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Introduction

VISTA is a negative regulator of T-cell and myeloid cell function and is a target for cancer immunotherapy [1-3]. VISTA is highly expressed in tumor-infiltrating leucocytes, particularly within the myeloid lineage. Recent
evidence suggests that tumor cells themselves also express VISTA, exacerbating the immunosuppressive milieu within the tumor microenvironment [4,5]. Determining tumor subtypes that overexpress VISTA can inform the
indication selection for VISTA-targeting agents and design of clinical trials in specific patient populations.

Pathways associated with VISTA expressing tumors

Identification of VISTA protein expression in tumor cells by IHC

Tumor Tvbe Percentage of Cores with VISTA-Low
P Tumor Expression of VISTA
Breast Cancer 4% (15/384)
Colon Cancer 15% (91/597)
Non-Small Cell Lung Cancer 7% (19/254)
Breast Ovarian Cancer 10% (27/275) Differentially Expressed Genes
Triple Negative Breast Cancer 11% (22/196) Associated with VISTA
C. Number of genes = 387
Percentage of Samples with Pathway Enrichment Analysis
o b Tumor Type VISTA Expressing Tumor Cells
V a r I a n . - S . . 4
- Gastric Cancer 8.8% (41/464) Number of enriched pathways = 26
Mesothelioma 96% (25/26)°
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Quantitative immunofluorescence (QIF) of VISTA protein expression was run on cancer tissue microarrays (TMA): breast (n=384), colon °p aoRociaTed paaYs

(n=597), lung (n=254), ovarian (n=275) and triple negative breast (n=196). Tumor compartment was defined by cytokeratin and DAPI staining. Pathway Hyper-Geometric p-value
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ErbB2/ErbB3 signaling events 0.049
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		Tumor Type		Percentage of Cores with Tumor Expression of VISTA		# of Tumor Positive Cores		Total # of Cores		% of Cores which are Tumor Positive

		Breast Cancer		  4% (15/384)		15		384		4%

		Colon Cancer		15% (91/597)		91		597		15%

		Non-Small Cell Lung Cancer		  7% (19/254)		19		254		7%

		Ovarian Cancer		10% (27/275)		27		275		10%

		Triple Negative Breast Cancer		11% (22/196)		22		196		11%
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		Tumor Type		Percentage of Samples with VISTA Expressing Tumor Cells		# of Tumor Positive Cores		Total # of Cores		% of Cores which are Tumor Positive

		Gastric Cancer		  8.8% (41/464)4		15		384		4%

		Mesothelioma		96% (25/26)6		91		597		15%
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