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A Human Interactome in Three Quantitative Dimensions Organized by Stoichiometries and Abundances.

Cell, 2015, 163, 712-723.

A Liquid-to-Solid Phase Transition of the ALS Protein FUS Accelerated by Disease Mutation. Cell, 2015, 98.9 2189
162, 1066-1077. ’ >



20

22

24

26

28

30

32

ARTICLE IF CITATIONS

Accurate Proteome-wide Label-free Quantification by Delayed Normalization and Maximal Peptide Ratio

Extraction, Termed MaxLFQ. Molecular and Cellular Proteomics, 2014, 13, 2513-2526.

Continuous T Cell Receptor Signals Maintain a Functional Regulatory T Cell Pool. Immunity, 2014, 41,
722-736. 14.3 262

A d€ceProteomic Rulerd€sfor Protein Copy Number and Concentration Estimation without Spike-in
Standards. Molecular and Cellular Proteomics, 2014, 13, 3497-3506.

Fractionation profiling: a fast and versatile approach for maning vesicle proteomes and 01 42
proteind€“protein interactions. Molecular Biology of the Cell, 2014, 25, 3178-3194. :

The<i>Caenorhabditis</i> <i>elegans</i>pericentriolar material components SPD-2 and SPD-5 are
monomeric in the cytoplasm before incorporation into the PCM matrix. Molecular Biology of the
Cell, 2014, 25, 2984-2992.

Arole of OCRL in clathrin-coated pit dynamics and uncoating revealed by studies of Lowe syndrome 6.0 o7
cells. ELife, 2014, 3, e02975. )

SILAC-Based Proteomics of Human Primary Endothelial Cell Morphogenesis Unveils Tumor Angiogenic
Markers. Molecular and Cellular Proteomics, 2013, 12, 3599-3611.

A Sf/stematic Mammalian Genetic Interaction Map Reveals Pathways Underlying Ricin Susceptibility. 98.9 339
Cell, 2013, 152, 909-922. :

Proteomic Analysis of Cellular Systems. , 2013, , 3-25.

NKT Cell-TCR Expression Activates Conventional T Cells in Vivo, but Is Largely Dispensable for Mature 56 36
NKT Cell Biology. PLoS Biology, 2013, 11, e1001589. )

Interaction between AP-5 and the hereditary spastic paraplegia proteins SPG11 and SPG15. Molecular
Biology of the Cell, 2013, 24, 2558-2569.

CCDC22 deficiency in humans blunts activation of proinflammatory NF-2B signaling. Journal of Clinical 8.2 101
Investigation, 2013, 123, 2244-2256. :

Decoding Human Cytomegalovirus. Science, 2012, 338, 1088-1093.

Functional Repurposing Revealed by Comparing S.Apombe and S.Acerevisiae Genetic Interactions. Cell, 28.9 154
2012, 149, 1339-1352. :



