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lysine) . Metabolic pathways that were upregulated in the PFAS-treated group compared to a non-treated control group were cross referenced and

pathways that were upregulated in the PFAS group were listed based on enrichment ratio.
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GSEA Dotplot for Prostate — HF against HF+PFOS, Metabolism
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GSEA Dotplot for Prostate — HF against HF+PFOS, PPAR targets

activated

suppressed
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GSEA Dotplot for Prostate — HF, Metabolism
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suppressed
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GSEA Dotplot for Prostate — HF, PPAR

activated suppressed
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GSEA Dotplot for Prostate — HF, Prostate
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GSEA Dotplot for Prostate — PFOS, Metabolism

activated suppressed
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GSEA Dotplot for Prostate — PFOS, PPAR

activated suppressed
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GSEA Dotplot for Prostate — PFOS, Prostate

YEMELYANOV_GR_TARGETS_DN-
GO_EPITHELIAL_CELL_PROLIFERATION_INVOLVED_IN_PROSTATE_GLAND_DEVELOPMENT -
NELSON_RESPONSE_TO_ANDROGEN_DN -
LIU_PROSTATE_CANCER_UP-
SCHAEFFER_PROSTATE_DEVELOPMENT_AND_CANCER_BOX1 UP-
YAMASHITA_METHYLATED_IN_PROSTATE_CANCER-
XU_HGF_TARGETS_REPRESSED BY_AKT1 UP-
GO_PROSTATE_GLAND _GROWTH-
XU_HGF_TARGETS_INDUCED BY_ AKT1 48HR _UP-
GO_EPITHELIAL_CELL_DIFFERENTIATION_INVOLVED IN_PROSTATE_GLAND DEVELOPMENT -
SCHAEFFER_PROSTATE_DEVELOPMENT_AND_CANCER_BOX4 DN -
LIU_VAV3_PROSTATE_CARCINOGENESIS_DN -

BONCI_TARGETS_OF MIR15A_AND_MIR16_1-
WALLACE_PROSTATE_CANCER_UP-

TOMLINS_METASTASIS DN -
GO_PROSTATE_GLAND_MORPHOGENESIS -
XU_HGF_SIGNALING_NOT_VIA _AKT1 48HR_UP-
GO_PROSTATE_GLAND_DEVELOPMENT -
CHANDRAN_METASTASIS_TOP50_UP-

Ql_HYPOXIA-

WAKASUGI_HAVE_ZNF143_BINDING_SITES
SETLUR_PROSTATE_CANCER_TMPRSS2_ERG_FUSION_UP-
XU_HGF_TARGETS_REPRESSED BY_AKT1 DN-
KEGG_PROSTATE_CANCER -

HOOI_ST7 TARGETS_UP-

SMIRNOV_RESPONSE_TO_[R_6HR_UP-

activated

suppressed

SCHAEFFER_PROSTATE_DEVELOPMENT _48HR_UP-
LIU_SOX4 TARGETS DN-

°
°
°
°
°
SHEN_SMARCA2_TARGETS_UP @)
o

GeneRatio

0.0 0.1 0.2 0.3 0.94.0 0.1 0.2 0.3 0.4

p.adjust

0.5
0.6
0.7
0.8
0.9
1.0



	Figure S1
	Slide Number 1

	Supplementary Tables
	metabolism
	PPAR
	prostate

	metabolomics.pdf
	Slide Number 1




