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Abstract

Differential gene expression was studied in five different flower color groups of three
Spathoglottis species, S. affinis yellow flower, S. plicata purple, pink and white flower and S.
petri magenta flower. Differential display reverse transcription-polymerase chain reaction
(DDRT-PCR) technique was used to study gene expression in sepal and petal at 3 different stages.
The flower development period was divided as follows: flower bud, half opened flower and full
bloom flower. In combination with dT,,VG primer, fifty-eight primers were screened and only 3
primers, OPD16, OPF14 and OPAB19, were able to amplify DNA marker associated with flower
characteristics. Nine specific bands were identified. Nucleotide sequences of selected bands were
similar to Sorghum bicolor hypothetical protein, Zea mays tousled-like kinase 2, Oryza sativa
Japonica Group 0s03g0113500 (0s03g0113500) mRNA and Plasmodium yoelii yoelii str.

17XNL chloroquine resistance marker protein (PY02945) partial mRNA.



