==

95% confidence intervals

|
superpathway of C1 compounds oxidation to COZ | [} 5.98e-4
superpathway of arginine and palyamine biosynthesis e . N 7.49e-4
superpathway of polyamlne biosynthesis Il b o 3.10e-3
eatinine degradation | == o 34503
superpathway of pu\yamme biosynthesis | e | 3.96e-3
2-amina-3-carbaxymuconate semialdehyde degradatien to 3-cxnpentencate P I 9 4.40e-3
gallate degradation | = e 4.71e-3
superpathway of (R R)-butanediol biasynthesis F== I o 4.95¢-3
superpathway of phenylethylamine degradation == @ 5.13e-3
glycogen degradation Il (eukaryatic) Lh 5.28e-3
catechol degradation | (meta-cleavage pathway) == 1 =] 5.40e-3
arsmatic biogenic amine degradation (bacteria) F==3 : o 5.50e-3
taxadiene biosynthesis (engineered) e - 5.58e-3
n ge pathway) r— | O 5.71e-3
catechal degradation to 2-oxopent-4-enoate 1| = i =] 5.71e-3
reductive TCA cycle | b L ! 5.82e-3
of Clastridium ac acidogenic s el 5.82e-3
pyruvate fermentation to butanoate o 5.86e-3
methylgallate degradation A3 P om 5.93e-3
thiazole biosynthesis | (E. coli) R o 1 5.93e-3
gallate degradation | B ) 5.97e-3
alyeolysis | (from glucose 6-phosphate) s L] 5.99e-3
adenosine ribonucleotides de nova biosynthesis E—— - ! 5.99¢-3
cobiijyrinate a,c-diamide biosynthesis Ii flate cabalt incorporation) [ U = 5.99e.3
L-histidine degradation Il 7= ! o 5.99e-3
uene degradation lll (aerobic) (via p-cresol) == ! O 5.99e-3
catechol degradation Il (meta-cleavage pathway) = e 5.99e.3
allantoin degradation to glyoxylate IIl = [ 5.99e-3
meta cleavage pathway of aromatic compounds 7= ] 5.99¢-3
galactose degradation | (Leloir pathviay) S R-X | 5.99e-3
urea cycle == ! = 5.99e-3
toluene degradation | {aerabic) (via o-cresol) F= . 5.99e-3
toluene deg 1l (aerabic) (via £ 5.99e-3
superpathway of 2,3-butanediol biasynthesis F= ' 6.12e-3
superpathway of pyrimidine ribonuclecsides salvage —.— ! 6.12e-3
L-tyrosine degradation | r— I HH 6.12e-3
superpathway of L-threonine biosynthesis mm—— - 6.12e-3
superpathway of menaquinal-7 biosynthesis. e ™ i 6.12e-3
1,5-anhydrofructose degradation 7= e 6.12e-3
guanosine nucleotides degradation Il = ; o 6.12e-3
catechol degradation to &beta;-ketoadipate == , =l 6.12e-3
homolactic fermentation - 6.12e-3
thiazole biosynthesis Il (Bacillus) e (=] ! 6.12e-3
octane oxidation E———-z U 6.12e-3
glucose degradation (oxidative) FP= | o 6.12e-3
superpathway of salicylate degradation F== 1 e 6.12e-3
superpathway of heme biosynthesis fram glycine == [l 6.12e-3
adenosine nucleatides degradation Il Fl I o 6.128-3
aromatic via Ebeta; | o 6123
catechol degradation IIl (ortho-cleavage pathway) =| , e 6.12e-3
Bifidobacterium shunt == A 6.12e.3
4-methylcatechal degradation (orthe cleavage) =1 ! = 6.12e-3
nicatinate degradation | = e 6.12e3
e of puri lectides de nove — 1 6.12e-3
phenylacetate degradation | (aerobic) == ! o 6.12e-3
superpathway of phylloguinol biasynthesis e I 6.12e-3
TCA cycle Vill {helicobacter) ERr— | o 6.12e-3
TCA cycle VIl (acetate-producers) = 1 —o— 6.12e-3
ketaglucanate metabolism B ) 6.120-3
4-aminobutanaate degradation V I HH 6.12e-3
chiorasalicylate degradation B ] 6.128-3
arginine, ornithine and proline intercanversion == [ 6.12e.3
of ad ! de novo | — o ! 6.12e3
superpathway of histidine, purine, and pyrimidine biosynthesis (e o ! 6.12e3
biosynthest .| 6.12e-3
ubiguinol-7 biosynthesis (prokaryatic) S ke 6.12e-3
ubiguinol-8 biosynthesis (prokaryotic) e e 6.12e-3
ubiguinol-10 biosynthesis (prokaryotic) Emmr— | e 6.12e-3
ubiguinol-9 biesynthesis (prokaryotic) Emmr— R 6.12e-3
incomplete reductive TCA cycle Bamm .- 6.24e-3
superpathway of ubiquinal-8 biosynthesis (prokaryotic) Emr== o 6.24e-3
pyruvate fermentation to isabutanal (engineered) —"— : —o— 6.24e-3
pal of 11 [ == HH 6.24e-3
superpathway of menaquinal-12 biasynthesis fem - b.24e-3
superpathway of menaquinal-13 biasynthesis e [T 6.2de.3
1,4-dihydroxy-2-naphthoate biosynthesis | fem - 6.398-3
superpathway of menaquinol-8 biosynthesis | e [ I 6.3%e-3
Z-nitrobenzoate degradatlon | ' e 6.39e-3
of ides de novo d 6.39¢-3
glycolysis IIl {from glu(use) [ o : 6.39e-3
superpathway of glyaxylate bypass and TCA o 6,393
Lolysine biosynthesis |1l Emm— - ! 6.39e-3
pyruvate fermentation to acetate and lactate || R —— ! 6.390-3
adenine and adenosine salvage ||| — e ! 6.39e-3
superpathway of menaguinal-a biosynthesis Il | ® 6.39e-3
L-lysine biosynthesis Il —e— [ 6.39¢-3
1,4-dihydroxy-6-naphthoate biosynthesis | | ® 6.39e-3
nitrate reduction | (denitrification) = e 6.39e-3
pyrimidine deoxyribanucleatides de novo biosynthesis Il e .- 6.39e-3
¥ ¥ degradat o 6.39e-3
L-omithine biosynthesls Emmr— ! Ho— 6.39e-3
TCA cycle | (prokaryotic) = ! Ho— 6.39e-3
methylaspartate cycle m "' 6.398-3
superpathway of menaquinol-9 biosynthesis g - 6.39¢-3
superpathway of menaquinol-6 biosynthesis | m . 6.39¢-3
superpalhway of menaquinal-10 biasynthesis im - 6.39e-3
of thiamin | —a | 6.49¢-3
"TCh cycle IV {2-oxoglutarate decarboxylase) m—= LR 6.49e-3
methylphosphonate degradation | 7= | 6.49e-3
heme biosynthesis | (aerobic) = | e 6.49e-3
cis-vaccenate biosynthesis — HH 6.4%e-3
biotin biosynthesis | m—— - 6.49e-3
1.4-dihydroxy-6-naphthoate blosynthesis 11 | ® 6.49e-3
coenzyme A biosynthesis | . L 6.49e-3
glycolysis Il (from fructose 6-phosphate) e -l 6.49e-3
aerabic respiration | (cytochrome ¢} ———— IR 6.49e-3
1A charging (— ) 6.49e-3
superpathway of demethylmenaguinal-9 biasynthesis m [ 6.4%e-3
superpathway of demethyimenaquinol-6 biosynthesis | m . 6.49e-3
Supsrpathway of Sbata-D-glucuronide and D-lucuronate degradarion lamm o 6.49¢-3
L-arginine biosynthesis Il {via N-acetyl-L-citrulling) = ' ey 6.498-3
pyruvate fermentation to propancate | g= [ 64923
TCA cycle  (2-oxoglutarate:temedoxin oxidareductase) mm—r— e 6.498-3
formaldehyde assimilation | (serine pathway) @ a 6.4%e-3
ndrostenedione degradation B o 6.49e-3
superpathway of thiamin diphosphate biosynthesis I ke e 6.49¢e-3
parp of puri e | 6.49e-3
CMP-leglonaminate nmsyn[hes\s 1 - e 6.49e-3
of pyrimidine de sak S 6.49e-3
phosphatidylglyceral biosynthesis il (non- plas[ldlc) =. o 6.49¢e-3
phowhahdqu\ycewl biosynthesis | (plastidic) e - : 6.49¢-3
| —— - 6.56e-3
purine nbunuueus\des degradation —e— | 6.60e-3
of sulfate nd cysteine —_— 1 e 6.60e-3
pyrimidine dsulynbnnutlsusldessalvage [=— [ 6.60e-3
perp of pur lastides de neve 1| — . 6.60e-3
of pyrimidine banuclensides degradation e e~ 6.60e-3
5-aminoimidazole ribonuclectide biosynthesis | [m—— - 6.60e-3
acetyl-CoA fermentation to butanoate || o 6.60e-3
Lelysine biosynthesis V| mmm—— - 6.60e-3
methylerythritol phosphate pathway | —— [ 6.60e-3
methylerythritol phosphate pathway || (. o ! 6.60e-3
cab{lllyrinate a,c-diamide biasynthesis | (sarly cobalt insertion] —e | 6.61e-3
hionine biosynthesis Il 1 6.61e-3
nitrate reduction VI (assimilatory) bm - 6.61e-3
fatty acid salvage Em—— | —o— 6.61e-3
supermatimay of GO mannose defved -antigen bulkding bischs bezynthes’ (T R 6.61e-3
heme biosynthesis Il {anaerobic) .o 6.73e:3
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5-aminoimidazole ribonuclectide biosynthesis |l = - 6.73e-3
superpathway of 5-amingimidazole ribonucleotide biosynthesis [ ! 6733
glyoxylate cycle Emr— U e 6.78e-3
L-valine degradation | [+ 6.78e-3
superpathway of taurine degradation P ) 6.78e-3
myo-, chiro- and scillo-inositol degradation @= IR 6.78e-3
iperp of hame i from uroporphyrinogen-iil e o | 6.78e-3
superpathway of glucose and xylose degradation e ! 6.78e-3
guanosine ribonucleatides de novo biosynthesis = - 6.78e-3
phosphopantathenate biosynthesis | N 6.78e-3
superpathway of L-aspartate and L-asparagine biosynthesis e e 6.908-3
glycogen biosynthesis | (from ADP-D-Glucose) e . 6.90e-3
inosine-5"-phosphate biosynthesis | (= ! 6.90e-3
isopropanol biosynthesis | ® 6.97e-3
pyruvate fermentation to acetone | ] [ 6.97e-3
UMP blosynthesis e . 6.97e-3
L-arginine degradation Il (AST pathway) = | e 6.97e-3
pyrimidine deoxyribonucleotide phospharylation (s N 6.97e-3
superpathway of guanesine nucleotides de nowo biosynthesis | [E—— ., 6.97e-3
CDP-diacylglycerol biosynthesis || m— : 6.97e-3
COP-diacylglycerol biosynthesis | =l 6.97¢-3
of I de nevo o ! 6.97e-3
adenosine deaxyribonucleotides de novo biosynthesis Il = e | 6.97e-3
guanosine deaxyribonucleotides de novo bicsynthesis || TE——— | 6.97e-3
L-glutamate and L-glutamine biosynthesis km re | 7.00e-3
of pyrimidine [ 7.00e-3
superpathway of (Kda)2-lipid A biosynthesis S - 7.00e-3
nylan-6 oligomer degradation | [ 7.00e-3
myo-inositol degradation | § | ot 7.21e-3
Lvaline biosynthesis m— [ 7.32e-3
Lisoleucine biosynthesis | (from threonine) — ' ren 72203
L-histidine biosynthesis = (T 7.24e-3
peptidoglycan biosynthesis | (meso-diaminopimelate containing) == | 7.29e-3
Llysine fermentation to acetate and butanoate s —e 7.29¢-3
Superpathwray of pyrimiding deayribanuciestides e novo biasynthesis . [T 7.35e-3
Calvin-Benson-Bassham cycle e 7.35e-3
T — (mess = e 7373
B - itarcain | ® 7.38e3
and 3. degradation | 7.38e-3
cinnamate and degradation to I $ 7.38e-3
ectoine biosynthesis Bem —e 7.41e-3
B-hydroxymethyl-dihydropterin dighosphata biosynthesis 1l (Chlamydia) ———— ! 7.43e-3
pentose phosphate pathway — e 7.44e-3
acetylene degradation [ —— | 7.458-3
4-hydroxyphenylacetate degradation P ] 7.45e-3
superpathway of polyamine biasynthesis |1 e = 7.45¢-3
superpathway of L-serine and glycine biosynthesis | | e 7.60e-3
sulfate reduction | {assimilatory) S | e 7.60e-3
ubp- L ) — e 7.62e-3
superpathway of L-tyrosine biosynthesis [t L] 7.70e-3
L-arginine biasynthesis IV {archaebacteria) et 7.70e-3
L-arginine biosynthesis | (via L-ornithine) e 7,783
tetrapyrrole biosynthesis | (from glutamate) =" | 7.78e-3
norspermidine biosynthesis e o | 7.78e-3
«chitin derivatives degradation e 2 o 7.83e3
peptidaglycan biosynthesis Il (mycobacteria) [Emm—— o 7.84e-3
Sup of L-methi — o 8.00e-3
superpathway of L—a\amr\e musynlhes\s —_— ok 8.00e-3
A processing (S —— 8.00e-3
W\ymyxln resistance l ) 8.00e-3
of bacteriochlorophyll a & 8.00e-3
P-mannose biosynthesis —- I 8.03e-3
Kdo transfer to lipid IVA I1l (Chlamydia) G | 82263
pyridoxal 5-phosphate biosynthesis | I e 8273
flavin masynmas.s | (uacteria and pients) S, o 82263
(aersbic, light-d ° 8.22e-3
N0 -formyl- Iatruhydrofnlate b\nsynthesws = (o 8.22e-3
of hesis |1 {via MEP) 2 2] ' 8.58e-3
superpathway of pyridexal -phosphate biosythesis and salvage [ e 8.70e-3
L-methionine biosynthesis | = [ 8.82e-3
anhydromuropeptides recycling (m—— e ! 8.62e-3
enterobactin biosynthesis P e 8.82e-3
2-methylcitrate cycle | @ = 8.89e-3
lipid IVA biosynthesis [Emmn o | 8.97e-3
L-isoleucine biosynthesis |l [ — | HH 9.17e-3
chorismate biosynthesis | = a 9,363
starch degradation Il | ? 9.52e-3
2-methylcitrate cycle || G e 9.67e-3
gondoate biosynthesis (anaerobic) — o 967e-3
creatinine degradation Il | o 9.67e-3
L-tryptophan blosynthesis [ ! o 96763
8-amine-7-oxononancate biosynthesis | (== 1 9.67e-3
PPGPP blosynthes!s |mmm— [ 9.73e-3
tetrapyrrale biosynthesis Il (from glycine) m—— | 9.87e-3
glycerol degradation to butanal i - 9.91e-3
iy of glycolysis, pyruvate dehycrapenase, TCA, ane giyasylate bypass | 0.010
superpathway of glycolysis and Entner-Doudoroff St ) 0.010
L-leucine degradation | [ o 0.010
D-galacturonate degradation | ™~ 0.010
succinate fermentation to butanoate | -] 0.011
fatty acid elongation - saturated — ! o 0.011
superpathway of tetrahydrofolate biosynthesis (. o 0.011
mycolate biosynthesis Em— | Fe— 0.011
dTDP-N-acetylthomosamine blosynthesis § [} 0.011
L-arginine biosynthesis Il (acetyl cycle) | HeH 0.011
colanic acid building blocks biosynthesis S | Fo 0.011
starch degradation V (. ro 0.012
fucose degradation | + 0.012
superpathway of pyrimidine nucleobases salvage —-— e 0.013
-lysine biosynthesis | = '@ 0.013
a-deoxy-L-threa- nzx 4-enapyranuronate degradation =_ —a— | 0.013
L-glut fon VIl (to - 0.014
oleate biosynthesis IV (anaerobic) =' 5 ol 0.015
purine nuclecbases degradation | {anaerobic) | " 0.016
GDP-D-glycera-&alpha;-D-manno-heptose biosynthesis | [) 0.017
urate biosynthesis/inosine 5'-phosphate degradation (. o, 0.017
aerobactin biosynthesis | 0.017
biotin biosynthesis Il | ; 0.020
(52)-dodec-5-enoate biosynthes!s E— o 0.020
D-glucarate degradation | | [} 0.021
formaldehyde oxidation | B ) 0.021
superpathway of D-glucarate and D-galactarate degradation | ) 0.023
D-galactarate degradation | | . 0023
adenosylcobalamin biosynthesis from eabyrinate a.c-dismide | . e 0023
cuparpatimay of yrimising dacibanusiectidas da reva biseynthess (<. o [ o 0.024
toluene degradation IV (aerobic) (via catechal) | , 0.024
superpathway of ghesphalipid biosynthesis | (bacteria) = ry 0.024
and 2,2"-diket: 0.024
methanol oxidation to carbon dioxide | s 0.024
mixed acid fermentation (. o 0.025
denosyl-Lr — l 0.025
hexitol fermentation ta lactate, formate, thanal and scetate fy B 0.025
adenosylcobalamin salvage from cobinamide |l . e 0.026
fatty acid &beta;-oxidation | [m— j—o— 0.028
superpathway of fatty scid biesynthesis inftistien (£, coli) = o 0,030
palmitoleate biosynthesis | {from (52)-dodec-5-enoate) =" o= 0,031
methyl ketone biosynthesis | t 0.034
formaldehyde assimilation Il (RuMP Cycle) § 0.037
pyrimiding deokyribonuclectides de nove issynthes: o 0039
NAD salvage pathway IS ol 0.041
superpathway of branched amino acld blosynthesis (— Ll 0.041
UDP2. 3 discetanide 2,3 dideory Salpha; -mannuranate bicsynthests | . 0.041
[ —8— 0.043
mycothiol biosynthesis | [] 0.046
of ide and degradation b L] 0.046
, poly-cis phosphate biasy 3 10' 0.047
chorismate biosynthesis fram 3-dehydroquinate | 0.047
superpathway of L-phenylalanine biosynthesis = ] 0,050
1
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