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Sample sizes for animal studies were chosen using one-way ANOVA upto 3 groups as described in Teng et al., 2018. Experiments other than
animals involved, were also chosen using the method described by Teng et al., 2017 & 2018.

No data were excluded from the analysis.

All experiments were independently repeated at least three times and were successful. Control and experimental groups were tested under
identical conditions.

Animals or individuals were randomly assigned but matched with their ages and sex. Cell culture samples were assigned randomly, with
control and experimental groups analyzed in identical conditions to minimize potential covariates.

The researchers were blinded during the data collection and analysis.

Supplementary table for antibodies and their resources was added into supplementary information. Antibody dilution factor
mentioned in the method section.

Antibody AhR (Bacsi et al., 1996), Albumin (Cai Zhang et al., 2018) CD63 (Miller et a., 2019 for pull down), PEMT (Kim et al., 2018),
GAPDH (De Pace et al., 2020), Histone (Huo et al., 2010), Beta actin (Zou et al., 2021), MHCII (Biglari et al., 2019), CD9 (Wolf et al.,
2020), CD81 (Chen et al., 2020), CD31 (Fan et al., 2020), LVYE-1 (Olga et al., 2019), PI3K, AKT (Jinchuan et al., 2020), TNF-alpha and
IL-6 (Li et al., 2020), pAhR, pIRS2, A33 and pAKT were used in the western blot and immunofluoresecence. The validation of these
antibodies mentioned on the source website as reference quoted.

All cell lines (FL83B, C2C12, 3T3-L1 and HepG2) used in the study, were purchased from American Type Culture Collection
(ATCC).

3T3-L1 were differentiated with insulin as per the established protocol by Shona et al., 2015. C2C12 were differentiated with
insulin as per the established protocol by Katherine et al., 2011. FL83B and HepG2 authenticated cell lines obtained from
ATCC.

Cell lines were checked for Mycoplasma contamination. No cell lines were used with Mycoplasma contamination.




