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147
Darstellung von 2-Amino-1.3.2Î»3(Î»5)-dioxaphospholanen / Synthesis of 2-Amino-1,3,2Î»3
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Clostridioides difficile. PLoS ONE, 2021, 16, e0244988. 2.5 13
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175
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0.8 11

182
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218 1.6 Ã… structure of an NAD+-dependent quinate dehydrogenase fromCorynebacterium glutamicum. Acta
Crystallographica Section D: Biological Crystallography, 2008, 64, 803-809. 2.5 7
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