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Figure 1. Growth of filamentous fungi during coca bean fermentation.
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Figure 2. Growth of Mucor irregularis and Penicillium steckii during coca bean

fermentation.
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Figure 3. Growth of Choanephora cucurbitarum and Trichoderma lixii during coca

bean fermentation.

#
#
120 ¢ —e— Candida sp.
—{— Candida nivariensis
—&— Saccharomyces cerevisiae

100 F
S
5 80 F
(=)
<
E
5 60 F
G
2
§ 40
[3)
[

20 F

0 = =
0 24 48 72 96 120 144

Time of fermentation (h)

it
Figure 4. Growth of Candida sp., Candida nivariensis and Saccharomyces cerevisiae

during coca bean fermentation.
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Figure 5. Growth of Hanseniaspora sp. and Pichia kluyveri during coca bean

fermentation.
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Figure 6. Growth of acetic acid bacteria and lactic acid bacteria during coca bean

fermentation.
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Figure 7. Growth of Enterobacter sp. and Pantoea sp. during coca bean fermentation.
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