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Daphnia. Nature Communications, 2021, 12, 4306.
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Haemoglobind€mediated response to hypera€thermal stress in the keystone species <i>Daphnia magna</i>.
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reservoirs. Limnology and Oceanography, 2018, 63, 915-926.

Predictability of the impact of multiple stressors on the keystone species Daphnia. Scientific Reports, 3.3 39
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Evolution of thermal tolerance in multifarious environments. Molecular Ecology, 2018, 27, 4529-4541.

Cracking the Code of Biodiversity Responses to Past Climate Change. Trends in Ecology and Evolution, 87 119
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Conserved Transcription Factors Steer Growth-Related Genomic Programs in Daphnia. Genome
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