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Nature Communications, 2017, 8, 15058.

Quantification of HER2 and estrogen receptor heterogeneity in breast cancer by single-molecule RNA

fluorescence in situ hybridization. Oncotarget, 2017, 8, 18680-18698. 18 24

Massive and parallel expression profiling using microarrayed single-cell sequencing. Nature
Communications, 2016, 7, 13182.

Integrated genome and transcriptome sequencing of the same cell. Nature Biotechnology, 2015, 33, 1
285-289. e 489

Genome-wide Maps of Nuclear Lamina Interactions in Single Human Cells. Cell, 2015, 163, 134-147.

Spatially resolved transcriptomics and beyond. Nature Reviews Genetics, 2015, 16, 57-66. 16.3 406

FuseFISH: Robust Detection of Transcribed Gene Fusions in Single Cells. Cell Reports, 2014, 6, 18-23.

A versatile genome-scale PCR-based pipeline for high-definition DNA FISH. Nature Methods, 2013, 10, 19.0 66
122-124. .

Nucleotide-resolution DNA double-strand break mapping by next-generation sequencing. Nature
Methods, 2013, 10, 361-365.

Role of UbL Family Modifiers and Their Binding Proteins in Cell Signaling. Methods in Molecular 0.9 o
Biology, 2012, 832, 163-171. :

Breaks Labeling in situ and sequencing (BLISS). Protocol Exchange, O, , .

iFISH:a publically available resource enabling versatile DNA FISH to study genome architecture.

Protocol Exchange, O, , . 0.3 3

An Organ-Wide Gene Expression Atlas of the Developing Human Heart. SSRN Electronic Journal, O, , .




