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Abstract

In this study, DFR gene was isolated from petal of Curcuma alismatifolia
Gagnep. using RT-PCR technique. Electrophoresis analyses revealed that 2 DFR genes
were isolated at 500 bp and 850 bp. After sequencing and comparison to Genbank
database , the 500 bp fragment showed high identity to DFR gene from Lilium
speciosum at 65 and 96 percent of Amino acid and Nucleic acid respectively. Whereas
the 850 bp fragment similar to DFR gene from Anthuriurn andraeanum. Amino acid
identity was 96 percent and nucleic acid identity was 98 percent.

In part of transformation, Agrobacterium tumefaciens strain AGLO harboring
the binary vector pSCV1.6, pBI121, pCAMBIA1303 and pCAMBIA1304 carrying the uidA
gene encoding GUS activity were chosen to transform into plant tissues of C. alismatifolia
Gagnep., Petunia axillaris and Nicotiana tabacum. The transgenic plants were analtyzed
by detection of histochemical b-giucuronidase (GUS) activity and Polymerase Chain
Reaction (PCR). The explants of transformation, C. alismatifolia Gagnep at 7 months, P.
axiltaris and N. tabacum at 3 months were detected for GUS expression. In case of C.
alismatlifolia Gagnep.', only pSCV1.6 was detected in Curcuma 's tissues and regenerated
on selective media. While, both pSCV1.6 and pBI121 were found in tissues of P. axillaris
and N. tabacum. The efficiency of transformation by GUS expression detection was 0.83
percent for the Curcuma shoots. The explants of P. axiffaris and N. fabacum were

transformed with pSCV1.6 and showed GUS positive at 23 percent and 21 percent



o

respectively. Whereas, the explants of P. axillaris and N. tabacum present in 13 percent
and 5 percent respectively when transformed with pBI1121.

The DFR gene (850bp) was constructed in pBI121 and transformed into
retarded shoot of C. alismatifolia Gagnep., P. axillaris and N. tabacum by A. tumefaciens
strain AGLQO. Transgenic plants were analyzed by GUS assay and Polymerase Chain
Reaction (PCR). After 5 months in tissue culture, the shoots on selective media were
detected and the efficiency of transformation was 5 percent. Furthermore, the explants of
P. axillaris and N. tabacum were transformed by the pBi121 harbouring DFR gene and
transgenic plants were analyzed after 3 months. The efficiency was 25 and 23 percents
of GUS assay respectively. Moreover PCR technique reveal the positive bands of GUS

gene and 35S promoter.





