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PD1 SIGNALING (Dir = Down, P = 0.00097, FDR = 0.12)

BIOCARTA CTL PATHWAY (Dir = Down, P = 0.00089, FDR = 0.12)

BIOCARTA TCAPOPTOSIS PATHWAY (Dir = Down, P = 0.00057, FDR = 0.094)

BIOCARTA CTLA4 PATHWAY (Dir = Down, P = 0.00038, FDR = 0.073)

PHOSPHORYLATION OF CD3 AND TCR ZETA CHAINS (Dir = Down, P = 0.00034, FDR = 0.073)

KEGG AUTOIMMUNE THYROID DISEASE (Dir = Down, P = 0.00028, FDR = 0.073)

TRANSLOCATION OF ZAP 70 TO IMMUNOLOGICAL SYNAPSE (Dir = Down, P = 0.00024, FDR = 0.073)

KEGG TYPE I DIABETES MELLITUS (Dir = Down, P = 0.00019, FDR = 0.073)

KEGG GRAFT VERSUS HOST DISEASE (Dir = Down, P = 3.9e−05, FDR = 0.026)

KEGG ALLOGRAFT REJECTION (Dir = Down, P = 3.6e−05, FDR = 0.026)
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BIOCARTA EXTRINSIC PATHWAY (Dir = Up, P = 0.00016, FDR = 0.021)

BIOCARTA COMP PATHWAY (Dir = Up, P = 0.00016, FDR = 0.021)

KEGG RETINOL METABOLISM (Dir = Up, P = 0.00014, FDR = 0.021)

KEGG PROPANOATE METABOLISM (Dir = Up, P = 1e−04, FDR = 0.02)

KEGG GLYCINE SERINE AND THREONINE METABOLISM (Dir = Up, P = 8.5e−05, FDR = 0.019)

KEGG DRUG METABOLISM CYTOCHROME P450 (Dir = Up, P = 6.4e−05, FDR = 0.017)

GAMMA CARBOXYLATION TRANSPORT AND AMINO TERMINAL CLEAVAGE OF PROTEINS (Dir = Up, P = 6e−05, FDR = 0.017)

SYNTHESIS OF BILE ACIDS AND BILE SALTS VIA 7ALPHA HYDROXYCHOLESTEROL (Dir = Up, P = 5.2e−05, FDR = 0.017)

XENOBIOTICS (Dir = Up, P = 4.7e−05, FDR = 0.017)

KEGG FATTY ACID METABOLISM (Dir = Up, P = 3.1e−05, FDR = 0.017)
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