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Neglected Tropical Diseases, 2021, 15, e0009232. 3.1 22

56 Altered Gut Microbial Metabolism of Essential Nutrients in Primary Sclerosing Cholangitis.
Gastroenterology, 2021, 160, 1784-1798.e0. 1.0 114

57 Primate phageomes are structured by superhost phylogeny and environment. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 7.6 23

58 Genome-wide analysis of 944 133 individuals provides insights into the etiology of haemorrhoidal
disease. Gut, 2021, 70, 1538-1549. 21.2 35

59 Identification of two novel bullous pemphigoid- associated alleles, HLA-DQA1*05:05 and -DRB1*07:01, in
Germans. Orphanet Journal of Rare Diseases, 2021, 16, . 3.2 21

60 Mass burial genomics reveals outbreak of enteric paratyphoid fever in the Late Medieval trade city
LÃ¼beck. IScience, 2021, 24, 102419. 3.6 17

61 Effect of various weight loss interventions on serum NT-proBNP concentration in severe obese
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