= rwd B FW 95% confidence intervals 95% confidence intervals
1

creatinine degradation | |=l ] 4.608-4 catechol degradation to Sbeta; ketoadipate EF= ' —— 0.010
w ' e 3.79e-3 I de nova e | 0.011
gallate degradation | |=l I e 5.06e-3 <uperpatnuray of adanosine nucleatides de novo bisaynthesis | B —et | 0.011
catechol degradation | {meta-cleavage pathway) F= IoE 5.69e-3 nitrate reduction | (denitrification) @ = 0.011
catechol degradation to 2-oxopent-d-enoate I| = ] e 65.07e-3 Kdo transfer to lipid IVA IIl (Chlamydia) E—= | e 0,011
of " L 6.32e-3 sumarpatheray of geranyigeranyl diphczphate biczynthesis I (via MEF] =_ —e— 0.011
catechol degradation Il (meta-cleavage pathway) == 1 L= 6.63e-3 1 (from —— | 0.011
aromatic biogenic amine degradation (bacteria) F=—= ! o 6.64e-3 coenzyme A blosynthesis | =_ —— 0.011
meta cleavage pathway of aromatic compounds F= . e 6.67e-3 glycalysis Il (from glucase) e —— 0.011
superpathway of taurine degradation P 6.67e-3 galactose degradation | {Leloir pathway) e —— : 0.011
gallate degradation Il = " m 6.67e-3 qlyoxylate cycle B e 0.011
superpathway of (R,R)-butanediol biosynthesis F=—= ! =2 6.67e-3 starch degradation IIl | ) 0.011
methylgallate degradation P -] 6.67e3 superpathway of adenosine nucleatides de novo biosynthess || e —e— | 0.011
toluene degradation | {aerabic) (via o-cresal) F= ] 6.67e-3 TCA cycle VIl (acetate-producers) SR I —e— 0.011
taluene degradation Il {zerobic) (via 4-methylcatechol) == | 6.67e-3 ot and e B ™ 0.011
1.5-anhydrofructose degradation F= e 6.95e-3 pyruvate fermematwn 0 ACetone ke —_—— 0.011
toluene degradation IIl (aerobic) (via p-cresol) F== , o~ 6.95e-3 TCA cycle | (prokaryotic) S o 0.011
superpathway of 2,3-butanediol biosynthesis F= . e 6.95¢-3 pathwey of lectides de novo bi | = —e— 0.011
nicotinate degradation | = A} 6.95e-3 superuithway of purine nucleotides de novo blosynthesis | EE=— —e- 0.012
phenylacetate degradation | (aerobic) = gl 6.95e-3 superpathway of glyoxylate bypass and TEA I —— 0.013
chlorosalicylate degradation A " @ 6.95e-3 leatide phosp! [ 0.013
of I ® 6.95¢-3 ump hmsynthesws =_ —e— | 0.013
2-nitrobenzoate degradation 1 | ] 6.958-3 tRMA charging —at | 0.013
4-methylcatechal degradation (ortho cleavage) == I o 6.95e-3 succinate fermentation to butanoate | =] 0.013
superpathway of chorismate metabolism L 6.95e.3 superpathway of thiamin diphosphate biosynthesis Il Sk e 0,013
Lmethionine biosynthesis | B ] 6.95¢-3 supelpulhway of pyrimidine ribanucleatides de novo biosythesis =_ —— 0.013
superpathway of salicylate degradation F== ] 6.95e-3 of e 0.013
creatinine degradation Il F e 6.95¢-3 adenosine lectides de nova " =— —o— 0,013
TCA cycle IV (2-oxoglutarate decarboxylase) EEmr— —o— 6.95¢-3 guanosine de nova | E—— —o— 0.013
superpathway of histidine, purine. and pyrimidine biosynthesis e o 6.95e-3 heme biosynthesis | (aerobic) B | o 0.013
superpathway of demethylmenaguinal 9 biosynthesis o 6.95e-3 inosine-5"-phasphate biosynthesis | s — | 0.013
of ol-6 is | @ 6.95e-3 superpathway of guanesine nucleatides de nove biosynthesis || =" —— 0.013
of arginine and p i ™ [ 6.95¢-3 bictin biosynthesis | . o1 0.013
of menaquinal-9 bi = - 6.95e-3 GDP-mannose biosynthesis S | —— 0.013
superpathway of menaquinol-6 biosynthesis | m - 6.95¢-3 Lleucine degradation | B | —— 0.013
superpathway of menaguinal-10 biosynthesis = N 6.958-3 pyrimidine ides de nove s | — —a 0.013
D-galacturonate degradation | B= ;o 7.38e:3  pemathway of pyrimidine um, o eatides e oo Sivsynthesis (€, <o) —e— | 0.013
Bifidobacterium shunt F— ' e 7.3%e3 of pyrimidine salvage —e— 0.013
L-histidine degradation Il == e 7.40e-3 superpathway of L-isoleucine biosynthesis | s —e— ! 0.013
androstenedione degradation B ‘o 7.40e-3 polymysxin resistance b o 0.014
of menaquinol-7 LI 7.40e-3 thiazole biosynthesis Il (Bacillus) R —e— | 0.014
homalactic fermentation Sl 4| 74le-3  gupampathway of pymdoc:al 5 -phasphate bmsymesus and salvage Fl | —a— 0.014
superpathway of palyamine biosynthe: L 7.4le-3 GDP-D-glyc <D- ] 0.014
Superpatiay of GDP.mannase-dertved O-antigen builfing bocks biosyn ] —o— 7.41e-3 TCA cycle VIl (helicobacter) F | —— 0.014
allantoin degradation to glyoxylate Il F= | HeH 7.42e-3 tetrapyrrole biosynthesis Il (from g\y:\na: = —e 0.014
ketoglucanate metabolism B K} 7.43e-3 ader calvage from —a 0.014
sucrose biosynthesis | (frem photosynthesis) P e 7.43e-3 L of L-pheny y L 0.015
superpathway of purine nuclectides de nova biosynthesis I e —e— 7.43e3 adenazyleabalamin biosynthesis fram cobyrinate a,c-dismide | e —a— 0.015
sucrose biosynthesis Il ) 7.43e-3 superpathway of polyamine biosynthesis Il i e 0.015
glucose degradation (oxidative) = ' e 7.44e3 methylerythritol phosphate pathway | = —e! 0.015
L-valine degradation | # ° 7.44e-3 methylerythrital phosphate pathway || S —— | 0.015
octane oxidation B ] —e— 7.45e3 tANA processing ERes —e— 0.016
TCA cycle V (2-oxoglutarate:ferredoxin oxidoreductase) ] —o— 7.45e-3 giycerol degradation to butanal a ™ 0.016
superpathway of methylglyoxal degradation f o 7.45e-3 thesis Il {lysine-containing) | — —— 0.016
formaldehyde assimilation | (serine pathway) P ] 7.46e-3 guanosine nucleotides degradation Il == | —— 0.017
superpathway of demethylmenaquinal-8 biosynthesis ks o, 7.46e-3 urate biesynthesisfinosine 5-phosphate degradation E===an —oi | 0.017
superpathway of heme biosynthesis from glycine E= ] 7.46e-3 L-lysine fermentation to acetate and butanoate ——e— 0.018
I (orth Ge pathway) —a—i 7.46e-3 L-lysine biosynthesis ||l S —— | 0.018
pyrimidine deaxyribonucleotides biosynthesis from CTP | ) 7.46e-3 pgpmngwmn biosynthesis Il {mycobacteria) e —e— ! 0,018
pentose phasphate pathway EEF=— ] —a— 7.46e-3 containing) —a— | 0.019
of pyrimidine i salvage B —e— ! 7.46e-3 pvr\duxal 5'-phosphate biosynthesis | B I 0.019
myo-inesital degradation | 52 I 7473 W (Chiamydia) E——— e 0.018
urea cycle = e 7.47€-3  Upsiscetymursmoytpentapentise biosyntness | (mess-dlsmmspimeate containing) —— —a— | 0.019
nyﬂm\dme deoxyribenucleotides biosynthesis from CTP [ — 1 7.47e-3 sUperpathway of Sulfate assimilation and cysteine biosynthess |EE——r— | —o— 0.020
of yl-L-methionine bi = s 7aje3 adenine and adenosine salvage | —_—— | 0.020
4-aminobutancate degradation V EEEr=1 | e 7.47e-3 phosphopantothenate blosynthesis | —o— 0.020
cis-vaccenate biosynthesic S — = 7483 perpat of pyrimidine salvage ke —_— 0.021
myo-, chiro- and scillo-inasitol degradation = e 7.48e-3 L hlsndmg biosynthesis = ! —o—t 0.021
calanic acid building blocks biesynthesis BEF—= -t 7.48e-3 dTDP-N-acetylthomosamine biosynthesis | 1} 0.022
pt i Il {non-plastidic) e— 7.48e-3 superpathway of polyamine biosynthesis Il B ot 0.022
phosphatidylglycerol biosynthesis | (plastid e | 7.48e-3 &-hydroxymethyl in di H——W o1 0.022
nitrate reduction Vi {assimilatory) k= e 7.568-3 of biosynthesis {tran: == 0.022
Ltryptophan degradatian to 2-amina-3-carbosymuconat semaldehye. | ® 7.77e-3 Ltryptophan degradation IX | ° 0.023
ubiguinol-7 blosynthesis (prokaryotic) B | e 7.77e-3 Calvin-Benson-Bassham cycle EEtam —e—, 0.024
ubiquinol-8 biosynthesis (prokaryotic) B o 7.77e-3 glycogen degradation Il (sukaryotic) j 0.024
ubiquinol-10 biosynthesis {prokaryotic) =" | e 7.77e-3 chitin derivatives degradation ? 101 0.025
ubiguinal-9 blosynthesis (prokaryotic) B —o— 7.17e-3 heme biosynthesis |l {anaerobic) B —o— 0.025
reductive TCA eycle | ke —— 7.77e3 L-tryptophan biosynthesis S l—— 0.026
thiazale biosynthesis | {E. coli) B —e— ' 7.95e-3 pyrimidine deoxyribonucleosides salvage S —— ! 0.028
2-methylcitrate cycle | = I ey 7.95e-3 glycolysis Il (from fructose G-phosphate) Esa o 0.029
L-tyrasine degradation | B e 7.958-3 arginine, ormithine and proline interconversion EEr= —o— 0.029
pyruvate fermentation to propanoate | §F= | HH 7.95e-3 2-aminophenal degradation | ] 0.030
glycolysis | ifrom glucose 6-phosphats) Ela HH 7.95e-3 L-arginine blosynthesis lll {via N-acetyl-L-citrulline | S | —a— 0.030
superpathway wf menaquinol-11 biosynthesis [ 7.95e-3 superpathway of tetrahydrofolate biosynthesis and salvage e, 0.030
menaguinal-12 |. e, 7.95e-3 TCA cycle VI (obligate autatrophs) B e 0.030
wfn naquinol-13 bi L 7.95e-3 purine ribonucleosides degradation s —_— 0.032
ethyimalonyl-CoA pathway ! ® B.1le3 UDP-N-acetyl-D-glucosamine biosyntnesis | Es= —e 0.032
superpathway of menaguinol-8 biosynthesis | B [ B.lle-3 L-lysine biosynthesis V| E——— —e— 0.032
superpathway of ubiquinl-8 biosynthesis (prokaryotic) EREF— L e B.1le-3 a.c.diamide Il {late cobalt = l—— 0.032
L-omithine biosynthesis Er—— e B.18e-3 superpathway of hexitol degradation (bacteria) y ] 0.033
L-methionine biosynthesis Il EEEr— I e 8.d6e-3 3-phenylpropaneate degradation y [l 0.034
«of thiamin dij | —— 1 B.49e-3 sucrose E!gladatmh 1l (sucrose muzr’mse: = ——i 0.035
pyruvate fermentation to acetate and lactate || B —_—— | 8.6de-3 of puri cleasides — a—1 0.035
of phyllaguinal bi [ o 8.67e-3 protocatechuate ugg-adamn I {meta-cleavage pathway) | L] 0.035
coblll}yrinate a,c-diamide biosynthasis | (early cobalt insertion) —e— ; 8.93e-3 aspartate superpathway SR 0.037
glycine betaine degradation ' (=] 8.93e-3 purine nucleobases degradation | (anaerobic) 0.038
1.4-dihydroxy-2-naphthoate biosynthesis | b L 9.05e-3 adenosine nucleatides degradation || E— J 0.039
superpathway of bacteriochlarophyll a biosynthesis | [} 9.058-3  superpathway of pyrimidine deoxyribonucleosides degradation Sl —e— 0.039
Liysine biosynthesis Il —— J 9.05e-3 superpathway of omithine degradation o —e— 0.040
incomplete reductive TCA cycle B —e— | 9.05e-3 biotin biosynthesis Il a 0.041
aromatic compounds degradation via &beta;-ketoadipate F== | —— 9.4le-3 peptidaglycan blosynthesis Il (staphylacocci) y ) 0.041
catechol degradation lll (ortho-cleavage pathway) B— | e 94le-3 entercbacterial commen antigen biosynthesis | [] 0.042
of L-threonine —e— 9.64e-3 superpathway of N-acetylneuraminate degradation By —e— 0.043
a | {aeroblc, lig [} 9.73e3 mone-trans, poly-cis decaprenyl phosphate biosynthesis | 0.043
methylaspartate cycle la A 9.89e-3 V {&beta:-lactam resistance] | j 0.043
S-adenosyl-L-methionine cycle | B —o 9.89¢-3 v faecium) g 0.044
isopropanal biasynthesis | b 9.89e-3 superpu(hway of (Kdo)2-lipid A biosynthesis By o 0.044
pyruvate fermentation to isabutanal (engineered) EE——————— b 9.89¢-3 MAD salvage pathway Il k. —e— 0.044
NAD biosynthesis Il (from mehani ! 4] 9.89e-3 alycogen biasynthesis | {from ADP-D-Glucose) Etem —a—i! 0.045
5 ribonucleotide e 9.93e-3 Ltryptophan degradatian X (Geabacillus) | ] 0.045
suparpathway of a i i = - 9.93e-3 norspermidine biosynthesis =] 0.045
acetyl-CoA fermentation to butancate |l —_—— 1 9.94e-3 containing) = —e— 0.045
nylon-6 oligomer degradation | ? 9.98e-3 L-glutamate degradation VIl (to propanoate) e 0.047
ide 1 . 9.98e-3 fucose degradation | = 0.048
superpathway of L-lysine, L-threenine and L methionine biosynthesi  red 9.98e-3 lactose and galactose degradation | | 0.049
adenosine ribonuclectides de novo biosynthesis e e 0.010 L-glutamate and L-glutamine biosynthesis i »—o—{ 0.043
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