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Abstract

The aims of this study were to investigate the biodiversity and functional
distribution of macrofungi within the Plant Genetic Conservation Area of Rambhai Barni
Rajabhat University, Chanthaburi Province, Thailand, and to identify the macrofungi by
sequence analysis of their internal transcribed spacer (ITS) regions. One hundred and
eighty-five macrofungi samples were collected from the survey routes in 2021. The
macrofungi  with different morphologies were selected to perform molecular
identification by sequence analysis of ITS. A total of 41 samples of representative
macrofungi were classified into 2 phyla, 5 classes, 11 orders, 21 families, and 34 genera.
The macrofungi were found to be in the phylum Basidiomycota (35 taxa, 85.4%), the
family Polyporaceae (10 taxa, 24.4%), and Microporus xanthopus was the most
frequently found species in every month of samples collection. Their role in the
ecosystem was saprotroph (40 taxa, 97. 6%), symbiotroph (7 taxa, 17. 0%), and
pathotroph (4 taxa, 9.8%). In addition, there was no published information about the
edibility of many of the macrofungi (29 taxa, 70.7%); however, some edible (8 taxa,
19.5%) and poisonous macrofungi (4 taxa, 9.8%) had previously been reported.
Interestingly, some macrofungi samples need more investigation for further

identification, and additional genes may be required for the study.
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