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IGV-001 is a novel immunotherapy that combines irradiated, patient-
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Cytokines in sera were assayed from the day of treatment (0d), 14,

28, 42, and 150d post-treatment. Cytokines quantified included IL-1B, Fig. 2: Median IL-8 Time Course by Outcome Fig. 3: Classification Decision Tree Model
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. L - . . =15
binary variable in the predictive algorithm. An overall survival cutoff g » (GBM-associated cytokines IL-8, IL-5, IL-6, and IL-13 are
. . o : : , O) i

point of 21.9 months was used to dichotomize ‘good’ vs. ‘poor &10 L-8 Day 42 key immune-correlates of patient outcome in 1GV-001

outcomes. MATLAB® Classification Learner was used to train an 5 treated patients. These cytokines are known to correlate

1 : . 9 " " " . —I

optimized free” predictive model with a sub-population of = with tumor burden or prognosis, validating the utility of our

samples. The trained model was subsequently used to predict S \/. model.

survival classification for all patients based on cytokine and clinical » Further inclusion of data from new patients from an

data inputs. 0— | | PR ' - - ming Phase b (ClinicalTrial dentifier
0 14 28 42 150 Fig. 5: Patient Outcome upcoming ase (ClinicalTrials.gov entifier:

Resuts Days Classification NCT04485949) will be utiized to strengthen the model’

IL-8 sera analysis showed predictive potential discerning good vs.

predictive capabilities and the potential identification of

Fig. 4: Predictor Importance Analysis

poor outcomes (Fig. 1). Median IL-8 sera concentrations from good patient populations most likely to benefit from IGV-001
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correct classification of patient’s actual clinical outcomes (Fig. 9).
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