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INTRODUCTION RESULTS

Immune effector cells in the tumor microenvironment

(TME), including CD8* T cells and NK cells, are We initially profiled 15 bone marrow samples on
dysfunctional the nCounter® platform from NanoString

Technologies (Seattle, WA) and we used machine

Strategies to enhance NK-cell activity prior to learning (LASSO regularized regression) to select
adoptive transfer into patients with AML have yielded a parsimonious gene set that correlated with

inconsistent clinical benefit response to NK cells (Fig. 1).
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WU-NK-101 are activated to promote a cytokine- showed a higher frequency of both innate and

induced memory-like gene expression profile, adaptive immune cells in responders (Fig. 2B).
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CONCLUSIONS

An 8-gene tumor microenvironment immune
signature showed excellent predictive ability for
response to CIML-NKs
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Cell phenotypes were evaluated using flow and mass engraftment at 24 hours averaged 16.5% in our Non-responders (n =
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Protein expression was studied using mass transfer (Fig. 6). |
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Cell trafficking to the TME was measured by tracking
responders. Scores were calculated using sSGSEA and the IOBR R package. BL receive a single cycle of treatment in a 28-day DLT period. Pts can receive up to 4 cycles of treatment,
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ﬂuorescently_labeled WU-NK-101 cells in NSG mouse presented N Flg . = baseline bone marrow samples; OT = on-treatment BM samples, collected on depending on response, during cohort expansion. Inclusion criteria: primary or secondary AML (except Todd Fehniger tfehnige@wustl.edu
tumors day 14 and/or 28 after CIML-NK infusion. APL) who have failed or recurred post-standard of care therapy, including HSCT. ' “
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A study evaluating WU-NK-101 in R/R AML will R o4 | Fig. 7. Study schema for phase 1 study of WU-NK-101 in patients with R/R AML (NCT #05470140). Address all correspondence to:
Cycle of treatment comprises of 3 weekly doses of WU-NK-101 per dose level (300-1,800 million cells

start enrollment in Q1 -2023. The Study deSign IS Fig. 3. Metabolism-related gene expression signatures in responders and non- flat dose) supported with IL-2 1MIU/m?2 qOD, following Flu/Cy conditioning. Dose escalation pts will SergiO Rutella SerQiO.rUte” a@ntu_ ac.uk and/or
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