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A 5,000-year-old hunter-gatherer already plagued by Yersinia pestis. Cell Reports, 2021, 35, 109278. 6.4 42
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plague pandemic. Scientific Reports, 2020, 10, 14628.
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Gene-flow from steppe individuals into Cucuteni-Trypillia associated populations indicates
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Two burials in a unique freshwater shell midden: insights into transformations of Stone Age
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High mitochondrial diversity of domesticated goats persisted among Bronze and Iron Age pastoralists 05 19
in the Inner Asian Mountain Corridor. PLoS ONE, 2020, 15, e0233333. ’

Title is missing!. , 2020, 15, e0233333.

Title is missing!., 2020, 15, e0233333. 0



20

22

24

26

28

30

32

34

36

BEN FABIAN KRAUSE-KYORA

ARTICLE IF CITATIONS

Title is missing!. , 2020, 15, e0233333.

Title is missing!., 2020, 15, e0233333. 0

Infectious diseases and Neolithic transformations: Evaluating biological and archaeological proxies
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