
Table S9
layer1 layer2 layer3 ID Input.numberBackground.numberpvalue FDR Input
1. Metabolism1.3 Lipid metabolismFatty acid degradationko00071 7 36 2.54E-05 0.003205 ACAA1|ACOX1|ACSL1|CPT1A|ECI2|EHHADH|HADHB
5. Organismal Systems5.2 Endocrine systemPPAR signaling pathwayko03320 9 69 5.12E-05 0.003227 ACAA1|ACBD7|ACOX1|ACSL1|CPT1A|EHHADH|FABP2|FABP4|LPL
1. Metabolism1.0 Global and overview mapsFatty acid metabolismko01212 6 59 0.003439 0.144424 ACAA1|ACOX1|ACSL1|CPT1A|EHHADH|HADHB
4. Cellular Processes4.1 Transport and catabolismPeroxisomeko04146 7 79 0.003543 0.111597 ACAA1|ACOX1|ACSL1|ECI2|EHHADH|GSTK1|HMGCL
1. Metabolism1.1 Carbohydrate metabolismPropanoate metabolismko00640 4 31 0.007077 0.178351 ACACB|ACOX1|ACSS1B|EHHADH
1. Metabolism1.3 Lipid metabolismFatty acid biosynthesisko00061 3 20 0.012873 0.270326 ACACB|ACSL1|OLAH
1. Metabolism1.5 Amino acid metabolismValine, leucine and isoleucine degradationko00280 4 49 0.033654 0.605771 ACAA1|EHHADH|HADHB|HMGCL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismDrug metabolism - cytochrome P450ko00982 3 32 0.045018 0.709034 GSTK1|GSTO2|LOC121111295
5. Organismal Systems5.2 Endocrine systemGlucagon signaling pathwayko04922 5 78 0.045485 0.636786 ACACB|CPT1A|CREB3L3|FBP2|PPARGC1A
1. Metabolism1.11 Xenobiotics biodegradation and metabolismFluorobenzoate degradationko00364 1 2 0.049395 0.622373 CMBL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismChlorocyclohexane and chlorobenzene degradationko00361 1 2 0.049395 0.565793 CMBL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismToluene degradationko00623 1 2 0.049395 0.518644 CMBL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismMetabolism of xenobiotics by cytochrome P450ko00980 3 34 0.052389 0.50777 GSTK1|GSTO2|LOC121111295
1. Metabolism1.8 Metabolism of cofactors and vitaminsRetinol metabolismko00830 3 40 0.077679 0.699111 CYP3A5|LOC121111295|RETSAT
5. Organismal Systems5.2 Endocrine systemAdipocytokine signaling pathwayko04920 4 66 0.082885 0.696231 ACACB|ACSL1|CPT1A|PPARGC1A
1. Metabolism1.9 Metabolism of terpenoids and polyketidesGeraniol degradationko00281 1 4 0.096358 0.758818 HMGCL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismCaprolactam degradationko00930 1 4 0.096358 0.714181 EHHADH
1. Metabolism1.1 Carbohydrate metabolismButanoate metabolismko00650 2 23 0.111875 0.783124 EHHADH|HMGCL
1. Metabolism1.11 Xenobiotics biodegradation and metabolismAminobenzoate degradationko00627 1 5 0.118965 0.788926 EHHADH
1. Metabolism1.2 Energy metabolismMethane metabolismko00680 2 26 0.137014 0.863186 ACSS1B|FBP2
1. Metabolism1.8 Metabolism of cofactors and vitaminsFolate biosynthesisko00790 2 27 0.14565 0.873898 ALPI|FPGS
3. Environmental Information Processing3.2 Signal transductionAMPK signaling pathwayko04152 5 112 0.149128 0.854094 ACACB|CPT1A|CREB3L3|FBP2|PPARGC1A
1. Metabolism1.6 Metabolism of other amino acidsbeta-Alanine metabolismko00410 2 28 0.154394 0.845813 ACOX1|EHHADH
5. Organismal Systems5.4 Digestive systemCholesterol metabolismko04979 3 55 0.158306 0.831105 CETP|LIPC|LPL
1. Metabolism1.3 Lipid metabolismalpha-Linolenic acid metabolismko00592 2 29 0.163237 0.822717 ACAA1|ACOX1
1. Metabolism1.11 Xenobiotics biodegradation and metabolismDrug metabolism - other enzymesko00983 3 56 0.164377 0.796598 CES1L2|GSTO2|LOC121111295
1. Metabolism1.1 Carbohydrate metabolismGlyoxylate and dicarboxylate metabolismko00630 2 31 0.181177 0.845493 ACSS1B|HOGA1
1. Metabolism1.3 Lipid metabolismBiosynthesis of unsaturated fatty acidsko01040 2 31 0.181177 0.815297 ACAA1|ACOX1
1. Metabolism1.3 Lipid metabolismGlycerolipid metabolismko00561 3 61 0.195695 0.850261 GPAT3|LIPC|LPL
4. Cellular Processes4.4 Cellular community - prokaryotesQuorum sensingko02024 1 9 0.203896 0.856364 ACSL1
1. Metabolism1.3 Lipid metabolismSynthesis and degradation of ketone bodiesko00072 1 10 0.223822 0.909729 HMGCL
1. Metabolism1.1 Carbohydrate metabolismPyruvate metabolismko00620 2 36 0.227074 0.894104 ACACB|ACSS1B
5. Organismal Systems5.4 Digestive systemMineral absorptionko04978 2 38 0.245679 0.938048 MT3|MT4
1. Metabolism1.0 Global and overview mapsBiosynthesis of antibioticsko01130 7 204 0.249848 0.925907 ACAA1|ACACB|ACSS1B|ATIC|EHHADH|FBP2|HADHB
1. Metabolism1.3 Lipid metabolismSteroid hormone biosynthesisko00140 2 39 0.255005 0.918019 CYP3A5|LOC121111295
1. Metabolism1.0 Global and overview mapsCarbon metabolismko01200 4 106 0.273739 0.958086 ACOX1|ACSS1B|EHHADH|FBP2
1. Metabolism1.8 Metabolism of cofactors and vitaminsThiamine metabolismko00730 1 13 0.280667 0.955784 ALPI
3. Environmental Information Processing3.2 Signal transductionTwo-component systemko02020 1 13 0.280667 0.930632 ALPI
1. Metabolism1.6 Metabolism of other amino acidsGlutathione metabolismko00480 2 45 0.310902 0.999512 GSTK1|GSTO2
1. Metabolism1.1 Carbohydrate metabolismAscorbate and aldarate metabolismko00053 1 15 0.316239 0.996152 LOC121111295
1. Metabolism1.8 Metabolism of cofactors and vitaminsOne carbon pool by folateko00670 1 16 0.333362 0.999512 ATIC
5. Organismal Systems5.2 Endocrine systemParathyroid hormone synthesis, secretion and actionko04928 3 83 0.344113 0.999512 ARR3|CASR|CREB3L3
1. Metabolism1.2 Energy metabolismNitrogen metabolismko00910 1 17 0.350058 0.999512 CA5A
1. Metabolism1.8 Metabolism of cofactors and vitaminsPantothenate and CoA biosynthesisko00770 1 17 0.350058 0.999512 PANK1
5. Organismal Systems5.2 Endocrine systemMelanogenesisko04916 3 86 0.364694 0.999512 ASIP|CREB3L3|DCT
1. Metabolism1.1 Carbohydrate metabolismGlycolysis / Gluconeogenesisko00010 2 56 0.410418 0.999512 ACSS1B|FBP2
5. Organismal Systems5.8 Development and regenerationDorso-ventral axis formationko04320 1 21 0.412777 0.999512 SPIRE2
1. Metabolism1.1 Carbohydrate metabolismPentose and glucuronate interconversionsko00040 1 21 0.412777 0.999512 LOC121111295
1. Metabolism1.0 Global and overview mapsBiosynthesis of secondary metabolitesko01110 11 406 0.436704 0.999512 ACAA1|ACACB|ACOX1|ACSS1B|ATIC|EHHADH|FBP2|GPAT3|HADHB|HMGCL|LOC121111295
5. Organismal Systems5.5 Excretory systemCollecting duct acid secretionko04966 1 23 0.441837 0.999512 SLC4A1
1. Metabolism1.7 Glycan biosynthesis and metabolismGlycosaminoglycan biosynthesis - heparan sulfate / heparinko00534 1 23 0.441837 0.999512 HS6ST3
4. Cellular Processes4.1 Transport and catabolismEndocytosisko04144 7 252 0.443241 0.999512 ARR3|DNM1|LOC121106918|MHCY13|MHCY14|PSD3|VPS29L
5. Organismal Systems5.1 Immune systemAntigen processing and presentationko04612 3 103 0.478003 0.999512 LOC121106918|MHCY13|MHCY14
5. Organismal Systems5.2 Endocrine systemInsulin secretionko04911 2 65 0.486397 0.999512 CREB3L3|RAPGEF4
1. Metabolism1.3 Lipid metabolismFatty acid elongationko00062 1 27 0.495727 0.999512 HADHB
1. Metabolism1.1 Carbohydrate metabolismPentose phosphate pathwayko00030 1 28 0.508369 0.999512 FBP2



2. Genetic Information Processing2.4 Replication and repairBase excision repairko03410 1 31 0.544431 0.999512 UNG
4. Cellular Processes4.2 Cell growth and deathFerroptosisko04216 1 32 0.555856 0.999512 ACSL1
1. Metabolism1.3 Lipid metabolismLinoleic acid metabolismko00591 1 33 0.566996 0.999512 CYP3A5
1. Metabolism1.5 Amino acid metabolismTyrosine metabolismko00350 1 33 0.566996 0.999512 DCT
4. Cellular Processes4.2 Cell growth and deathCellular senescenceko04218 4 160 0.570685 0.999512 LOC121106918|MHCY13|MHCY14|RAD9B
5. Organismal Systems5.2 Endocrine systemInsulin signaling pathwayko04910 3 120 0.58109 0.999512 ACACB|FBP2|PPARGC1A
5. Organismal Systems5.1 Immune systemToll and Imd signaling pathwayko04624 1 35 0.588446 0.999512 ANK1
1. Metabolism1.1 Carbohydrate metabolismGalactose metabolismko00052 1 36 0.598771 0.999512 GALE
5. Organismal Systems5.4 Digestive systemFat digestion and absorptionko04975 1 37 0.608838 0.999512 FABP2
1. Metabolism1.1 Carbohydrate metabolismFructose and mannose metabolismko00051 1 37 0.608838 0.999512 FBP2
2. Genetic Information Processing2.1 TranscriptionBasal transcription factorsko03022 1 37 0.608838 0.999512 TAF10
3. Environmental Information Processing3.1 Membrane transportABC transportersko02010 1 38 0.618653 0.999512 ABCA12
5. Organismal Systems5.9 Aging Longevity regulating pathwayko04211 2 84 0.625218 0.999512 CREB3L3|PPARGC1A
5. Organismal Systems5.5 Excretory systemEndocrine and other factor-regulated calcium reabsorptionko04961 1 39 0.628223 0.999512 DNM1
3. Environmental Information Processing3.2 Signal transductioncAMP signaling pathwayko04024 5 217 0.636075 0.999512 ACOX1|CREB3L3|GHRL|GRIN2C|RAPGEF4
1. Metabolism1.7 Glycan biosynthesis and metabolismVarious types of N-glycan biosynthesisko00513 1 40 0.637553 0.999512 MAN1B1
1. Metabolism1.5 Amino acid metabolismTryptophan metabolismko00380 1 42 0.65552 0.999512 EHHADH
5. Organismal Systems5.6 Nervous systemCholinergic synapseko04725 2 90 0.662585 0.999512 CHRNA3|CREB3L3
1. Metabolism1.5 Amino acid metabolismArginine and proline metabolismko00330 1 46 0.688834 0.999512 HOGA1
1. Metabolism1.1 Carbohydrate metabolismAmino sugar and nucleotide sugar metabolismko00520 1 46 0.688834 0.999512 GALE
3. Environmental Information Processing3.2 Signal transductionHedgehog signaling pathwayko04340 1 47 0.696648 0.999512 ARR3
1. Metabolism1.7 Glycan biosynthesis and metabolismN-Glycan biosynthesisko00510 1 48 0.704267 0.999512 MAN1B1
5. Organismal Systems5.2 Endocrine systemCortisol synthesis and secretionko04927 1 49 0.711695 0.999512 CREB3L3
5. Organismal Systems5.2 Endocrine systemRegulation of lipolysis in adipocytesko04923 1 49 0.711695 0.999512 FABP4
5. Organismal Systems5.2 Endocrine systemGnRH secretionko04929 1 49 0.711695 0.999512 ARR3
2. Genetic Information Processing2.4 Replication and repairFanconi anemia pathwayko03460 1 49 0.711695 0.999512 RMI2
5. Organismal Systems5.6 Nervous systemDopaminergic synapseko04728 2 100 0.718152 0.999512 ARR3|CREB3L3
5. Organismal Systems5.2 Endocrine systemThyroid hormone synthesisko04918 1 50 0.718937 0.999512 CREB3L3
1. Metabolism1.3 Lipid metabolismSphingolipid metabolismko00600 1 50 0.718937 0.999512 SGPP2
5. Organismal Systems5.4 Digestive systemBile secretionko04976 1 51 0.725997 0.999512 SLC51AL
5. Organismal Systems5.6 Nervous systemLong-term potentiationko04720 1 51 0.725997 0.999512 GRIN2C
5. Organismal Systems5.2 Endocrine systemRelaxin signaling pathwayko04926 2 104 0.738134 0.999512 ARR3|CREB3L3
1. Metabolism1.5 Amino acid metabolismLysine degradationko00310 1 53 0.739593 0.999512 EHHADH
4. Cellular Processes4.1 Transport and catabolismPhagosomeko04145 3 159 0.764213 0.999512 LOC121106918|MHCY13|MHCY14
3. Environmental Information Processing3.2 Signal transductionNotch signaling pathwayko04330 1 57 0.764801 0.999512 RBPJ
5. Organismal Systems5.2 Endocrine systemThyroid hormone signaling pathwayko04919 2 111 0.770201 0.999512 MED13|RCAN2
5. Organismal Systems5.3 Circulatory systemAdrenergic signaling in cardiomyocytesko04261 2 115 0.786952 0.999512 CREB3L3|RAPGEF4
3. Environmental Information Processing3.3 Signaling molecules and interactionCell adhesion molecules (CAMs)ko04514 3 173 0.81181 0.999512 LOC121106918|MHCY13|MHCY14
5. Organismal Systems5.2 Endocrine systemGrowth hormone synthesis, secretion and actionko04935 2 127 0.830928 0.999512 CREB3L3|GHRL
5. Organismal Systems5.2 Endocrine systemAldosterone synthesis and secretionko04925 1 71 0.835354 0.999512 CREB3L3
5. Organismal Systems5.1 Immune systemToll-like receptor signaling pathwayko04620 1 72 0.839498 0.999512 TLR5
5. Organismal Systems5.6 Nervous systemSynaptic vesicle cycleko04721 1 73 0.843538 0.999512 DNM1
3. Environmental Information Processing3.2 Signal transductionPhospholipase D signaling pathwayko04072 2 133 0.849706 0.999512 DNM1|RAPGEF4
5. Organismal Systems5.10 Environmental adaptationThermogenesisko04714 4 241 0.857433 0.999512 ACSL1|CPT1A|CREB3L3|PPARGC1A
5. Organismal Systems5.1 Immune systemTh1 and Th2 cell differentiationko04658 1 77 0.85871 0.999512 RBPJ
3. Environmental Information Processing3.2 Signal transductionNF-kappa B signaling pathwayko04064 1 80 0.869118 0.999512 CARD10
3. Environmental Information Processing3.2 Signal transductionTNF signaling pathwayko04668 1 82 0.875629 0.999512 CREB3L3
5. Organismal Systems5.8 Development and regenerationAxon regenerationko04361 1 86 0.887699 0.999512 PSD3
5. Organismal Systems5.6 Nervous systemGlutamatergic synapseko04724 1 88 0.893288 0.999512 GRIN2C
5. Organismal Systems5.1 Immune systemTh17 cell differentiationko04659 1 93 0.906079 0.999512 AHR1B
1. Metabolism1.3 Lipid metabolismGlycerophospholipid metabolismko00564 1 98 0.917342 0.999512 GPAT3
5. Organismal Systems5.10 Environmental adaptationCircadian entrainmentko04713 1 100 0.92146 0.999512 GRIN2C
5. Organismal Systems5.2 Endocrine systemEstrogen signaling pathwayko04915 1 101 0.923442 0.999512 CREB3L3
3. Environmental Information Processing3.2 Signal transductionSphingolipid signaling pathwayko04071 1 106 0.932629 0.999512 SGPP2
1. Metabolism1.0 Global and overview mapsMetabolic pathwaysko01100 27 1385 0.936713 0.999512 ACAA1|ACACB|ACOX1|ACSL1|ACSS1B|ALPI|ATIC|CA5A|CMBL|CYP3A5|DCT|EHHADH|FBP2|FPGS|GALE|GPAT3|GSTK1|GSTO2|HADHB|HMGCL|HOGA1|LIPC|LOC121111295|MAN1B1|OLAH|PANK1|SGPP2
5. Organismal Systems5.1 Immune systemLeukocyte transendothelial migrationko04670 1 112 0.942214 0.999512 RAPGEF4
5. Organismal Systems5.6 Nervous systemRetrograde endocannabinoid signalingko04723 1 120 0.952914 0.999512 ABHD6
3. Environmental Information Processing3.3 Signaling molecules and interactionNeuroactive ligand-receptor interactionko04080 4 313 0.956442 0.999512 CHRNA3|GHRL|GRID1|GRIN2C



5. Organismal Systems5.1 Immune systemNOD-like receptor signaling pathwayko04621 1 127 0.960642 0.999512 CASR
4. Cellular Processes4.1 Transport and catabolismLysosome ko04142 1 133 0.966252 0.999512 TPP1
5. Organismal Systems5.1 Immune systemChemokine signaling pathwayko04062 1 133 0.966252 0.999512 ARR3
3. Environmental Information Processing3.2 Signal transductionApelin signaling pathwayko04371 1 139 0.971065 0.999512 PPARGC1A
3. Environmental Information Processing3.2 Signal transductioncGMP-PKG signaling pathwayko04022 1 140 0.971797 0.999512 CREB3L3
1. Metabolism1.4 Nucleotide metabolismPurine metabolismko00230 1 141 0.972512 0.999512 ATIC
2. Genetic Information Processing2.3 Folding, sorting and degradationProtein processing in endoplasmic reticulumko04141 1 152 0.979273 0.999512 MAN1B1
3. Environmental Information Processing3.2 Signal transductionCalcium signaling pathwayko04020 1 161 0.983552 0.999512 GRIN2C
3. Environmental Information Processing3.2 Signal transductionRap1 signaling pathwayko04015 1 188 0.99179 0.999512 RAPGEF4
3. Environmental Information Processing3.2 Signal transductionMAPK signaling pathwayko04010 1 247 0.998212 0.999512 ARR3
5. Organismal Systems5.7 Sensory systemOlfactory transductionko04740 1 279 0.999221 0.999512 ARR3
3. Environmental Information Processing3.2 Signal transductionPI3K-Akt signaling pathwayko04151 1 297 0.999512 0.999512 CREB3L3



Hyperlink
http://www.genome.jp/kegg-bin/show_pathway?ko00071/K00232%09yellow/K01897%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K08765%09yellow/K13239%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko03320/K00232%09yellow/K01059%09yellow/K01897%09yellow/K07513%09yellow/K07514%09yellow/K08751%09yellow/K08753%09yellow/K08762%09yellow/K08765%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01212/K00232%09yellow/K01897%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K08765%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04146/K00232%09yellow/K01640%09yellow/K01897%09yellow/K07513%09yellow/K07514%09yellow/K13239%09yellow/K13299%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00640/K00232%09yellow/K01895%09yellow/K01946%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00061/K01071%09yellow/K01897%09yellow/K01946%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00280/K01640%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00982/K00699%09yellow/K00799%09yellow/K13299%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04922/K01946%09yellow/K03841%09yellow/K07202%09yellow/K08765%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00364/K01061%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00361/K01061%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00623/K01061%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00980/K00699%09yellow/K00799%09yellow/K13299%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00830/K00699%09yellow/K07424%09yellow/K09516%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04920/K01897%09yellow/K01946%09yellow/K07202%09yellow/K08765%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00281/K01640%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00930/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00650/K01640%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00627/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00680/K01895%09yellow/K03841%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00790/K01077%09yellow/K01930%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04152/K01946%09yellow/K03841%09yellow/K07202%09yellow/K08765%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00410/K00232%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04979/K01059%09yellow/K16835%09yellow/K22283%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00592/K00232%09yellow/K07513%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00983/K00699%09yellow/K00799%09yellow/K01044%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00630/K01895%09yellow/K18123%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01040/K00232%09yellow/K07513%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00561/K01059%09yellow/K13506%09yellow/K22283%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko02024/K01897%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00072/K01640%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00620/K01895%09yellow/K01946%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04978/K14739%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01130/K00602%09yellow/K01895%09yellow/K01946%09yellow/K03841%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00140/K00699%09yellow/K07424%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01200/K00232%09yellow/K01895%09yellow/K03841%09yellow/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00730/K01077%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko02020/K01077%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00480/K00799%09yellow/K13299%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00053/K00699%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00670/K00602%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04928/K04439%09yellow/K04612%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00910/K01672%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00770/K09680%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04916/K01827%09yellow/K08725%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00010/K01895%09yellow/K03841%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04320/K02098%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00040/K00699%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01110/K00232%09yellow/K00602%09yellow/K00699%09yellow/K01640%09yellow/K01895%09yellow/K01946%09yellow/K03841%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K13506%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04966/K06573%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00534/K08103%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04144/K01528%09yellow/K04439%09yellow/K06751%09yellow/K12494%09yellow/K18467%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04612/K06751%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04911/K04351%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00062/K07509%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00030/K03841%09yellow



http://www.genome.jp/kegg-bin/show_pathway?ko03410/K03648%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04216/K01897%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00591/K07424%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00350/K01827%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04218/K06751%09yellow/K10995%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04910/K01946%09yellow/K03841%09yellow/K07202%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04624/K10380%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00052/K01784%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04975/K08751%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00051/K03841%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko03022/K03134%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko02010/K05646%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04211/K07202%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04961/K01528%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04024/K00232%09yellow/K04351%09yellow/K05211%09yellow/K05254%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00513/K23741%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00380/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04725/K04805%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00330/K18123%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00520/K01784%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04340/K04439%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00510/K23741%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04927/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04923/K08753%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04929/K04439%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko03460/K15365%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04728/K04439%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04918/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00600/K04717%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04976/K14360%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04720/K05211%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04926/K04439%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00310/K07514%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04145/K06751%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04330/K06053%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04919/K15164%09yellow/K17903%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04261/K04351%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04514/K06751%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04935/K05254%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04925/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04620/K10168%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04721/K01528%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04072/K01528%09yellow/K04351%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04714/K01897%09yellow/K07202%09yellow/K08765%09yellow/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04658/K06053%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04064/K20912%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04668/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04361/K12494%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04724/K05211%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04659/K09093%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00564/K13506%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04713/K05211%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04915/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04071/K04717%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04670/K04351%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04723/K13700%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04080/K04805%09yellow/K05206%09yellow/K05211%09yellow/K05254%09yellow



http://www.genome.jp/kegg-bin/show_pathway?ko04621/K04612%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04142/K01279%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04062/K04439%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04371/K07202%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04022/K09048%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko00230/K00602%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04141/K23741%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04020/K05211%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04015/K04351%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04010/K04439%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04740/K04439%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko04151/K09048%09yellow



http://www.genome.jp/kegg-bin/show_pathway?ko00071/K00232%09yellow/K01897%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K08765%09yellow/K13239%09yellow
http://www.genome.jp/kegg-bin/show_pathway?ko03320/K00232%09yellow/K01059%09yellow/K01897%09yellow/K07513%09yellow/K07514%09yellow/K08751%09yellow/K08753%09yellow/K08762%09yellow/K08765%09yellow

http://www.genome.jp/kegg-bin/show_pathway?ko04146/K00232%09yellow/K01640%09yellow/K01897%09yellow/K07513%09yellow/K07514%09yellow/K13239%09yellow/K13299%09yellow

http://www.genome.jp/kegg-bin/show_pathway?ko01130/K00602%09yellow/K01895%09yellow/K01946%09yellow/K03841%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow

http://www.genome.jp/kegg-bin/show_pathway?ko01110/K00232%09yellow/K00602%09yellow/K00699%09yellow/K01640%09yellow/K01895%09yellow/K01946%09yellow/K03841%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K13506%09yellow



http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow







http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow







http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow







http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow







http://www.genome.jp/kegg-bin/show_pathway?ko01100/K00232%09yellow/K00602%09yellow/K00699%09yellow/K00799%09yellow/K01061%09yellow/K01071%09yellow/K01077%09yellow/K01640%09yellow/K01672%09yellow/K01784%09yellow/K01827%09yellow/K01895%09yellow/K01897%09yellow/K01930%09yellow/K01946%09yellow/K03841%09yellow/K04717%09yellow/K07424%09yellow/K07509%09yellow/K07513%09yellow/K07514%09yellow/K09680%09yellow/K13299%09yellow/K13506%09yellow/K18123%09yellow/K22283%09yellow/K23741%09yellow


