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Figure S1. Workflow of the NGS analysis (Left),
and correlation heatmap of the samples analyzed (Right)
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Figure S2. Area of beige adipocyte-rich regions in the iWAT at P6 and P56
Beige adipocyte-rich area was calculated with BeAR®© image analysis, using H&E stained
sections, as described (Yu et al 2019) . ***p<0.001, Student’s unpaired, two-tailed t-test
Relative expression of Prdm16 and Citedl. **p<0.01, *p<0.05, one-way ANOVA with
Dunnett’s post hoc test; ## p<0.01 Student’s unpaired, two-tailed t-test
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Figure S3. Interactive maps of gene networks
Step 1: Download the raw files, or open the interactive gene network files, using this link.
Step 2. Save the files in the following order of library structure:

> GONetwork 227.21,21:4

> html_files

> KeggNetwork
@ adult_ BAT-VS-infant_ BAT....
€ adult WAT-VS-adult BAT....
@ adult WAT-VS-infant_BAT....
€ adult WAT-VS-infant_WAT...
@ adult WAT-VS-infant WAT...

€ infant WAT-VS-infant_BA...

Step 3. Open the interactive map, select the desired GO or cellular process, and the gene or
gene network of interest. Examples of network analyses are shown below.


https://www.uni-ulm.de/nawi/institute-of-neurobiology/research/dr-habil-tamas-roeszer/gene-networks-of-the-thermogenic-adipose-tissue/
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Example 1

Metabolic pathways and their interconnections, with individual gene names

Select by id =
Cell adhesion molecules (CAMs)

Axon guidance

Carbon metabolism

Protein digestion and absorption
Non-alcoholic fatty liver disease (NAFLD)
Metabolic pathways

Propanoate metabolism

Pyruvate metabolism

Oxidative phosphorylation

Parkinson'’s disease

18189:Nxn1 o
18950:Pnp @
791260:Tomt

68603:Pmvk .
212862:Chpt1 °®
12737:Cldn1 oo
18481:Pak3

229709:Ahcyl1

77697:Mmab

Example 2
KEGG pathway networks

Selact by id v
Select by id F 2 A
integnn binding 2 R '
cell adhesion molecule binding N o ;
molecular_function
positive regulation of cell activation A « -‘ ’ ? * '
reguiation of cellular process 2
reguiation of biological process 4

v/ é R4 » -
biological_process 3 « . ,} *”
actomyosin structure organization Y N P -t - X
cellular process
muscle system process / ,’
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positive regulation of cellular process ¢
extraceliular region part - a LR v L - " »
cellular_component o .
plasma membrane bounded cell projection (' x = - " A o
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call
reguiation of locomotion & BT t ‘4 } | ~ "y
muscle organ development s '3
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Figure S4. Immunostaining of GABAE&R in P6 and P56 iWAT, scale 50 pm.
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