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A deep learning model for molecular label transfer that enables cancer cell identification from

histopathology images. Npj Precision Oncology, 2022, 6, 14. 5.4 17
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Single-cell analysis can define distinct evolution of tumor sites in follicular lymphoma. Blood, 2021, 14 48
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Profiling diverse sequence tandem repeats in colorectal cancer reveals co-occurrence of
microsatellite and chromosomal instability involving Chromosome 8. Genome Medicine, 2021, 13, 145.

Characterization of the consensus mucosal microbiome of colorectal cancer. NAR Cancer, 2021, 3, 31 9
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Therapeutic Monitoring of Circulating DNA Mutations in Metastatic Cancer with Personalized Digital
PCR. Journal of Molecular Diagnostics, 2020, 22, 247-261.

Whole genome analysis identifies the association of TP53 genomic deletions with lower survival in

Stage |ll colorectal cancer. Scientific Reports, 2020, 10, 50009. 33 8

CRISPRpic: fast and precise analysis for CRISPR-induced mutations via <u>p</u>refixed <u>i</u>ndex
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Single Cell Analysis of Serial Lymphoma Biopsies Reveals Dynamic Immune Modulation and Predictors

of Response in Patients Undergoing <i>in Situ</i> Vaccination. Blood, 2020, 136, 36-37. 14 1

Comprehensive genomic sequencing of high-grade neuroendocrine neoplasms.. Journal of Clinical
Oncology, 2020, 38, 624-624.
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Gastric Cancer Registry: A comprehensive patient-reported resource for multidisciplinary and
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Targeted short read sequencing and assembly of re-arrangements and candidate gene loci provide
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RNA Transcription and Splicing Errors as a Source of Cancer Frameshift Neoantigens for Vaccines.
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Site to Site Comparison of Follicular Lymphoma Biopsies By Single Cell RNA Sequencing. Blood, 2019, 14 5
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Dynamic Immune Modulation Seen By Single Cell RNA-Sequencing of Serial Lymphoma Biopsies in
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