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‘Data Brokers’ for help in uploading data
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proofreading. Those whose contributions do not justify authorship may be acknowledged
individually or together as a group under a single heading (e.g. “Clinical Investigators” or
“Participating Investigators”), and their contributions should be specified (e.g., “served as
scientific advisors,” “critically reviewed the study proposal,” “collected data,” “provided and cared

b1

for study patients”, “participated in writing or technical editing of the manuscript”).”

CREDIT: https://casrai.ora/credit/

PEERJ: https://peerj.com/about/policies-and-procedures/#authorship-criteria
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Modern DNA Workshop example: https://pagesperso.univ-brest.fr/~maignien/ebame5.html
Blog post: http://merenlab.org/2020/07/01/dark-side/
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A., Ghensi, P., Collado, M. C., Rice, B. L., DuLong, C., Morgan, X. C., Golden, C. D., Quince, C.,
Huttenhower, C., & Segata, N. (2019). Extensive Unexplored Human Microbiome Diversity
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Reinhard, K., Rattei, T., Boulund, F., Engstrand, L., ... Segata, N. (2019). The Prevotella copri
Complex Comprises Four Distinct Clades Underrepresented in Westernized Populations. Cell
Host & Microbe, 26(5), 666—679.e7. https://doi.org/10.1016/j.chom.2019.08.018

Is coverage variation on mapped genomes/assemblies bad?

http://merenlab.org/2016/12/14/coverage-variation/
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Read extension to gain extra bits of information (Super-reads)

Zimin, A. V., Margais, G., Puiu, D., Roberts, M., Salzberg, S. L., & Yorke, J. A. (2013). The
MaSuRCA genome assembler. Bioinformatics , 29(21), 2669-2677.
https://doi.org/10.1093/bioinformatics/btt476

All about k-mers, potential ideas that can be applied on ancient
metagenomes (i.e. filtering unique k-mers...)

https://khmer-recipes.readthedocs.io/en/latest/

Examples of successful (well published) ancient de-novo assemblies

Brealey, J. C., Leitdo, H. G., van der Valk, T., Xu, W., Bougiouri, K., Dalén, L., & Guschanski, K.
(2020). Dental calculus as a tool to study the evolution of the mammalian oral microbiome.
Molecular Biology and Evolution. https://doi.org/10.1093/molbev/msaai35
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P., Bonham, K., Zolfo, M., De Filippis, F., Magnabosco, C., Bonneau, R., Lusingu, J., Amuasi, J.,
Reinhard, K., Rattei, T., Boulund, F., Engstrand, L., ... Segata, N. (2019). The Prevotella copri
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N., Alt, K. W., Schreiber, S., Tholey, A., ... Krause, J. (2018). Neolithic and Medieval virus
genomes reveal complex evolution of Hepatitis B. eLife, 7. https://doi.org/10.7554/eLife.36666

Martin, M. D., Cappellini, E., Samaniego, J. A., Zepeda, M. L., Campos, P. F., Seguin-Orlando, A.,
Wales, N., Orlando, L., Ho, S. Y. W., Dietrich, F. S., Mieczkowski, P. A., Heitman, J., Willerslev, E.,
Krogh, A., Ristaino, J. B., & Gilbert, M. T. P. (2013). Reconstructing genome evolution in historic
samples of the Irish potato famine pathogen. Nature Communications, 4, 2172.
https://doi.org/10.1038/ncomms3172

Zhou, Z., Lundstrem, I., Tran-Dien, A., Duchéne, S., Alikhan, N.-F., Sergeant, M. J., Langridge, G.,
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