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Genetics, 2015, 47, 13-21 363 247

Insights into the evolution of longevity from the bowhead whale genome. Cell Reports, 2015, 10, 112-2210.6

The WAVE regulatory complex links diverse receptors to the actin cytoskeleton. Cell, 2014, 156, 195-20756.2 189

ECOD: an evolutionary classification of protein domains. PLoS Computational Biology, 2014, 10, e100392§

Large-scale determination of previously unsolved protein structures using evolutionary 3
information. ELife, 2015, 4, e09248 9 173

GGDEF domain is homologous to adenylyl cyclase. Proteins: Structure, Function and Bioinformatics,
2001, 42, 210-6

CARF and WYL domains: ligand-binding regulators of prokaryotic defense systems. Frontiers in 3
Genetics, 2014, 5,102 45 1
Beclin 2 functions in autophagy, degradation of G protein-coupled receptors, and metabolism. Cell,

2013, 154, 1085-1099

Protein interaction networks revealed by proteome coevolution. Science, 2019, 365, 185-189 333 112

The Ancient Gamete Fusogen HAP2 Is a Eukaryotic Class Il Fusion Protein. Cell, 2017, 168, 904-915.e10

Marker for type VI secretion system effectors. Proceedings of the National Academy of Sciences of

the United States of America, 2014, 111, 9271-6 115 98

Protein AMPylation by an Evolutionarily Conserved Pseudokinase. Cell, 2018, 175, 809-821.e19

LocNES: a computational tool for locating classical NESs in CRM1 cargo proteins. Bioinformatics,

2015, 31, 1357-65 72 80

A tethered delivery mechanism explains the catalytic action of a microtubule polymerase. ELife,

2014, 3, 03069




(2016-2020)

L Structure, lipid scrambling activity and role in autophagosome formation of ATG9A. Nature 6
35 Structural and Molecular Biology, 2020, 27, 1194-1201 7573

Tiger Swallowtail Genome Reveals Mechanisms for Speciation and Caterpillar Chemical Defense.
Cell Reports, 2015, 10, 910-919

Nuclear genomes distinguish cryptic species suggested by their DNA barcodes and ecology.

0 Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 8313-8318 L5 64

The subunit interfaces of oligomeric enzymes are conserved to a similar extent to the overall
protein sequences. Protein Science, 1994, 3, 2455-8

Pet10p is a yeast perilipin that stabilizes lipid droplets and promotes their assembly. Journal of Cell

31 Biology, 2017, 216, 3199-3217 73 61

Evaluation of free modeling targets in CASP11 and ROLL. Proteins: Structure, Function and
Bioinformatics, 2016, 84 Suppl 1, 51-66

Acute Hepatopancreatic Necrosis Disease-Causing Vibrio parahaemolyticus Strains Maintain an
129  Antibacterial Type VI Secretion System with Versatile Effector Repertoires. Applied and 48 51
Environmental Microbiology, 2017, 83,

Computed structures of core eukaryotic protein complexes. Science, 2021, 374, eabm4805
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RUVBL1/RUVBL2 ATPase Activity Drives PAQosome Maturation, DNA Replication and

81 Radioresistance in Lung Cancer. Cell Chemical Biology, 2020, 27, 105-121.e14

82 14
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