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JAMA Oncology | Original Investigation

Comparison of Biomarker Modalities for Predicting
Response to PD-1/PD-L1 Checkpoint Blockade

A Systematic Review and Meta-analysis

Steve Lu; Julie E. Stein, MD; David L. Rimm, MD, PhD; Daphne W. Wang, MS; J. Michael Bell;
Douglas B. Johnson, MD; Jeffrey A. Sosman, MD; Kurt A. Schalper, MD, PhD; Robert A. Anders, MD, PhD;
Hao Wang, PhD; Clifford Hoyt, MS; Drew M. Pardoll, MD, PhD; Ludmila Danilova, PhD; Janis M. Taube, MD
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6764: Multi-Parametric Comparison of Ultrahigh-Plex Spatial Phenotyping
of Proteins in FFPE Head and Neck Tumor Biopsies

Aditya Pratapa’, Shawn M. Jensen?, Niyati Jhaveri!, Christopher Paustian2, Quyen C. Vu2, Tarsem Moudgil?, Yoshinobu Koguchi?,
Venkatesh Rajamanickam?, Brady Bernard?, Tanisha Christie?, Brian Piening?, Rom S. Leidner?, Oliver Braubach!, Bernard A. Fox2

TAkoya Biosciences, Marlborough, MA; 2Providence Cancer Institute of Oregon, Earle A. Chiles Research Institute, Portland, OR
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Fully Automated Sequential Immunofluorescence (seqlF) for Hyperplex Spatial
Proteomics

Frangois Rivest, Deniz Eroglu, Benjamin Pelz, Joanna Kowal, Alexander Kehren, Maria Giuseppina Procopio,
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Spatial Proteomics
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Spatial Transcriptomics

A Transcript calling (3D)
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@ REVIEW SPATIAL OMICS

The dawn of spatial omics

DARIO BRESSAN . GIORGIA BATTISTONI . AND GREGORY J. HANNON Authors Info & Affiliations

SCIENCE - 4 Aug 2023 - Vol 381, Issue 6657 - DOI: 10.1126/science.abq4964
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nature medicine

Article https://doi.org/101038/s41591-023-02345-0

Intratumoral dendritic cell-CD4' T helper
cellniches enable CDS' T cell differentiation
following PD-1blockadeinhepatocellular
carcinoma
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nature cell biology

Perspective

Advances and prospects for the Human
BioMolecular Atlas Program (HUuBMAP)
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Robust phenotyping of highly multiplexed
tissue imaging data using pixel-level
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