea L. var. botrytis L. |4 80
Brassica rapa 80
Brassica oleracea var. italica FCKSCRRYWTKGGTIRNIEVGGGCRKNKRSTSSATRSIRTTEEEAE SAASEGCECNNEHTLE 160
VR R e RO 24 e B RSVl o 1 NI R DM - CK SCRRYWTKGGTT RNT FVGGGCRKNKRSTSSATRSIRTTFEEAE S =CEGN 160
Brassica rapa 160
Brassica oleracea var. italica 239
Brassica oleracea L. var. botrytis L. |@ 239
Brassica rapa 240
Brassica oleracea var. italica SGRETWTNVNY ITNSGAT, 256
Brassica oleracea L. var. botrytis L. SeNuiniNUNaiNsere 256
Brassica rapa SGRELWINMNYINSGAL 257
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Fig.3 Multiple alignment of amino acid sequences of Dof in broccoli, cauliflower and Chinese cabbage
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