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function description Sample01 Sample02 Sample03 Sample04

EC:1.1.1.1 Alcohol dehydrogenase 26347 37805 2896 47988
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EC:1.1.1.108 Carnitine 3-dehydrogenase 35 344 18 0

EC:1.1.1.11 D-arabinitol 4-dehydrogenase 2.2 109 0 111

EC:1.1.1.125 2-deoxy-D-gluconate 3-dehydrogenase 1737.1 585.62 174.63 811.14

EC:1.1.1.130 3-dehydro-L-gulonate 2-dehydrogenase 30.8 31.17 72.03 142

EC:1.1.1.132 GDP-mannose 6-dehydrogenase 44.4 0 7.8 1464.6
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