Non-denatured protein fraction
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Thymidylate kinase Probable ATP-dependent RNA helicase DDX6 GTP:AMP phosphotransferase AK4, mitochondrial
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Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial Dual specificity mitogen-activated protein kinase kinase 2
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Non-denatured protein fraction
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Probable ATP-dependent RNA helicase DDX59
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7-methylguanosine phosphate-specific 5'-nucleotidase
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Influenza virus NS1A-binding protein
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