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Arylamine N-acetyltransferase 2 (2PFR_A: gene = NAT2)
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Arylamine N-acetyltransferase 2 (2PFR_A: gene = NAT2)
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Arylamine N-acetyltransferase 2 (2PFR_A: gene = NAT2)
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Vitamin D-binding protein (1IKW2_A: gene = GC)
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Vitamin D-binding protein (1KW2_A: gene
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