Table 1 Primer sequences

Primer Sequence (5'—-3")
CPOX-F TCTACGCCATCCAAGGGACT
CPOX-R GGAGAAGACTAAGGCACGGG

SLC35F5-F GGTGACAGCTCTGTGAGTCC

SLC35F5-R GAGACCTTCACGGTTTCGGT
GAPDH-F ATGGGCAGCCGTTAGGAAAG
GAPDH-R AGGAAAAGCATCACCCGGAG

Table 2 Minimum binding energy of molecular docking between biomarkers and

potential drugs for subtype C1 patients.

CPOX SLC35F5
Mazindol -13.1 9.3
Aclidinium -8.8 9.3
Moclobemide -10 -1.7
Nilutamide -12.4 9.2
Venlafaxine -9.6 -1.7

Table 3 Minimum binding energy of molecular docking between biomarkers and

potential drugs for subtype C2 patients.

CPOX SLC35F5
FK-866 -12.6 -10
Celecoxib -12.5 -10.1
Triacsin-c -8.1 -6
Nicardipine -11.8 -9.7

Pyrazinamide -7 -5.4
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FIGURE 1 Differential Expression and Biomarker Identification in Obesity.
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FIGURE 2 Biomarker Identification Using Machine Learning in Obesity.



ROC curve
‘ " &
stoases - <
54 [ k..
5
cPoxe o £ . &
~ 2 3
o w 5 = 9 E g
E 3
Total points g 3 &
P e V. 8 2
. TR )\‘/\'ﬁ\/\/ il o - AUC = 0,708
342 <7 2
5 L = L 3 o F
I E
1o 31
Oddsf gz EG T E] T Lk £ T
o 0 04 0s 08 10
dicod Probabil 0 [ o
g Fredcsd oty S e False Postive Raie(| ~ Specificity)

FIGURE 3 Biomarker Identification and Validation in Obesity and

Comorbidities.
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FIGURE 4 Immune Profiling and Molecular Pathway Analysis in Obesity.

P
ol nfitration i .

| ¥ ¥ 3

Correlation
e

-1 =

FIGURE 5 GSEA analysis of CPOX and SLC35F5 and characterization of the

immune microenvironment in obesity.
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FIGURE 7 Molecular Docking and Drug Prediction for Obesity Subtypes.
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FIGURE 8 Expression and Validation of Biomarkers in Clinical Samples.



