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Fig. S1. Auto-immune disorders in Foxp3¢re; Ube2mttl: Ube2ffl mice

(A) Total cell numbers In peripheral lymph nodes and spleen

from Foxp3©" and Foxp3©re;Ube2m:Ube2f mice (p19-21, n=5).

(B) CD4*/CD8* ratios in peripheral lymph nodes from Foxp3‘*® and
Foxp3Cre;Ube2mi:Ube2f"! mice (p19-21, n=5).

(C) The proportion of CD44MNCD62L'" effector/memory cells among
Tcon cells in peripheral lymph nodes from Foxp3‘® and
Foxp3Cre;Ube2mi:Ube2f" mice (p19-21, n=5).
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Fig. S2. Transcriptional alterations in Ube2m&Ube2f-deficient Treg

cells

(A) Transcriptional profiling revealed dramatic decreased levels of

Ube2m and Ube2f in Ube2m&Ube2f-deficient Treg cells.

(B) Volcano plot of the transcriptional alterations in UbeZm&Ube?2f-

deficient Treg cells compared to the Foxp3“'e control Treg cells.

(C) Scatter plot of the transcriptional programs revealed from
Ube2m&Ube2f-defificient Treg cells compared to the Foxp3“'

control Treg cells.

(D) Top 20 up-regulated genes Iin Ube2m&Ube2f-deficient Treg cells
compared to the Foxp3“"™ control Treg cells with alters more than

1.5-folds and p-values<0.05.

(E) GSEA pathway analysis of the transcriptional alterations In
Ube2m&Ube2f-deficient Treg cells compared to the Foxp3‘®
control Treg cells; genes with alterations more than 1.5-folds, with

p-values<0.05 were selected.

(F) Gene set enrichment analysis of T, 17 cell differentiation genes In
CD4*YFP* Treg cells from Foxp3Cremt and
Foxp3crewt:Ube2mi:Ube2fV mice, determined by transcriptional

profiling with Fc>1.5 and p<0.05.
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Fig. S3. GSEA pathway analysis of genes altered in Ube2Zm&Ube?2f-

deficient, but not Ube2m-deficient Treg cells

(A) Top 20 up-regulated genes In Ube2m&Ube2f-deficient, but not
Ube2m-deficient, Treg cells.

(B) GSEA pathway analysis of genes altered in Ube2m&UDbe2f-deficient,
but not Ube2m-deficient Treg cells.

(C) Gene set enrichment analysis of T,17 cell differentiation genes In
genes altered In Ube2m&Ube?2f-deficient, but not Ube2m-deficient

Treg cells.

(D) Gene set enrichment analysis of lysosome genes In genes altered In

Ube2m&Ube2f-deficient, but not Ube2m-deficient Treg cells.
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Fig. S4. Auto-immune disorders in Foxp3¢re;Rbx1%1:Sagfl mice

(A) Total cell numbers iIn peripheral lymph nodes and spleen

from Foxp3©"™ and Foxp3“r;Rbx1"M:Sag"! mice (p19-20, n=4).

(B) CD4*/CD8* ratios in peripheral lymph nodes from Foxp3‘™ and
Foxp3¢re;:Rbx1"M:Sag' mice (p19-20, n=4).

(C) The proportion of CD44"CD62L!e effector/memory cells among
Tcon cells in peripheral lymph nodes from Foxp3‘™® and

Foxp3¢re;:Rbx1M"M:Sagf mice (p19-20, n=4).
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Fig. S5. Transcriptional alterations In Rbx1&Sag-deficient Treg

cells

(A) Transcriptional profiling revealed dramatic decreased levels of Rbx1

and Sag In Rbx1&Sag-deficient Treg cells.

(B) Volcano plot of the transcriptional alterations in Rbx1&Sag-deficient

Treg cells compared to the Foxp3©' control Treg cells.

(C) Scatter plot of the transcriptional programs revealed from
Rbx1&Sag-defificient Treg cells compared to the Foxp3“' control

Treg cells.

(D) Top 20 up-regulated genes In Rbx1&Sag-deficient Treg cells
compared to the Foxp3¢' control Treg cells with alters more than

1.5-folds and p-values<0.05.

(E) GSEA pathway analysis of the transcriptional alterations In
Rbx1&Sag-deficient Treg cells compared to the Foxp3“' control
Treg cells; genes with alterations more than 1.5-folds, with p-

values<0.05 were selected.

(F) Gene set enrichment analysis of T 17 cell differentiation genes In
CD4*YFP* Treg cells from Foxp3¢re™t and Foxp3©ret;Rbx1;Sag"™
mice, determined by transcriptional profiling with Fc>1.5 and
0<0.05.
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Fig. S7. Comparison of the signal alterations caused by deletion of

Rbx1 or Rbx1&Sag In Treg cells

(A) Top 20 up-regulated genes In Rbx1&Sag-deficient, but not Rbx1-

deficient, Treg cells.

(B) GSEA pathway analysis of genes altered in Rbx1&Sag-deficient, but
not Rbx1-deficient Treg cells.
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Fig. S8. GSEA pathway analysis of genes selectively altered In
Rbx1&Sag-deficient, but not Ube2m&Ube2f-deficient Treg cells

(A)Top 20 wup-regulated genes In Rbxl&Sag-deficient, but not
Ube2m&Ube?2f -deficient, Treg cells.

(B) GSEA pathway analysis of genes altered in Rbx1&Sag-deficient, but
not Ube2m&Ube2f-deficient Treg cells.

(C) Gene set enrichment analysis of olfactory transduction genes In
genes altered In Rbx1&Sag-deficient, but not Ube2m&Ube2f-

deficient Treg cells.
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Fig. S9. GSEA pathway analysis of genes selectively altered In
Ube2m&Ube2f-deficient, but not Rbx1&Sag-deficient Treg cells

(A) Top 20 down-regulated genes in Ube2m&Ube2f-deficient, but not
Rbx1&Sag-deficient, Treg cells.

(B) Top 20 up-regulated genes In Ube2m&Ube2f-deficient, but not
Rbx1&Sag-deficient, Treg cells.

(C) GSEA pathway analysis of genes altered in Ube2m&Ube2f-deficient,
but not Rbx1&Sag-deficient Treg cells.

(D) Gene set enrichment analysis of ubiquitin mediated proteolysis
genes In genes altered In Ube2m&Ube2f-deficient, but not

Rbx1&Sag-deficient Treg cells.

(E) Gene set enrichment analysis of DNA replication genes In genes
altered In Ube2m&Ube2f-deficient, but not Rbx1&Sag-deficient

Treg cells.



	幻灯片 1
	幻灯片 2
	幻灯片 3
	幻灯片 4
	幻灯片 5
	幻灯片 6
	幻灯片 7
	幻灯片 8
	幻灯片 9
	幻灯片 10
	幻灯片 11
	幻灯片 12
	幻灯片 13
	幻灯片 14

