CHAPTER VI

CONCLUSIONS
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also fits quite well with the conventionally sectional classification using easily observable
characters like seed appendages. An existence of the two major clades in

Aeschynanthus suggests that the genus may be divided into two natural subgenera.
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Unfortunately, lacks of morphological information about testa-cell orientation and
geographical distribution of some Aeschynanthus species provided by RBGE have
limited a deeper discussion on their subgeneric classification. Nevertheless, molecular
phylogenetic study has successfully proved to be useful for cultivated and wild

Aeschynanthus identification.
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also shown its usefulness on wild sample identification. For seven wild Aeschynanthus
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tested in this experiment, all of them were molecularly identified to be A. hildebrandii

though having little differences in leaf characteristics possibly caused by different the

environment between the two areas.
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On the quest to gather ‘evidences to judge whether A. =2ndersonii, A.
hildebrandii (19991628) and A. humilis are actually a synonyme of the same species,
the phylogenetic analyses and RAPD experiment have been performed. The molecular
genetic result suggested that A. andersonii was virtually the same taxon as A. humilis

whereas A. hildebrandii was genetically little different from the other two. Furthermore,

cytological evidences consid bers of these three problematic

species also suggested in : esult. All three Aeschynanthus
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picture of] chromosomal relationships among these three Aeschynanthus taxa. In
conclusion, treating A. andersonii and A. humilis as the same species has been strongly
suggested, although more further study either on RAPD analysis or using other genes

from different genome to confirm this conclusion is very welcome.
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