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Dihydrofolate reductase (1.5.1.3)
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Endonuclease V (3.1.21.7)

Y—ErT-RUTAT
Thermotoga maritima.

FEERIKREER
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[Fructosyl-amino acid oxidase (1.5.3.-)
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Coniochaeta sp. NISL9330
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Fructosyl-amino acid oxidase (1.5.3.-)
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Corynebacterium sp. 2-4-1
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Fructosyl-amino acid oxidase (1.5.3.-)
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[Fructosyl-amino acid oxidase (1.5.3.-).
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Galactose 1-phosphate uridylyltransferase (2.7.7.10)
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Talaromyces pinophilus (Penicillium pinophilum) ..
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Endo-1,4- B -D-glucanase (3.2.1.4)
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Glucokinase (2.7.1.2)
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Glucose dehydrogenase (1.1.1.47)
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Geobacillus stearothermophilus (Bacillus stearothermophilus)
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