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Additional files Fig. 1 Karyotype change of LPS-treated neutrophils were
observed by Laser scanning confocal microscopy (LSCM). Neutrophils from
mouse bone marrow were incubated in the presence and absence of LPS. LSCM
showed changes in the neutrophil karyotype after 12 hours.
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Additional files Fig. 2 Expression of PD-L1 in different co-culture conditions. PD-L1
expression of neutrophil under different stimuli were detected by flow cytometry. LPS (1ug/ml), IL-
1B (0.25, 2.5, 10ng/ml), HMG1(0.25, 2.5, 10ng/ml), G-CSF (0.25, 2.5, 10ng/ml), and IL-4 (0.15,
1.5, 10ng/ml) stimulated the neutrophils.
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Additional files Fig. 3 Gene chip analysis of neutrophils after LPS intervention. Heat map
shows the most differentially variable genes in control and LPS(0.5h, 1h, 4h) groups (left). Bar plot
showing PD-L1 expression in neutrophils (right). ***p <0.001 and ****p <0.0001 compared with
control group, Data are mean = SEM (Student’s t test).
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Additional files Fig. 4 The expression of marker genes for the different sub-clusters. (A)

Violin plot showing normalized expression of marker genes for the different sub-clusters. (B)

Representation of PD-L1 gene and MHC- I

components expression plotted as a function of

pseudotime. (C) UMAP plots showing expression of PD-L1 in the subclusters. (D) Bar plot showing
the proportions of neutrophils expressing PD-L1 and MHC- Il components (H2-Abl, H2-Ob, H2-

Ebl) in each clusters.
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Additional files Fig. 5 Two-dimensional spatial distribution among neutrophils and
lymphocytes. (A-B) Spatial distance between neutrophils and T lymphocytes. The cells were
presented by dots with different colours. (C) The definition of nearest neighbor relationships
between neutrophils and different lymphocytes. The cells were presented by dots with different

colours.
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Additional files Fig. 6 PD-L1 expression in lung and bone morrow at different sepsis stages.
One day and four days after CLP, the expression of PD-L1 on the surface of neutrophils was detected
by flow cytometry. *p < 0.05 and **p < 0. 01 compared with control group, Data are mean = SEM

(Student’s t test).



