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The gastric pathogen Helicobacter pylori has been associated with anatomically 

modern humans for at least 100,000 years and it is currently infecting more than half of the 

world population. Due to a high mutation and recombination rate, H. pylori strains show a 

clear phylogeographic signal and a pattern of genetic diversity that mirrors the one of their 

hosts. While H. pylori strains from Africa, Europe and Southeast Asia have been 

thoroughly investigated, sequences from northern Asia have yet to be reported. Here we 

analyze 400 new H. pylori sequences from 16 Siberian populations characterized by 

different lifestyles and spoken languages. Once this data was considered in a worldwide 

context we discovered several unrecognized strains: Siberia1, Siberia2, Ket and Altai. We 

also report a more than 100 new hpAmerind sequences, that for the first time have been 

found outside America, thusexpanding the known distribution of this strain to Northeast 

Siberia and Western Eurasia. We explicitly simulated different demographic scenarios, 

developed to explain the origin of the new strains, employing an Approximate Bayesian 

computation framework. Our results highlighted a recent origin for all of the newly 

identified strains, and their current distribution supported the hypothesis of a late 

recolonization of Siberia by humans following the LGM. 
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Our understanding of the evolutionary pattern followed by our own genus greatly 

changed in the last decades. Based on the evaluation of a fossil record that is much richer 

than before and diluted along the entire Pleistocene, it is now viewed as a bushy tree 

(according to the renowned S.J. Gould’s prediction). Frequent dispersals across Africa and 

Eurasia as well as the isolation of small groups in eco-geographical refuges both played 

crucial roles for regional adaptation processes, combined with genetic drift effects and 

population admixture, either at the intra-specific or inter-specific level. This pattern is not 

at all in contrast with the available archaeological signals and with the molecular evidence. 

In this framework, the time window bracketed between 1.0 million years ago and 500 

thousand years ago is of crucial importance for the emergence of a now well known – at 

least better than before – polymorphic species, Homo heidelbergensis, which emerged in 

this period, then spread across wide areas of Africa and Eurasia, diversifying in a number 

of incipient species (i.e., subspecies), and was ultimately ancestral to Neanderthals, modern 

humans, and the so-called Denisovans. 
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The extent of the relative contributions of migration, admixture, and cultural 

transmission in the European Neolithic is a source of ongoing debate. Ancient DNA from 

the populations directly involved provides new information about this old question. We 

report new genome-wide ancient DNA data from 204 individuals–65 Paleolithic and 

Mesolithic, 93 Neolithic, and 46 Copper, Bronze and Iron Age–who lived in southeastern 

Europe and surrounding regions between about 12,000 and 500 BCE. This region is critical 

because it is the place where migrating Farmers first encountered and interacted with the 

indigenous hunter-gatherers of Europe.  

 

With our new data, we are able to investigate the dynamics of this interaction at fine scale. 

In particular, we demonstrate that the mesolithic populations of Southeastern Europe, the 

Baltic, and the North Pontic Steppe were distinct from those of Western Europe, with a 

West-East cline of ancestry. We show that the people who brought farming to Europe were 

not a single homogeneous population, as early farmers from southern Greece are not 

directly descended from the Neolithic population of northwestern Anatolia that was 

ancestral to all other European farmers. We also show that some groups of farmers in the 

region mixed extensively with local hunter-gatherers, with relatively sex-balanced 

admixture compared to the male-biased hunter-gatherer admixture that prevailed later in the 

North and West.  

 

Finally, we show that there was contact between the Steppe and the Balkans during the 

Chalcolithic, and Bronze Age, but without the large-scale and dramatic Steppe migrations 

found in Northern Europe. These results show the power of ancient DNA to reveal fine-

scale population changes as well as dramatic shifts.  

 

A full list of authors and affiliations can be found at 

http://www.biorxiv.org/content/early/2017/05/30/135616 
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Observable patterns of cultural variation are consistently intertwined with demic 

movements, cultural diffusion, and adaptation to different ecological contexts. For the first 

time, we make use of worldwide whole-genome sequences to assess the impact of 

processes involving population movement and replacement on cultural diversity, focusing 

on the variability observed in folktale traditions (N=596) in Eurasia. We find that a model 

of cultural diffusion predicted by Isolation by Distance alone is not sufficient to explain the 

observed patterns, especially at small spatial scales (up to ~4000 km). We provide an 

empirical approach to infer presence and impact of ethnolinguistic barriers preventing the 

unbiased transmission of both genetic and cultural information. After correcting for the 

effect of ethnolinguistic boundaries we find that, of the alternative models we propose, the 

one entailing cultural diffusion biased by linguistic differences is the most plausible one. 

Additionally, we identify 15 tales which are more likely to be predominantly transmitted 

through population movement and replacement, and locate putative focal areas for a set of 

tales which are spread worldwide.  
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Anthropology is the study of humans, but until recently anthropologists rarely 

considered the native microbes and viruses that inhabit our bodies – our microbiome. This 

is surprising because from a genetic perspective we are more than 99% microbial: our 

bacterial cells outnumber our human cells by at least 2:1, our bacterial genes outnumber our 

human genes by at least 150:1, and at least 8% of the human genome is actually viral. Our 

native microorganisms interface with our biology and culture to influence our health, 

behavior, and quality of life, and yet we know very little about the origin, evolution, or 

ecology of the trillions of microorganisms that call us home. Advances in genomic 

technologies are opening up dramatic new opportunities in the field of anthropological 

microbiology, allowing us to investigate the complex and diverse microbial communities 

that have long inhabited our human bodies. This talk discusses how emerging research on 

the human microbiome is impacting how we investigate the human past and changing how 

we understand what it means to be human today.  

 

 

 

 

 

 

 

 

 

 

 

 


