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Supplementary figure legends 

Supplementary figure 1 Kinetic expression of neutrophils and CD177 mRNA in 

intestinal mucosa from Rag-1


 mice reconstituted with CBir1 Tg CD4
+
 T cells. 

Rag-1


 mice were reconstituted i.v. with CBir1 Tg CD4
+
 T cells (5 × 10

5
/mouse) as 

indicated, and these recipient mice were sacrificed at different time points (0, 1, 2, 4 

weeks). (A) Percentages of Ly6G
+
CD11b

+ 
neutrophils and CD4

+
 T cells in the LP 

were detected by flow cytometry. (B) Expression of CD177 mRNA in bone marrow 

cells and colonic tissues was examined by qRT-PCR and normalized to GAPDH. 

*p<0.05, **p<0.01 versus data at week 0. Representative results are shown from 3 

independent experiments. 

 

Supplementary Figure 2 Differences in morphology between CD177
+
 and CD177


 

neutrophils. (A) CD177
+
 and CD177


 neutrophils were isolated from peripheral blood 

of healthy donors (n=8) using immunomagnetic beads, and the purity was examined 

by flow cytometry. (B) Cell smears of CD177
+
 and CD177


 neutrophils were stained 

with Giemsa staining (×400). (C) Images of CD177
+
 and CD177

−
 neutrophils 

transmission electron microscopy. Data are pooled from 3 independent experiments. 

 

Supplementary Figure 3 Differential gene expression between CD177
+
 and CD177


 

neutrophils. CD177
+
 and CD177


 neutrophils were isolated from peripheral blood of 

patients with IBD and healthy donors using immunomagnetic beads. Differential gene 

expression in CD177
+
 and CD177


 subsets was examined by RNA sequencing in HC 
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(A, n=4), patients with A-CD (B, n=3) and A-UC (C, n=3).  

 

Supplementary Figure 4 Differential gene profiles of CD177
+
 neutrophils between 

IBD patients and healthy controls. As shown in figure 2, highly purified CD177
+
 and 

CD177

 neutrophils were isolated from peripheral blood of patients with IBD and 

healthy donors using immunomagnetic beads, and used to detect transcriptome 

differences by RNA sequencing. Differentially expressed genes in CD177
+
 

neutrophils between IBD patients and healthy controls (HC) were compared. Pathway 

analysis of differential gene expression (fold change > 2.0) in CD177
+
 neutrophils 

between HC and A-CD (A), between HC and A-UC (B), and between A-CD and 

A-UC (C) is shown. 

 

Supplementary Figure 5 mRNA expression of cytokines in colon tissues from 

DSS-induced WT and CD177


 mice. Colon tissues were obtained from DSS-induced 

colitis mice (n=12), and total RNA was extracted to detect mRNA levels of different 

cytokines by qRT-PCR. *p<0.05, **p<0.01. 

 

Supplementary Figure 6 Cytokines production in colon tissues from DSS-induced 

WT and CD177


 mice. Colon tissues were obtained from DSS-induced colitis mice 

(n=12), and then cultured at 37℃  humidified 5% CO2 incubator for 24 h. 

Supernatants were collected to determine cytokines production by ELISA. *p<0.05, 

**p<0.01. 
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Supplementary Figure 7 Profiles of T cells and B cells in WT and CD177


 mice. 

DSS-induced colitis model was induced in WT and CD177


 mice as described in 

figure 5. (A) Frequency of CD3
+
 cells and B220

+
 cells in LPMCs were analysed by 

flow cytometry. (B) Percentage of CD3
+
 cells in LPMCs was shown in the bar. (C) 

Percentage of B220
+
 cells in LPMCs was shown in the bar. (D) Frequency of CD4

+
 

cells and CD8
+
 cells in CD3

+ 
cells were analysed by flow cytometry. (E) Percentage 

of CD4
+
CD3

+ 
cells in LPMCs was shown in the bar. (F) Percentage of CD8

+
CD3

+ 

cells in LPMCs was shown in the bar. Data are pooled from 3 independent 

experiments. 

 

Supplementary Figure 8 Differences of microbial abundance between DSS-induced 

WT and CD177


 mice. The feces were collected from WT and CD177
 

mice with 

(n=4 in each group) or without DSS-induced colitis (n=3 in each group), and used to 

detect microbial communities by high-throughput 16S rDNA gene sequencing. (A) 

Rank-abundance distribution curve was analysed in the fecal samples from WT and 

CD177


 mice. (B, C) PCoA based on main bacterial microbiota between WT and 

CD177


mice. 

 

Supplementary Figure 9 CD177
+
 neutrophils produce high levels of IL-22. (A) As 

shown in figure 6C, neutrophils (2 × 10
6
) isolated from the bone marrow of WT (n=12) 

and CD177


(n=12) mice with or without DSS insult were stimulated with LPS (200 
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ng/mL) for 2 h, IL-23 (10 ng/mL) for further 4 h. Expression of IL-22 was determined 

by flow cytometry, percentage of IL-22
+
 neutrophils in bone marrow was shown in 

the bar. **p<0.01. (B) LPMCs were isolated from the colon from WT and CD177


 

mice with or without DSS insult, and cultured with IL-23 (10 ng/mL) overnight. After 

the stimulation with IL-23, LPMCs (2 × 10
6
) were then stimulated with PMA (50 

ng/mL) and ionomycin (750 ng/mL) for 5 h. Brefeldin A (3 μg/mL) was added into 

the culture medium for the last 3 h. Expression of IL-22
+
 in ILCs (B) and CD4

+
 T 

cells (D) was determined by flow cytometry. (C) Percentage of IL-22
+
 cells in ILCs 

was shown in the bar. (E) Percentage of IL-22
+
 cells in CD4

+
 T cells was shown in the 

bar. Representative results are shown from 3 independent experiments. 

 






















