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INTRODUCTION RESULTS

Neutrophils form neutrophil extracellular traps (NETs) through 1.Stimulation drives neutrophil chromatin changes 2. Natural factors induce modular requlatory programs
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chemokines, complement fragments, and microbial products. How
these physiologically relevant inflammatory signals remodel neutrophil
chromatin accessibility, and whether these regulatory programs relate
to clinical sepsis states, remains poorly defined.
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15 the modules to inflammatory
1 transcription factor families,

including AP-1 NF-KB, STAT,
0.5 and CEBP-related programs.
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04 (B) Hierarchical clustering of
99 PMA and Combo DARs showed
100 broad remodeling in both condi- 0
101 tions, but with distinct accessibili-
103 ty patterns
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Takeaway: Physiological in-
-0.5 flammatory stimulation engag-
-1 es distinct neutrophil regulato-
ry pathways rather than a
single shared activation state.
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Takeaway: PMA and Combo pro .
duced the strongest responses, -2
but PMA did not fully recapitulate

the Combo response.
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Define how physiologically relevant inflammatory stimulation remodels Variance (%) ©
neutrophil chromatin accessibility in whole blood and determine
whether these accessibility programs correspond to transcriptional 3. NF-linked promoter programs map to sepsis transcriptional states
states associated with sepsis severity. (A) Promoter linked genes from NF re-
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