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Structural insights into the Ca2+-dependent gating of the human mitochondrial calcium uniporter.
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Structural mechanisms of phospholipid activation of the human TPC2 channel. ELife, 2019, 8, .
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different ligands. ELife, 2019, 8, .
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Structural insights into the voltage and phospholipid activation of the mammalian TPC1 channel.
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Cryo-EM structure of the adenosine A2A receptor coupled to an engineered heterotrimeric G protein. 0.8 219
ELife, 2018, 7, . ’

Cryo-EM structure of a fungal mitochondrial calcium uniporter. Nature, 2018, 559, 570-574.

Mechanistic insi%hts into caspase-9 activation by the structure of the apoptosome holoenzyme. 2.3 o5
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Structure of a spliceosome remodelled for exon ligation. Nature, 2017, 542, 377-380.
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Mefloquine targets the Plasmodium falciparum 80S ribosome to inhibit protein synthesis. Nature 5.9 128
Microbiology, 2017, 2, 17031. ’
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Structure of mammalian endolysosomal TRPML1 channel in nanodiscs. Nature, 2017, 550, 415-418.
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Structure of the apoptosome: mechanistic insights into activation of an initiator caspase from

<i>Drosophila</i>. Genes and Development, 2015, 29, 277-287. 27 55
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Three-dimensional structure of human i3-secretase. Nature, 2014, 512, 166-170.
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