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Figure S1. Maternal high-fat diet during pregnancy did not disturb T-cell homeostasis in thymus and
periphery in offspring under the steady state. Flow cytometry (A), proportion and number (B) of
thymocytes in NCD and HFD mice. Flow cytometry (C), proportions and numbers (D) of CD4*and CD8*
T-cells in the spleens. Proportions and numbers of naive (CD44°CD62L"), effector memory (Tem,
CD44MCD62L") and central memory (Tcm, CD44M CD62LM) cells in CD4* (E,F) and CD8* (G,H) T-cells in
spleens. Flow cytometry (I), proportions and numbers (J) of CD25* Foxp3* Treg cells gated from splenic
CD4* T-cells. (K) II-10 mRNA expression level of splenic naive CD4* T-cells. p values were determined by
a Student’s t-test. Each dot indicates a value acquired from a single mouse. Data are presented as means

+ SEM. n, Number of mice in each group. ns, not significant.
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Figure S2. Regulatory regions of Tu2 cytokine locus CNS 1, [I-4 intron 1 and exon 2 were not differentially
methylated in NCD and HFD naive CD4* T-cells. Naive CD4" T-cells were assessed for II-4 promoter
region methylation via bisulfite sequencing (A-D). Representative data and quantifications of methylation
at CpG sites of the CNS 1 (A,C) and II-4 intron 1 and exon 2 locus (B,D) in naive CD4* T cells were shown.
p values were determined by Student’s t-test. Data are shown as means + SEM. 1, Number of mice in each

group. ns, not significant.



A 1I-4 promoter CpG

100,05 NS Ms ns ns ns ns ns ns ns ns ns ns ) CONM=Y
B om Om - o B HC (h=4)

% Methylated Clones
3

o S || - LI - - - - || - - - -

3 > A \J > (J Vv > o © S 3
v S\ N 4% ] N S N 2}
R A A A S . &S & & F

CpG Site number

400

CpG methyl
428 iy 0%

0.94
437 0.92

444 - 0.9
e 0.88
489

518

522

1953

e 2006

2606

2610

2652

CpG Site

CON1 CON2 CON3 CON4 HC1 HC2 HC3 HC4

Figure S3. Methylation level of II-4 promoter region were comparable in cord blood CD4* T-cells between
CON and HC. CD4* T-cells were isolated from cord blood and assessed for methylation status in II-4
promoter locus via targeted bisulfite sequencing. (A,B) Quantifications of methylation at CpG sites of the

I1-4 promoter region. 1s, not significant.



