Supplementary Table S10 Enriched Pathways Dystonia Genes
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Abbreviations: Bonferroni= q value Bonferroni; FDR = q value False Discovery Rate; B&H = Benjamini and Hochberg’s; B&Y= Benjamini–Yekutieli
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ID


Name


pValue


Bonferroni


FDR B&H


FDR B&Y


GO:0045333


cellular respiration


7.197E-32


2.041E-28


2.041E-28


1.741E-27


GO:0015980


energy derivation by oxidation of organic compounds


5.094E-27


1.445E-23


7.224E-24


6.160E-23


GO:0055114


oxidation-reduction process


3.506E-24


9.943E-21


3.314E-21


2.826E-20


GO:0006091


generation of precursor metabolites and energy


2.704E-22


7.669E-19


1.798E-19


1.533E-18


GO:0022904


respiratory electron transport chain


3.170E-22


8.989E-19


1.798E-19


1.533E-18


GO:0022900


electron transport chain


2.862E-21


8.116E-18


1.170E-18


9.981E-18


GO:0017144


drug metabolic process


2.889E-21


8.193E-18


1.170E-18


9.981E-18


GO:0033108


mitochondrial respiratory chain complex assembly


7.724E-21


2.191E-17


2.738E-18


2.335E-17


GO:0007005


mitochondrion organization


3.322E-20


9.420E-17


1.047E-17


8.925E-17


GO:0006163


purine nucleotide metabolic process


6.231E-20


1.767E-16


1.767E-17


1.507E-16


GO:0009152


purine ribonucleotide biosynthetic process


7.189E-20


2.039E-16


1.853E-17


1.581E-16


GO:0006164


purine nucleotide biosynthetic process


1.074E-19


3.047E-16


2.539E-17


2.165E-16


GO:0009260


ribonucleotide biosynthetic process


1.700E-19


4.820E-16


3.708E-17


3.162E-16


GO:0072522


purine-containing compound biosynthetic process


2.344E-19


6.646E-16


4.722E-17


4.027E-16


GO:0046390


ribose phosphate biosynthetic process


2.497E-19


7.083E-16


4.722E-17


4.027E-16


GO:0072521


purine-containing compound metabolic process


2.684E-19


7.612E-16


4.758E-17


4.057E-16


GO:0009150


purine ribonucleotide metabolic process


3.842E-19


1.090E-15


6.410E-17


5.466E-16


GO:0042775


mitochondrial ATP synthesis coupled electron transport


6.180E-19


1.753E-15


9.737E-17


8.303E-16


GO:0042773


ATP synthesis coupled electron transport


7.231E-19


2.051E-15


1.045E-16


8.914E-16


GO:0009259


ribonucleotide metabolic process


7.371E-19


2.091E-15


1.045E-16


8.914E-16


GO:0019693


ribose phosphate metabolic process


1.080E-18


3.063E-15


1.459E-16


1.244E-15


GO:1901293


nucleoside phosphate biosynthetic process


2.082E-18


5.904E-15


2.684E-16


2.288E-15


GO:0032981


mitochondrial respiratory chain complex I assembly


2.823E-18


8.005E-15


3.335E-16


2.844E-15


GO:0010257


NADH dehydrogenase complex assembly


2.823E-18


8.005E-15


3.335E-16


2.844E-15


GO:0009117


nucleotide metabolic process


6.019E-18


1.707E-14


6.828E-16


5.823E-15


GO:0006753


nucleoside phosphate metabolic process


8.035E-18


2.279E-14


8.764E-16


7.474E-15


GO:0006119


oxidative phosphorylation


1.517E-17


4.303E-14


1.594E-15


1.359E-14


GO:0015986


ATP synthesis coupled proton transport


2.081E-17


5.901E-14


2.035E-15


1.735E-14


GO:0015985


energy coupled proton transport, down electrochemical gradient


2.081E-17


5.901E-14


2.035E-15


1.735E-14


GO:0006120


mitochondrial electron transport, NADH to ubiquinone


2.426E-17


6.881E-14


2.294E-15


1.956E-14


GO:0009165


nucleotide biosynthetic process


2.798E-17


7.934E-14


2.559E-15


2.183E-14


GO:0009141


nucleoside triphosphate metabolic process


5.333E-17


1.512E-13


4.726E-15


4.030E-14


GO:0009142


nucleoside triphosphate biosynthetic process


1.093E-16


3.101E-13


9.397E-15


8.013E-14


GO:0055086


nucleobase-containing small molecule metabolic process


1.493E-16


4.234E-13


1.245E-14


1.062E-13


GO:0019637


organophosphate metabolic process


1.650E-16


4.679E-13


1.337E-14


1.140E-13


GO:0009144


purine nucleoside triphosphate metabolic process


1.760E-16


4.992E-13


1.387E-14


1.182E-13


GO:0006754


ATP biosynthetic process


2.293E-16


6.504E-13


1.758E-14


1.499E-13


GO:0009060


aerobic respiration


2.572E-16


7.294E-13


1.920E-14


1.637E-13


GO:0090407


organophosphate biosynthetic process


4.647E-16


1.318E-12


3.379E-14


2.881E-13


GO:0009206


purine ribonucleoside triphosphate biosynthetic process


6.402E-16


1.816E-12


4.539E-14


3.871E-13


GO:0009145


purine nucleoside triphosphate biosynthetic process


6.952E-16


1.972E-12


4.809E-14


4.101E-13


GO:0009201


ribonucleoside triphosphate biosynthetic process


1.042E-15


2.956E-12


7.039E-14


6.003E-13


GO:0009205


purine ribonucleoside triphosphate metabolic process


1.805E-15


5.119E-12


1.191E-13


1.015E-12


GO:0009199


ribonucleoside triphosphate metabolic process


3.064E-15


8.689E-12


1.975E-13


1.684E-12


GO:1901135


carbohydrate derivative metabolic process


1.110E-14


3.149E-11


6.997E-13


5.967E-12


GO:1902600


proton transmembrane transport


1.186E-14


3.365E-11


7.314E-13


6.237E-12


GO:0046034


ATP metabolic process


1.256E-14


3.561E-11


7.577E-13


6.461E-12


GO:0006811


ion transport


1.852E-14


5.254E-11


1.095E-12


9.333E-12


GO:1901137


carbohydrate derivative biosynthetic process


4.415E-14


1.252E-10


2.555E-12


2.179E-11


GO:0019752


carboxylic acid metabolic process


1.152E-13


3.266E-10


6.531E-12


5.570E-11


GO:0034220


ion transmembrane transport


3.025E-13


8.579E-10


1.682E-11


1.435E-10


GO:0046146


tetrahydrobiopterin metabolic process


7.284E-13


2.066E-9


3.973E-11


3.388E-10


GO:0043436


oxoacid metabolic process


7.821E-13


2.218E-9


4.185E-11


3.569E-10


GO:0006812


cation transport


8.483E-13


2.406E-9


4.455E-11


3.799E-10


GO:0006082


organic acid metabolic process


1.137E-12


3.225E-9


5.864E-11


5.000E-10


GO:0098662


inorganic cation transmembrane transport


2.437E-12


6.912E-9


1.234E-10


1.052E-9


GO:0098660


inorganic ion transmembrane transport


2.607E-12


7.394E-9


1.297E-10


1.106E-9




ID Name pValue BonferroniFDR B&H FDR B&Y

GO:0045333cellular respiration 7.197E-32 2.041E-28 2.041E-28 1.741E-27

GO:0015980energy derivation by oxidation of organic compounds5.094E-27 1.445E-23 7.224E-24 6.160E-23

GO:0055114oxidation-reduction process 3.506E-24 9.943E-21 3.314E-21 2.826E-20

GO:0006091generation of precursor metabolites and energy 2.704E-22 7.669E-19 1.798E-19 1.533E-18

GO:0022904respiratory electron transport chain 3.170E-22 8.989E-19 1.798E-19 1.533E-18

GO:0022900electron transport chain 2.862E-21 8.116E-18 1.170E-18 9.981E-18

GO:0017144drug metabolic process 2.889E-21 8.193E-18 1.170E-18 9.981E-18

GO:0033108mitochondrial respiratory chain complex assembly7.724E-21 2.191E-17 2.738E-18 2.335E-17

GO:0007005mitochondrion organization 3.322E-20 9.420E-17 1.047E-17 8.925E-17

GO:0006163purine nucleotide metabolic process 6.231E-20 1.767E-16 1.767E-17 1.507E-16

GO:0009152purine ribonucleotide biosynthetic process 7.189E-20 2.039E-16 1.853E-17 1.581E-16

GO:0006164purine nucleotide biosynthetic process 1.074E-19 3.047E-16 2.539E-17 2.165E-16

GO:0009260ribonucleotide biosynthetic process 1.700E-19 4.820E-16 3.708E-17 3.162E-16

GO:0072522purine-containing compound biosynthetic process2.344E-19 6.646E-16 4.722E-17 4.027E-16

GO:0046390ribose phosphate biosynthetic process 2.497E-19 7.083E-16 4.722E-17 4.027E-16

GO:0072521purine-containing compound metabolic process 2.684E-19 7.612E-16 4.758E-17 4.057E-16

GO:0009150purine ribonucleotide metabolic process 3.842E-19 1.090E-15 6.410E-17 5.466E-16

GO:0042775mitochondrial ATP synthesis coupled electron transport6.180E-19 1.753E-15 9.737E-17 8.303E-16

GO:0042773ATP synthesis coupled electron transport 7.231E-19 2.051E-15 1.045E-16 8.914E-16

GO:0009259ribonucleotide metabolic process 7.371E-19 2.091E-15 1.045E-16 8.914E-16

GO:0019693ribose phosphate metabolic process 1.080E-18 3.063E-15 1.459E-16 1.244E-15

GO:1901293nucleoside phosphate biosynthetic process 2.082E-18 5.904E-15 2.684E-16 2.288E-15

GO:0032981mitochondrial respiratory chain complex I assembly2.823E-18 8.005E-15 3.335E-16 2.844E-15

GO:0010257NADH dehydrogenase complex assembly 2.823E-18 8.005E-15 3.335E-16 2.844E-15

GO:0009117nucleotide metabolic process 6.019E-18 1.707E-14 6.828E-16 5.823E-15

GO:0006753nucleoside phosphate metabolic process 8.035E-18 2.279E-14 8.764E-16 7.474E-15

GO:0006119oxidative phosphorylation 1.517E-17 4.303E-14 1.594E-15 1.359E-14

GO:0015986ATP synthesis coupled proton transport 2.081E-17 5.901E-14 2.035E-15 1.735E-14

GO:0015985energy coupled proton transport, down electrochemical gradient2.081E-17 5.901E-14 2.035E-15 1.735E-14

GO:0006120mitochondrial electron transport, NADH to ubiquinone2.426E-17 6.881E-14 2.294E-15 1.956E-14

GO:0009165nucleotide biosynthetic process 2.798E-17 7.934E-14 2.559E-15 2.183E-14

GO:0009141nucleoside triphosphate metabolic process 5.333E-17 1.512E-13 4.726E-15 4.030E-14

GO:0009142nucleoside triphosphate biosynthetic process 1.093E-16 3.101E-13 9.397E-15 8.013E-14

GO:0055086nucleobase-containing small molecule metabolic process1.493E-16 4.234E-13 1.245E-14 1.062E-13

GO:0019637organophosphate metabolic process 1.650E-16 4.679E-13 1.337E-14 1.140E-13

GO:0009144purine nucleoside triphosphate metabolic process1.760E-16 4.992E-13 1.387E-14 1.182E-13

GO:0006754ATP biosynthetic process 2.293E-16 6.504E-13 1.758E-14 1.499E-13

GO:0009060aerobic respiration 2.572E-16 7.294E-13 1.920E-14 1.637E-13

GO:0090407organophosphate biosynthetic process 4.647E-16 1.318E-12 3.379E-14 2.881E-13

GO:0009206purine ribonucleoside triphosphate biosynthetic process6.402E-16 1.816E-12 4.539E-14 3.871E-13

GO:0009145purine nucleoside triphosphate biosynthetic process6.952E-16 1.972E-12 4.809E-14 4.101E-13

GO:0009201ribonucleoside triphosphate biosynthetic process 1.042E-15 2.956E-12 7.039E-14 6.003E-13

GO:0009205purine ribonucleoside triphosphate metabolic process1.805E-15 5.119E-12 1.191E-13 1.015E-12

GO:0009199ribonucleoside triphosphate metabolic process 3.064E-15 8.689E-12 1.975E-13 1.684E-12

GO:1901135carbohydrate derivative metabolic process 1.110E-14 3.149E-11 6.997E-13 5.967E-12

GO:1902600proton transmembrane transport 1.186E-14 3.365E-11 7.314E-13 6.237E-12

GO:0046034ATP metabolic process 1.256E-14 3.561E-11 7.577E-13 6.461E-12

GO:0006811ion transport 1.852E-14 5.254E-11 1.095E-12 9.333E-12

GO:1901137carbohydrate derivative biosynthetic process 4.415E-14 1.252E-10 2.555E-12 2.179E-11

GO:0019752carboxylic acid metabolic process 1.152E-13 3.266E-10 6.531E-12 5.570E-11

GO:0034220ion transmembrane transport 3.025E-13 8.579E-10 1.682E-11 1.435E-10

GO:0046146tetrahydrobiopterin metabolic process 7.284E-13 2.066E-9 3.973E-11 3.388E-10

GO:0043436oxoacid metabolic process 7.821E-13 2.218E-9 4.185E-11 3.569E-10

GO:0006812cation transport 8.483E-13 2.406E-9 4.455E-11 3.799E-10

GO:0006082organic acid metabolic process 1.137E-12 3.225E-9 5.864E-11 5.000E-10

GO:0098662inorganic cation transmembrane transport 2.437E-12 6.912E-9 1.234E-10 1.052E-9

GO:0098660inorganic ion transmembrane transport 2.607E-12 7.394E-9 1.297E-10 1.106E-9
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GO:0098655


cation transmembrane transport


7.163E-12


2.031E-8


3.503E-10


2.987E-9


GO:0015672


monovalent inorganic cation transport


8.627E-11


2.447E-7


4.147E-9


3.536E-8


GO:0055085


transmembrane transport


8.978E-11


2.546E-7


4.244E-9


3.619E-8


GO:0006729


tetrahydrobiopterin biosynthetic process


1.099E-10


3.118E-7


5.028E-9


4.288E-8


GO:0061732


mitochondrial acetyl-CoA biosynthetic process from pyruvate


1.099E-10


3.118E-7


5.028E-9


4.288E-8


GO:1901615


organic hydroxy compound metabolic process


1.924E-10


5.457E-7


8.662E-9


7.387E-8


GO:0009712


catechol-containing compound metabolic process


3.023E-10


8.574E-7


1.319E-8


1.125E-7


GO:0006584


catecholamine metabolic process


3.023E-10


8.574E-7


1.319E-8


1.125E-7


GO:0042558


pteridine-containing compound metabolic process


5.221E-10


1.481E-6


2.243E-8


1.913E-7


GO:0042417


dopamine metabolic process


9.054E-10


2.568E-6


3.776E-8


3.220E-7


GO:0009072


aromatic amino acid family metabolic process


9.054E-10


2.568E-6


3.776E-8


3.220E-7


GO:0008535


respiratory chain complex IV assembly


1.103E-9


3.129E-6


4.535E-8


3.867E-7


GO:0009713


catechol-containing compound biosynthetic process


1.446E-9


4.102E-6


5.697E-8


4.858E-7


GO:0042423


catecholamine biosynthetic process


1.446E-9


4.102E-6


5.697E-8


4.858E-7


GO:0034311


diol metabolic process


1.446E-9


4.102E-6


5.697E-8


4.858E-7


GO:0042416


dopamine biosynthetic process


2.480E-9


7.034E-6


9.636E-8


8.217E-7


GO:0034622


cellular protein-containing complex assembly


2.848E-9


8.076E-6


1.091E-7


9.307E-7


GO:0018958


phenol-containing compound metabolic process


3.320E-9


9.415E-6


1.255E-7


1.070E-6


GO:0042559


pteridine-containing compound biosynthetic process


5.745E-9


1.629E-5


2.144E-7


1.828E-6


GO:0006086


acetyl-CoA biosynthetic process from pyruvate


8.325E-9


2.361E-5


3.066E-7


2.615E-6


GO:0017004


cytochrome complex assembly


1.062E-8


3.012E-5


3.861E-7


3.293E-6


GO:0006099


tricarboxylic acid cycle


1.277E-8


3.621E-5


4.584E-7


3.909E-6


GO:0034312


diol biosynthetic process


2.912E-8


8.258E-5


1.006E-6


8.577E-6


GO:0033866


nucleoside bisphosphate biosynthetic process


2.949E-8


8.363E-5


1.006E-6


8.577E-6


GO:0034030


ribonucleoside bisphosphate biosynthetic process


2.949E-8


8.363E-5


1.006E-6


8.577E-6


GO:0034033


purine nucleoside bisphosphate biosynthetic process


2.949E-8


8.363E-5


1.006E-6


8.577E-6


GO:0033865


nucleoside bisphosphate metabolic process


3.050E-8


8.650E-5


1.006E-6


8.577E-6


GO:0033875


ribonucleoside bisphosphate metabolic process


3.050E-8


8.650E-5


1.006E-6


8.577E-6


GO:0034032


purine nucleoside bisphosphate metabolic process


3.050E-8


8.650E-5


1.006E-6


8.577E-6


GO:0006085


acetyl-CoA biosynthetic process


4.909E-8


1.392E-4


1.600E-6


1.365E-5


GO:0006637


acyl-CoA metabolic process


5.682E-8


1.611E-4


1.810E-6


1.544E-5


GO:0035383


thioester metabolic process


5.682E-8


1.611E-4


1.810E-6


1.544E-5


GO:1901605


alpha-amino acid metabolic process


9.060E-8


2.569E-4


2.855E-6


2.434E-5


GO:0046189


phenol-containing compound biosynthetic process


1.044E-7


2.960E-4


3.253E-6


2.774E-5


GO:0032787


monocarboxylic acid metabolic process


1.294E-7


3.669E-4


3.989E-6


3.401E-5


GO:0006520


cellular amino acid metabolic process


1.352E-7


3.835E-4


4.123E-6


3.516E-5


GO:0071616


acyl-CoA biosynthetic process


1.892E-7


5.366E-4


5.648E-6


4.817E-5


GO:0035384


thioester biosynthetic process


1.892E-7


5.366E-4


5.648E-6


4.817E-5


GO:1902221


erythrose 4-phosphate/phosphoenolpyruvate family amino acid metabolic process


2.137E-7


6.061E-4


6.248E-6


5.328E-5


GO:0006558


L-phenylalanine metabolic process


2.137E-7


6.061E-4


6.248E-6


5.328E-5


GO:0010035


response to inorganic substance


2.515E-7


7.132E-4


7.278E-6


6.206E-5


GO:0007626


locomotory behavior


2.926E-7


8.299E-4


8.383E-6


7.149E-5


GO:0071287


cellular response to manganese ion


5.830E-7


1.653E-3


1.653E-5


1.410E-4


GO:0001505


regulation of neurotransmitter levels


6.664E-7


1.890E-3


1.871E-5


1.596E-4


GO:1901617


organic hydroxy compound biosynthetic process


7.651E-7


2.170E-3


2.127E-5


1.814E-4


GO:0097164


ammonium ion metabolic process


9.264E-7


2.627E-3


2.551E-5


2.175E-4


GO:0006084


acetyl-CoA metabolic process


1.148E-6


3.256E-3


3.131E-5


2.670E-4


GO:0001963


synaptic transmission, dopaminergic


1.161E-6


3.294E-3


3.137E-5


2.675E-4


GO:0050884


neuromuscular process controlling posture


1.293E-6


3.667E-3


3.459E-5


2.950E-4


GO:1903146


regulation of autophagy of mitochondrion


1.661E-6


4.711E-3


4.403E-5


3.754E-4


GO:0000422


autophagy of mitochondrion


1.854E-6


5.259E-3


4.825E-5


4.114E-4


GO:0061726


mitochondrion disassembly


1.854E-6


5.259E-3


4.825E-5


4.114E-4


GO:0036476


neuron death in response to hydrogen peroxide


1.947E-6


5.522E-3


4.930E-5


4.204E-4


GO:1903207


regulation of hydrogen peroxide-induced neuron death


1.947E-6


5.522E-3


4.930E-5


4.204E-4


GO:1903208


negative regulation of hydrogen peroxide-induced neuron death


1.947E-6


5.522E-3


4.930E-5


4.204E-4


GO:0033617


mitochondrial cytochrome c oxidase assembly


2.033E-6


5.765E-3


5.057E-5


4.312E-4


GO:1903599


positive regulation of autophagy of mitochondrion


2.033E-6


5.765E-3


5.057E-5


4.312E-4


GO:0006790


sulfur compound metabolic process


2.191E-6


6.214E-3


5.404E-5


4.608E-4




GO:0098655cation transmembrane transport 7.163E-12 2.031E-8 3.503E-10 2.987E-9

GO:0015672monovalent inorganic cation transport 8.627E-11 2.447E-7 4.147E-9 3.536E-8

GO:0055085transmembrane transport 8.978E-11 2.546E-7 4.244E-9 3.619E-8

GO:0006729tetrahydrobiopterin biosynthetic process 1.099E-10 3.118E-7 5.028E-9 4.288E-8

GO:0061732mitochondrial acetyl-CoA biosynthetic process from pyruvate1.099E-10 3.118E-7 5.028E-9 4.288E-8

GO:1901615organic hydroxy compound metabolic process 1.924E-10 5.457E-7 8.662E-9 7.387E-8

GO:0009712catechol-containing compound metabolic process3.023E-10 8.574E-7 1.319E-8 1.125E-7

GO:0006584catecholamine metabolic process 3.023E-10 8.574E-7 1.319E-8 1.125E-7

GO:0042558pteridine-containing compound metabolic process5.221E-10 1.481E-6 2.243E-8 1.913E-7

GO:0042417dopamine metabolic process 9.054E-10 2.568E-6 3.776E-8 3.220E-7

GO:0009072aromatic amino acid family metabolic process 9.054E-10 2.568E-6 3.776E-8 3.220E-7

GO:0008535respiratory chain complex IV assembly 1.103E-9 3.129E-6 4.535E-8 3.867E-7

GO:0009713catechol-containing compound biosynthetic process1.446E-9 4.102E-6 5.697E-8 4.858E-7

GO:0042423catecholamine biosynthetic process 1.446E-9 4.102E-6 5.697E-8 4.858E-7

GO:0034311diol metabolic process 1.446E-9 4.102E-6 5.697E-8 4.858E-7

GO:0042416dopamine biosynthetic process 2.480E-9 7.034E-6 9.636E-8 8.217E-7

GO:0034622cellular protein-containing complex assembly 2.848E-9 8.076E-6 1.091E-7 9.307E-7

GO:0018958phenol-containing compound metabolic process 3.320E-9 9.415E-6 1.255E-7 1.070E-6

GO:0042559pteridine-containing compound biosynthetic process5.745E-9 1.629E-5 2.144E-7 1.828E-6

GO:0006086acetyl-CoA biosynthetic process from pyruvate 8.325E-9 2.361E-5 3.066E-7 2.615E-6

GO:0017004cytochrome complex assembly 1.062E-8 3.012E-5 3.861E-7 3.293E-6

GO:0006099tricarboxylic acid cycle 1.277E-8 3.621E-5 4.584E-7 3.909E-6

GO:0034312diol biosynthetic process 2.912E-8 8.258E-5 1.006E-6 8.577E-6

GO:0033866nucleoside bisphosphate biosynthetic process 2.949E-8 8.363E-5 1.006E-6 8.577E-6

GO:0034030ribonucleoside bisphosphate biosynthetic process2.949E-8 8.363E-5 1.006E-6 8.577E-6

GO:0034033purine nucleoside bisphosphate biosynthetic process2.949E-8 8.363E-5 1.006E-6 8.577E-6

GO:0033865nucleoside bisphosphate metabolic process 3.050E-8 8.650E-5 1.006E-6 8.577E-6

GO:0033875ribonucleoside bisphosphate metabolic process 3.050E-8 8.650E-5 1.006E-6 8.577E-6

GO:0034032purine nucleoside bisphosphate metabolic process3.050E-8 8.650E-5 1.006E-6 8.577E-6

GO:0006085acetyl-CoA biosynthetic process 4.909E-8 1.392E-4 1.600E-6 1.365E-5

GO:0006637acyl-CoA metabolic process 5.682E-8 1.611E-4 1.810E-6 1.544E-5

GO:0035383thioester metabolic process 5.682E-8 1.611E-4 1.810E-6 1.544E-5

GO:1901605alpha-amino acid metabolic process 9.060E-8 2.569E-4 2.855E-6 2.434E-5

GO:0046189phenol-containing compound biosynthetic process1.044E-7 2.960E-4 3.253E-6 2.774E-5

GO:0032787monocarboxylic acid metabolic process 1.294E-7 3.669E-4 3.989E-6 3.401E-5

GO:0006520cellular amino acid metabolic process 1.352E-7 3.835E-4 4.123E-6 3.516E-5

GO:0071616acyl-CoA biosynthetic process 1.892E-7 5.366E-4 5.648E-6 4.817E-5

GO:0035384thioester biosynthetic process 1.892E-7 5.366E-4 5.648E-6 4.817E-5

GO:1902221erythrose 4-phosphate/phosphoenolpyruvate family amino acid metabolic process2.137E-7 6.061E-4 6.248E-6 5.328E-5

GO:0006558L-phenylalanine metabolic process 2.137E-7 6.061E-4 6.248E-6 5.328E-5

GO:0010035response to inorganic substance 2.515E-7 7.132E-4 7.278E-6 6.206E-5

GO:0007626locomotory behavior 2.926E-7 8.299E-4 8.383E-6 7.149E-5

GO:0071287cellular response to manganese ion 5.830E-7 1.653E-3 1.653E-5 1.410E-4

GO:0001505regulation of neurotransmitter levels 6.664E-7 1.890E-3 1.871E-5 1.596E-4

GO:1901617organic hydroxy compound biosynthetic process 7.651E-7 2.170E-3 2.127E-5 1.814E-4

GO:0097164ammonium ion metabolic process 9.264E-7 2.627E-3 2.551E-5 2.175E-4

GO:0006084acetyl-CoA metabolic process 1.148E-6 3.256E-3 3.131E-5 2.670E-4

GO:0001963synaptic transmission, dopaminergic 1.161E-6 3.294E-3 3.137E-5 2.675E-4

GO:0050884neuromuscular process controlling posture 1.293E-6 3.667E-3 3.459E-5 2.950E-4

GO:1903146regulation of autophagy of mitochondrion 1.661E-6 4.711E-3 4.403E-5 3.754E-4

GO:0000422autophagy of mitochondrion 1.854E-6 5.259E-3 4.825E-5 4.114E-4

GO:0061726mitochondrion disassembly 1.854E-6 5.259E-3 4.825E-5 4.114E-4

GO:0036476neuron death in response to hydrogen peroxide 1.947E-6 5.522E-3 4.930E-5 4.204E-4

GO:1903207regulation of hydrogen peroxide-induced neuron death1.947E-6 5.522E-3 4.930E-5 4.204E-4

GO:1903208negative regulation of hydrogen peroxide-induced neuron death1.947E-6 5.522E-3 4.930E-5 4.204E-4

GO:0033617mitochondrial cytochrome c oxidase assembly 2.033E-6 5.765E-3 5.057E-5 4.312E-4

GO:1903599positive regulation of autophagy of mitochondrion2.033E-6 5.765E-3 5.057E-5 4.312E-4

GO:0006790sulfur compound metabolic process 2.191E-6 6.214E-3 5.404E-5 4.608E-4
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