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INntroguction Results

Immune checkpoint inhibitors (ICls) have transformed cancer
care, but predicting which patients benefit remains a critical
unmet need!?
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A. Of the 163 patient specimens eligible for inclusion in the training set, 87% (n = 142) passed quality control
metrics and 124 were used for model development with the remainder withheld for validation. Tier 1 Validation
dataset = patients whose in vivo ICl treatment fully matched to ex vivo treatment and patients with a partial
treatment match who experienced disease progression. Tier 2 validation = specimens with a predicted ex vivo
response to ICl in patients who received ICl in combination with another therapy and had a clinical response.
Notably, the development of the elive index did not use clinical response, and the Tier 1 and Tier 2 Validation
datasets were combined into a Validation Cohort. B. Table showing patient demographics. Percentages may
not sum to 100 due to rounding.

A. Box plot of elive index—predicted ICI response and ICI biomarker status for all patients in the analysis set
with both data points. B. Stacked bar plot showing the percentage of patients classified as predicted
responders or nonresponders by the elive index, stratified by clinical biomarker status (ICl
biomarker—positive vs IClI biomarker—-negative) for all evaluable data (n= 82). C. Distribution of ICl- vs
non—ICl-treated patients among elive index—classified responders and nonresponders for all data where
treatment is confirmed (n = 75).
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Assess cytokine
response ex vivo

Using routine pretreatment tumor
bilopsy specimens, the elive platform
shows high concordance (>90%) with
clinical response to ICI| therapy
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Future Directions

Prospective clinical trials are
underway and will further define

the accuracy of the elive platform In
specific ICl therapy indications.
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IFN-y 4.7 0.74 0.97
CCL22 3.2 0.54 0.97
CXCL10 2.8 0.74 0.93
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A. Heatmap shows z-scores of cytokine measurements across patient samples (n = 186 samples from 124 A. elive index and accompanying clinical response for specimens and patients in Validation Cohort.
patient tumors) following ex vivo IC| treatment, with hierarchical clustering identifying a response cluster B. Progression-free survival (PFS) from the time of ICI initiation, comparing elive predicted responders with
comprising 25% of patients (n = 38 samples from 31 patient tumors) and a nonresponse cluster (N = 148 nonresponders. Median PFS for nonresponders was 2.7 months; median PFS for responders was not reached.
samples from 93 patient tumors). Heatmap color reflects modified z-scores of the delta in cytokine C. Swimmer plot showing time to progression and clinical course for each patient, stratified by predicted
production rates between the ICl and IgG treatment phases. B. Table of cytokines included in the elive index responders and nonresponders. Symbols denote best overall response. CR = complete response, pCR =
listing normalized threshold values and corresponding weights as well as sensitivity and specificity metrics complete pathological response, PR = partial response, SD = stable disease, and PD = progressive disease.
describing each analyte's ability to distinguish between response and nonresponse clusters. C. AUROC Tumor types:. BL, bladder; BR, breast; EN, endometrial; ES, esophageal; HN, head and neck; KD, kidney; LI, liver;
demonstrating the performance of the elive index In predicting sample classification (response vs LU, lung; SK, skin. *<6 months SD; tTier 2 Validation ICI combinations.
nonresponse clusters) within the heatmap.

Biopsies were cut into LTFs, encapsulated in hydrogel, and
treated sequentially with IgG antibody followed by ICI (a
PD-[L]1 with or without aCTLA-4).
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Cytokine production was assessed by a multiplexed

bead-based immunoassay at multiple time points during
ex VIvo treatment.
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Using recelver operating characteristic and precision recall
analyses, we identified 8 predictive cytokines (including
IEN-y, granzyme B, and CXCLI10), which were used to
develop the elive index to assess cytokine response to ex
vivo ICl treatment.




