Module-Metabolite Correlations

~0.5

Regulation of alpha-beta T cell activation 30.97%; Regulation of adaptive immune 0.49 -0.19 -0.061 -0.038 0.14 0.2 -0.58 -0.25 017 -0.025 0.18 0.098 0.22 0.085 -0.077 -0.18 -0.36 0.01 0.085 -0.21
response 5.2%; Macrophage activation involved in immune response 4.26% (2e-05) (0.1) (0.6) (0.8) (0.3) (0.1) (2e-07) (0.04) 0.2) (0.8) (0.1) (0.4) (0.08) (0.5) (0.5) 0.2) (0.003) 0.9) (0.5) (0.09)
Natural killer cell proliferation 24.12%; B cell activation involved in immune
9%: Lymphocyte activation involved in i 0.97%: 0.37 0.066  -0.062  -0.076  0.042 0.038 0.34 -0.24 0.06 0.065 0043 0.091 0.27 0.072 0.039 0.025 -0.12 012 0035  -0.0014
response 13.83%; Lymphocyte activation involved in immune response 9.97%; (0.002) (0.6) (0.6) (0.5) 0.7) (0.8) (0.005)  (0.04) (0.6) (0.6) 0.7) (0.5) (0.03) (0.6) (0.8) (0.8) (0.3) (0.3) (0.8) )
Regulation of neutrophil migration 9.65%
. . 1ahili A A k. i
Regulat.lon of y - N 6?'7,1% ; Negative -0.15 -0.05 0.23 0.13 0.059 0.1 0.23 0012  -0078  0.096 0417 -0.23 0.12 0.15 -0.093 0.31 0.028 0.2 0.098 0.11
regulation of 17.86%*; Neg: r of (0.2) (0.7) (0.05) (0.3) (0.6) (0.4) (0.06) (0.9) (0.5) (0.4) (0.2) (0.06) (0.3) (0.2) (0.5) (0.01) (0.8) (0.1) (0.4) (0.4)
effector process 10.71%*; Positive regulation of B cell differentiation 10.71%*
ik | large subunit biog: is 33.33%**; Rib bly 33.33%**; -0.0086 03 -0.39 0.5 -0.44 0.078 0.3 0.2 -0.32 -0.23 0.17 0.26 0.29 -0.11 0.051 -0.07 0.25 -0.13 0.12 0.49
Formation of cytoplasmic translation initiation complex 22.22%**; Cytoplasmic (0.9) (0.01)  (0.001)  (1e-05)  (2¢-04) (0.5) (0.01) (0.4) (0.007)  (0.06) (0.2) (0.03) (0.02) (0.4) (0.7) (0.6) (0.04) (0.3) (0.3) (26-05)
translation 11.11% **
Positive regulation of macrophage tolerance induction 50%; Isotype switching 0.043 02 -0.12 -0.19 -0.15 -0.12 0.15 0.07 -0.14 0.018 0.015 0.17 0.13 0.035 0046 0.025 0.16 0.16 0.011 0.32
25%; Positive regulation of neutrophil activation 16.67%; memory t cell 0.7) 0.1) (0.3) (0.1) 0.2) (0.3) 0.2) (0.6) (0.3) (0.9) 0.9) 0.2) 0.3) (0.8) 0.7) (0.8) 0.2) (0.2) 0.9) (0.007)
differentiation 8.33 %
Negative regulation of isotype switching to IgE isotypes 60% *; Negative -0.13 0.04 0.16 -0.043 -0.094 -0.14 0.24 0.098 -0.17 -0.005 -0.0035 -0.076 -0.011 -0.093 -0.023 0.25 0.26 -0.25 0.091 0.18
regulation of T cell proliferation 20% *; somatic hypermutation of (0.3) (0.7) (0.2) 0.7) (0.4) (0.3) (0.05) (0.4) (0.2) ™ 1) (0.5) (0.9) (0.5) (0.9) (0.04) (0.03) (0.04) (0.5) (0.1)
immunoglobulin genes 20% *
Natural killer cell differentiation 28.74%, Macrophage activation involved in 0.0047 0083  -0.022  -0089  -0.094  -0.092 014 0047 011 005 0001 -0.0088 013  0.0031 0.11 0.19 0.19 046  -0.0097  0.19
immune response 9.35%; Activation of innate immune response 5.61% (1) (0.5) (0.9) (0.5) (0.4) (0.5) (0.3) (0.7) 0.4) 0.7) (0.5) (0.9) 0.3) 1) (0.4) (0.1) (0.1) 0.2) (0.9) (0.1)
Cell surface toll-like receptor signaling pathway 33.33% , Regulation of patter 0.065 0.2 0.17 0.17 0.13 0.039 0.034 0.2 0.023 0.032 0.19 0.22 0.023 0.12 0.15 0.21 0.13 0.024 0.072 0.14
recognition receptor s!gnaI!ng pathway 33.33% **; Cytosolic pattern (06 1) 02 ©0.2) 03) ©0.8) (038 0.1 09) (0.8) o1 (0.08) (0.9) 03) ©02) (0.08) 03) 0.8 (0.6) 03)
recognition receptor signaling pathway 33.33%*
- . . . . o x. .
Positive regulation of antigen processing and presentation 47:62A ; Negative 043 00078 0.2 0.096 0078 00033  -0.15 0028 0077 00083 0085  -0.046  -0.089 -0.13 -0.25 0.028 0.3 -0.034 0.2 -0.033
regulation of B cell activation 23.81%; Regulation of humoral immune response (0.3) (0.9) (0.3) (0.4) (0.5) ) (02) (©0.8) (0.5) ©0.9) (0.5) (0.7) (0.5) (0.3) (0.04) (0.8) (0.01) (0.8) ©.1) (0.8)
mediated by circulating immunoglobulin 14.29%
Positive thymic T cell selection 50%; Positive regulation of MDA-5 signaling -0.072 027 0082  -0033  -0093  -0.04 024 0.18 0.13 0029 0036 0022 -0.19 -0.21 -0.19 0028  -0.016 0012 0057  0.081
pathway 25%*; Isotype switching to IgG isotypes 25% (0.6) (0.08) (0.5) (0.8) (0.4) 0.7) (0.05) (0.1) 0.3) (0.8) 0.8) (0.9) (0.1) (0.09) (0.1) (0.8) (0.9) (0.9) (0.6) (0.5)
Mast cell degranulation 40%; Cell surface pattern recognition recep li -0.21 -0.15 028 027 018 0.018 0.15 0038 0024 0.17 0.14 -0.28 -0.28 -0.15 -0.17 0.18 012 0035 0092  -0.072
hway 40% *; I of cellular extr 20%* (0.08) (0.2) (0.02) (0.03) (0.1) (0.9) (0.2) (0.8) (0.8) (0.2) (0.2) (0.02) (0.02) (0.2) (0.2) (0.1) (0.3) (0.8) (0.5) (0.6)
Regulation of pattern recognition receptor signaling pathway 66.67%; regulation -0.38 -0.13 0.0034 0.18 0.078 -0.0085 0.26 0.073 -0.0077 0.1 -0.27 -0.18 -0.14 0.12 0.24 0.096 0.28 0.093 -0.31 -0.12
of granulocyte chemotaxis 33.33% (0.002) (0.3) ™ (0.1) (0.5) (0.9) (0.03) (0.6) () (0.4) (0.02) (0.2) (0.3) (0.3) (0.05) (0.4) (0.02) (0.5) (0.01) (0.3)
Positive regulation of megakaryocyte differ 50%*%; o 034 039 027 06 042 0026  -0.0044 0073 02 022 032 034  -088 0048 0087 019  -0.066 0066 038  -045
regulation of viral-induced cytopl pattern r ion receptor I (0.004)  (9e-04) (0.02) (9e-08)  (4e-04) (0.8) (1) (0.6) (0.1) (0.07) (0.008) (0.005)  (0.001) 0.7) 0.8) (0.1) (0.6) (0.6) (0.001)  (1e-04)
pathway 50%*
Antimicrobial humoral immune response mediated by antimicrobial peptide 25%;
Positive regulation of mast cell degranulation 25%; Regulation of CD4-positive, '%-‘24 06141 '%-‘25 E"O-‘:)g 606?)36 060§7 006:2)53 g-gs 'g-ga‘ —0(.]036 06126 g-? 06119 70('10913 06132 'g-gg 0063(;2 '060;7 060;4 g-g;
alpha beta T cell activation 12.5%; Positive regulation of activated T cell ©2 ©4) ©2) (8e-05) ~ (0.006) ©3) (0.003) (©.07) (0.08) ©4) ©2) @0 . ©9 ©3) (0.09) (0.004) ©9 ©3) (0.02)
proliferation 12.5%
. . ) ) - 0.3 -0.12 0.072 0.078 0.048  0.0056 0.23 0.18 0.066 0.15 012 -0.068 0.19 0.098 0.18 0.1 0.19 0.14 -0.18 012
Mature B cell differentiation 2_1.03%; Negative regulation of leukocyte activation (0.01) (03) (06) (0.5) 0.7) ) (0.06) 0.4 (0.6) 02) (03) (06) ©.1) (0.4) (0.1) (0.4) (0.1) 02) (0.4) (03)
17.76%; Mature B cell apoptotic process 12.62%
. . . -0.18 0.031  -0.051 0,031 0.013 0.097 0.12 0.16 0.014 0.093 0024  -00071  -0.16 0019  -0.00045  -0.19 0.051 017 -0.081 0.13
Response to type Il interferon 50%*; Neutrophil chemotaxis 50% (0.1) (0.8) (0.7) 0.8) (0.9) (0.4) (0.3) 02) (0.9) (0.4) (0.8) ) (0.2) (0.9) M (0.1) (0.7) (0.2) (0.5) (0.3)
Somatic diversification of immune receptors via germline recombination within a 0066 0084 0013 016  -0.11 018 00038 0027 013 0078 018  -00078 018 0089  -045  -0.046 0039 013 028 0075
single locus 29.63%; Positive regulation of neutrophil migration 18.52%*; T cell (0.6) (0.5) 0.9) (0.2) (0.4) (0.1) (1) (0.8) (0.3) (0.5) (0.1) 0.9) (0.1) (0.5) 0.2) 0.7) (0.8) (0.3) (0.02) (0.5)
receptor signaling pathway 14.81%
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