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ABSTRACT: The aim of the present study was isolation and identification of cellulase producing
fungi from agricultural wastes in Chumphon province. Thirty-five samples were collected for
fungal isolation. Fungi were then grown on Carboxymethylcellulose agar (CMC agar) at 30°C
for 3-7 days to screen the cellulase producing fungi. It found that twenty-two isolates produced
cellulase on CMC agar. The highest hydrolysis capacity on CMC agar examined from the ratio
of clear zone to colony size was obtained from fungal isolate named P19.1. The fungus was
identified by molecular techniques and its nucleotide sequence of internal transcribed spacer
(ITS) was 99% similarity to Penicillium oxalicum . Subsequently, cellulase production was
carried out under solid state fermentation. Agricultural wastes (bagasse, oil palm empty fruit
brunch, coffee grounds, pineapple peel, banana peel, durian peel, rice straw and rice bran) were
used as the sole carbon source with 50% initial moisture content and pH of substrate was adjusted
to 5.0. The result showed that rice bran was the best substrate for cellulase production at 30°C
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for 5 days. In addition, the fungus was cultivated in the same conditions for 10 days to study the
effect of time period on cellulase production (CMCase and FPase). The results showed that the
maximum CMCase activity of 0.67 U/ml and FPase activity of 0.58U/ml were obtained after 4
days and 7 days of cultivation, respectively . The results indicate that Penicillium sp. should be
performed for strain improvement and optimization to enhance cellulase production.

Keywords: Cellulase, Fungi, Rice bran
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Figure 1 Cellulase activity from fungal isolate (P19.1) on CMC agar at 30°C for 7 days
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sequences obtained by NCBI BLAST analysis
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Figure 3 Time period on CMCase and FPase activities from Penicillium sp . cultivated in rice bran
with 50% moisture content and pH 5.0 at 30°C for 10 days
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