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Corynebacterium glutamicum
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Carboxylesterase (3.1.1.1) Arthrobacter ramosus
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Disulfide oxidoreductase DsbA Escherichia coli
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Glutamate dehydrogenase (1.4.1.2) Pseudomonas sp. 433-3
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Peroxidase CIA (1.11.1.7) Armoracia rusticana
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Phosphoenolpyruvate synthase
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Saccharomyces cerevisiae
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Talaromyces cellulolyticus

(Acremonium cellulolyticus)
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Acremonium cellulolyticus
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Sphingobacterium siyangense
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Sphingobacterium siyangensis
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Penicillium terrenum

(Eupenicillium terrenum)
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Eupenicillium terrenum
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Penicillium brefeldianum

(Eupenicillium brefeldianum)
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Fupenicillium brefeldianum




