Supplemental 2: Pathway analysis and subsequent sub-analysis of exercise related genes.

The analysis was performed with the Transcriptome Analysis Console (TAC) 4.0 Software (Thermo Fisher Scientific, Waltham, MA USA) and the pathways identified with
respect to a) count and b) significance of differentially expressed genes. The presented figures below are provided by Wiki-pathways directly linked to the TAC programme.
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Figure S3: VEGFA-VEGFR2 signaling pathway (Homo sapiens) provided by Wiki-pathways (https://www.wikipathways.org/index.php/Pathway:WP3888). Green marked
genes signify a fold change < -4 and red marked genes a fold-change > 4.




Figure S4: Nuclear receptors meta-pathway (Homo sapiens) provided by Wiki-Pathways (https://www.wikipathways.org/index.php/Pathway:WP2882). Green marked
genes signify a fold change < -4 and red marked genes a fold-change > 4.




Adipogenesis

-4 I D 4 [ ] fitered out

Preadipocyte Differentiated adipocyte

2

~/ &

v

Inhibitors of Preadipocyte to

Adipocyte Transition iption F Growth Factors/Hormones ::'-Zog;::i"u':?:::
@‘2{// [ CEBPA ¢ ,Wﬁ%’ ! 85 . 6//“«"/35‘//
e 7 Gesps o 706657 55
025, GrS 7RaoT G
// T;M/ / ToRARA i) 7755 BN
75 9557  ssener] ST w5
L WTE PPARD By /| PRIR
o0 —— . e T
ok /ﬁé‘g‘// / OAY /) \JC){ 4
N 752 N 7 WA

[ 7 HoRA
BB NRIPY /.
/CRERY [ NCORY /]
JNCOR2 ]
Insulin Action Genes Adipocyte Secretory Products
R
Miscellaneous Factors (RDipod
7 Foxom e = R i 0 sl
ez [ o%ez)/] 7 GRR B oo e Zs s 77
s G 7R /STATS/) LY t\g:P
/60518 s LR [ STRTSE
e ST, ) s e
A, - W o] Possible Lipodystrophy Genes SN
VD}ILW C /,//633?// - 7 SCD, r 32(2 . PBEF1
e DDIT3 CUGBP1 // /5?1"// / y ey SPOCK
35557 W — st et
#2061/ T AR [ SFREA o ,%/
7/ eoohE. C100ri70 Vol
i [ eyeRE MGAY /| — PNy
EGR2 Wz s 0 | WL AT A
EBF | oeks, L LL] W in 4.
5 / 2 / (Pj)ﬁ{ 7/

Figure S5: Adipogenesis (Homo sapiens) pathway provided by Wiki-Pathways (https://www.wikipathways.org/index.php/Pathway:WP236). Green marked genes signify
a fold change < -4.




