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tetrapyrrole

biosynthesis Il (from glycine)
n =14, Rho=0.28

°
107954 °
1071
10755 ©
lO_Z'I 1 .|I.1.|u||!( L
102 10 10" 10

Mean relative DNA abundance



Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY-7234
inosine-5'-phosphate
biosynthesis Il

n =14, Rho=0.33

10°# O
1005 €
107" 2
107%8 i
o[ °
10 Z-E__l -I.ILIIII! 1 II

= )
1070+
L °
10t
E [ )
107+ o
-lll.l.lL 1 :I. IIIII! o | II 1 I

10 10t 10%°
Mean relative DNA abundance

GLCMANNANAUT-PWY
superpathway

of N-acetylglucosamine, N-ace
n=13,Rho=0.7

107? 10 10" 107°°
Mean relative DNA abundance

NAGLIPASYN-PWY
lipid

IVA biosynthesis

n =13, Rho=0.44

10*1810*1.61071 41071 2 1071 10708

1073
107%4
10—0.5
10—0.6
107%7

Mean relative DNA abundance

P461-PWY

hexitol

fermentation to lactate, formate,
n =13, Rho=0.44

l 1 I.I_: IIII_IIIL

1040104040410 107°8

Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

10—0.5 N
107"+

1075

10705 o
107+
10—1.5 o

10_2-—IO - }IJIIII!

107?

PWY-6608

guanosine

nucleotides degradation |11
n=13,Rho=0.24

C [

- ° °

E °

C

- [ ]

I.II 1 { N1 I 1 Illl o |
T ] L]

1072 107 10"

Mean relative DNA abundance

PWY-7237

myo-,

chiro— and scillo-inositol degrac
n=13,Rho=0.5

LII.I.LIII. 1 IIII.I.I.II‘I Ll
1 T T L] T

10725 10*2 1071.5 1071 10705

Mean relative DNA abundance

PWY66-400
glycolysis

VI (metazoan)
n=13,Rho=0.78

T
104409010 %10 1107°®
Mean relative DNA abundance

NAD-BIOSYNTHESIS-II
NAD

salvage pathway Il
n=12,Rho=0.28

O II 1 IILlI]I 1 If
10 10t 10%°

Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

10—0.4 -,

100.4 o
100.2 i
10° 4
10792
10704+

10708+

DAPLYSINESYN-PWY
L-lysine

biosynthesis |

n =11, Rho=-0.13

1 JI A I 1 Illll_ Q@ ll
10715 1071 10705
Mean relative DNA abundance

PWY-5347

superpathway

of L-methionine biosynthesis (ti
n=11, Rho=0.4

L1 LI_I.IIL 1
T L] 1 1 T T
1071'3071"1071 210711070,i070.6
Mean relative DNA abundance

PWY-7184

pyrimidine
deoxyribonucleotides de novo b
n =11, Rho=0.03

P. (| I.I 1
L] T T
10?10

1
1070 8 1070 6
Mean relative DNA abundance

PWYO0-166

superpathway

of pyrimidine deoxyribonucleotic
n=11, Rho=-0.11

10712 1071 10708 1070.6
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY0-845

superpathway

of pyridoxal 5'-phosphate biosy
n=11, Rho=0.73

10704 0
10—0.6 _
1008 °
107 + ° o,
-1.2
10 et | II.I I.III!. 1 II 1
10*15 10*1 10*05

-0.8 |
10 'j.

10707+

Mean relative DNA abundance

COBALSYN-PWY
adenosylcobalamin
salvage from cobinamide |
n =10, Rho=0.81

A II 1 I II.ILIL 1 ]
102 10 10" 107
Mean relative DNA abundance

FASYN-INITIAL-PWY
superpathway

of fatty acid biosynthesis initiatic
n =10, Rho = 0.45

4 1 I LAl II [ ] 1
T 1 T T T L]
107%1010%10710°407°°
Mean relative DNA abundance

HEMESYN2-PWY

heme

biosynthesis Il (anaerobic)
n =10, Rho=0.77

- | L1 LI IILI 1 1@
T L] T

10 10t 10%

Mean relative DNA abundance



Mean relative RNA abundance

Mean relative RNA abundance

P161-PWY FASYN-ELONG-PWY PWY4FS-7 PWY-7242
acetylene fatty phosphatidylglycerol D-fructuronate
degradation acid elongation —— saturated biosynthesis | (plastidic) degradation
n =10, Rho=0.21 ® n=9, Rho=0.82 ® n=9, Rho=0.55 ® n =8, Rho=0.81
o o o
0 =4 =4 =4
10" & o] 3 o, F o] I 0.4 ] 3 E °
10795 £ s10 "¢ 3 1071 3 14-05.F
L ] -0.4 L @ 100-2 - & 10 T
-1 < 10 < < r
10 & g q06T S 04— S 1. °
15 B ° x 10770 4 10° == ° 10
107+ ° g - g no02.F s °
1024 § 107°°4 of 10777 g 1015 F
= 5] 5] — 5]
E [S - [S 1070,4 L [S -
— = c j = j=
10 2.5 - ‘: l.IIIII! - A T 1 g 10 T 1 : LIIJ LL! .I 1 g T 1 T 1 : l_IIIIJ! T 1 T g IIIIIII+ 1 IIAIIIIJI | |
1010401001040 = 10%10*410*?101 108107 = 104040010100 = 102°10210° 10" 10%°

Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance

PWY-5973 PENTOSE-P-PWY PWY4FS-8 PWY-7371
cis-vaccenate pentose phosphatidylglycerol 1,4—-dihydroxy-6-naphthoate
biosynthesis phosphate pathway biosynthesis Il (non—plastidic) biosynthesis Il

n =10, Rho =0.53 n=9, Rho=0.41 n =9, Rho =0.55 n=8,Rho=0.35

(] (] (]
o o o
S S 0.4 S ®
= ° 0.4 .
-05 [ ) g 10 b g 10 n g
10 C 2 02 2 02 2
i < 10777 < 10777 < 107944
10t g  10°4 ° g 10°+ ol %
= 2 A-02 2 ~02F 2 —05 °
10715 £ g 10 77 g 10 £ 10 74
[ [ - [
L 2 -04 [ 2 -04 [ 2
ul!. 1t |J-||! |.|I|| S 10 et 1 |.||||!_ - La S 10 T L|I|u! — S 411 |u||]I e 11
Q Q Q
107% 10 10" 107°° = 10 10" 10°° = 10*t0 040100400 = 10 10" 10°°

Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance

PWY-6897 PWY-5104 PHOSLIPSYN-PWY PWY-7664
thiamin L-isoleucine superpathway oleate
salvage Il biosynthesis IV of phospholipid biosynthesis | (k biosynthesis IV (anaerobic)

n =10, Rho =0.29 n =9, Rho=0.53 n =8, Rho=0.41 n =8, Rho =0.85

Mean relative RNA abundance

(] (] (]
5 5 5
0.4 | k] k] 0.4 | k] _02 F °
1002 L E < 1002 L £ 10 3
24 © ] 2 ] -0.4 L
10 < < 10 < 10_06 C
10°+ o z & 10° o 10 1
-02.F 2 2 1402.F 2 107084 o
10 c E £ 10 c E )
-0.4 L 2 2 -0.4 L 2 10+
10 1 |11_|||| 1. S S 10 1 |l|_|u| 1 S Ea g LLIIl [
1 L] T L] T T T @ @ T 1 L] T T 1 @ T 1 T L] T T
10402001010 %40 = 102 10 10" 10%° = 10*%0410*?10"10%%07%° = 10°10*10% 10" 10 *%107°¢

Mean relative DNA abundance

Mean relative DNA abundance

Mean relative DNA abundance

Mean relative DNA abundance

Mean relative RNA abundance

PWY0-862 PWY-5173 PWY-6282 PWY0-162
(5Z)-dodec-5-enoate superpathway palmitoleate superpathway
biosynthesis of acetyl-CoA biosynthesis biosynthesis | (from (5Z)-dodec of pyrimidine ribonucleotides de

n =10, Rho =0.53 n =9, Rho =0.68 n =8, Rho =0.85 n =8, Rho = 0.58

(] (] (]
g 10° g g
-04 [ ° B ° 02 F ° 0.4 |
10" " T ° £ 1095F . £ 107+ g 1071
107964 G 1L 8 q0al £ 10024
L s 10.®& s 10T s 10
10798+ zZ 10°€ ° Z 1006 z 0
-1 x -2 x 10 71 x 10" = °
—— ° ) - <) - ] E
10 " 2 1_025 E 2 08 2 02F
10712 £ g 107°E & 10 o 5§10 T
— [ -3 [ -1 2 -0.4 L
10_1'4-1 ol |u|L 1 S 10 oy 4| |||.|I 1 S 10 By Ly |.||J ® S 10 |.| M| |_||||I 1
T T T 1 T @ L] 1 T T T @ T 1 T T T T @ T T T T
10010410210 107°® = 104040400 *f0 40 = 1010102101100 = 10? 10 10% 10°°

Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance Mean relative DNA abundance



Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

HEME-BIOSYNTHESIS-II

heme

biosynthesis | (aerobic)

n=7,Rho=-0.2

100.4 o
100.2 i
10° 4
10792
10704+

III.III
T L]

T
10714 1071.2 1071 10708 107&6
Mean relative DNA abundance

PWY-4041
&gamma;-glutamy!
cycle
n=7,Rho=0.76

-0.2 ] °
~0.25
10
-0.3
-0.35
10 b
-04 L
-0.45
10 T 1 |.|u|! T
10 10 10°°

Mean relative DNA abundance

PWY-5083
NAD/NADH
phosphorylation and dephospt
n=7,Rho=0.8
-0.2
10792 O
-0.25
10 7
-0.3
10 7T
-0.35
10 7
-0.4 L
10 1
| IO | I ] ILII 1.9
T L] T L] T 1

10 f0 40401040 °¢

Mean relative DNA abundance

PWY-6507

4-deoxy-L-threo—hex-4-enop'

degradation
n=7,Rho=0.8

10°
10—0.2 N
10794+
-0.6 ]
18—0.8 i
107+

Y2 £
10 jlll‘l! I_IIIIIIJI 1 IIIIIIIJI
102°10210*° 10" 10°° 10°
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

10—0.3 -
10—0.4 -+

10707+

100.4 N
100.2 i
10° & °
10724
107 ¢

100.4 o
100.2 i
10°
10792
10704

PWY-7282
4-amino-2-methyl-5-phospho
biosynthesis (yeast)
n=7,Rho=0.87

1071.2 1071 1070 8 1070.6
Mean relative DNA abundance

PWY-7388
octanoyl-[acyl-carrier

protein] biosynthesis (mitochonc
n=7,Rho=041

L I 4111 I 1 L
T 1 T T T T
10104041010 *107°

Mean relative DNA abundance

PWY0-1241
ADP-L-glycero—-&beta;-D-mat
biosynthesis

n=7,Rho=0.61

II.ILIII 1 L1
L] T L] T T L]

1040404100 40104

Mean relative DNA abundance

PWY0-1298

superpathway

of pyrimidine deoxyribonucleos
n=7,Rho=0.79

= I L1d I
T L]

102 107" 10°%107°¢
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

10°
10—0.5 N

107t &

104
10°2 -
10°+
107%%
10’Q4-I.
109040004090

100.4 o
100.2 i
10°
10792
10704+

100.4 o
100.2 i
10°
10792
10704+

GLYOXYLATE-BYPASS
glyoxylate

cycle

n =6, Rho =0.44

4 14 I .III Ll I.I
T L] T
102 10 10" 10°°
Mean relative DNA abundance

PWY-5484

glycolysis

Il (from fructose 6—phosphate)
n =6, Rho = 0.65

IIIII_II A L
1 T L] T T L]

Mean relative DNA abundance

PWY-5791
1,4—-dihydroxy—-2-naphthoate
biosynthesis Il (plants)

n =6, Rho = 0.65

I La LII yu 1 1 I
T T T T 1
10?107 10°%107°%107%*

Mean relative DNA abundance

PWY-5837
1,4-dihydroxy—-2-naphthoate
biosynthesis |

n =6, Rho = 0.65

I La LII yu 1 1 I
T T T T 1
10?107 10°%107°%107%4

Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

100.4 o
100.2 i
10° 4
107924
1070.4 -:. I III IJ_I. 1 1

100.4 o
100.2 i
10° 4
107924
1070.4 -:. I III IJ_I. 1 1

100.4 o
100.2 i
10°
107924
1070.4 -:. I III IJ_I. 1 1

PWY-5855

ubiquinol-7

biosynthesis (prokaryotic)
n =6, Rho=0.39

T
1071 4 1071.2 1071 1070 8 1070 6
Mean relative DNA abundance

PWY-5856

ubiquinol-9

biosynthesis (prokaryotic)
n =6, Rho=0.39

T
1071 4 1071.2 1071 1070 8 1070 6
Mean relative DNA abundance

PWY-5857

ubiquinol-10
biosynthesis (prokaryotic)
n =6, Rho=0.39

T
1071 4 1071.2 1071 1070 8 1070 6
Mean relative DNA abundance

PWY-6168

flavin

biosynthesis IlI (fungi)
n =6, Rho=0.43

10704+ y
10706 I
-0.8 _- e
10 .
_ | °
10 ) o 4

1020107102020 707 0¢
Mean relative DNA abundance



Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY-6519
8-amino—7-oxononanoate
biosynthesis |

n =6, Rho = 0.65

100.4 o
100.2 i
10° 4
10792
10704+

IIJILII ) |
1 T L] T T

1071.41071 2 1071 1070 31070'6
Mean relative DNA abundance

PWY-6708

ubiquinol-8

biosynthesis (prokaryotic)
n =6, Rho=0.39

100.4 N
10°2 I
10° & °
10797¢
10704 -:. I II 1 IJ_!. - 1 1

T
1071 4 1071.2 1071 1070 8 1070 6
Mean relative DNA abundance

PWY-6803
phosphatidylcholine
acyl editing
n=6,Rho=0.78

107028 -
10—0.29 -

107%%+
1070.31 i

10—0.32 N
10—0.33

IIILIII 1 1 &
L] T L] 1 L]

T
10 *10™*10™10 40907
Mean relative DNA abundance

PWY-7013
L-1,2—propanediol
degradation

n =6, Rho=0.39

100.4 N
10°2 I
10° & °
10797¢
10704-:1.J IILII! - 1 - | -

1
1010?1010 4040
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY-7539
6-hydroxymethyl-dihydropterin
diphosphate biosynthesis IIl (Ct
n =6, Rho=0.81

10—0.4 3
10795+
10—0.6 N
10797+

Ll I Ll IJ [ ] 1
T 1 T T T T
1090 ™40™*?10"10*407°°

Mean relative DNA abundance

BIOTIN-BIOSYNTHESIS-PWY
biotin

biosynthesis |
n=5,Rho=0.71

0.4 ]
10
0.2
10774
0
107+
-0.2 ]
10
-0.4 L
10 4 I A1 Il 1 1 (]
1 T 1 T T 1
1071 41071 2 1071 1070,81070610704
Mean relative DNA abundance

GALACTUROCAT-PWY
D-galacturonate
degradation |

n =5, Rho =0.87

10%°107%10*° 10" 10°° 10°
Mean relative DNA abundance

PWY-5154

L-arginine

biosynthesis IlI (via N-acetyl-L.
n =5, Rho=0.35

100.4 o
100.2 i
10°
10792
10704~

Fropvee

10" 10°% 10°¢ 107
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY-5367
petroselinate
biosynthesis

n =5, Rho = 0.67

10
10 “+
107244

—0.6 ]
1075

10, F
10~ -'! LIIIII.! ||I||||

102 10™° 10" 107°°
Mean relative DNA abundance

PWY-5690

TCA

cycle Il (plants and fungi)

n =5, Rho=-0.34

-0.24
10—0 26 °
10 0.28 ]
10 03 ]
100 3;2 T

1 70.34 ]
10 771

10_036 -L II 1 IIIII! [ ] II IJ

1071.5 1071 1070 5
Mean relative DNA abundance

PWY-5989

stearate

biosynthesis Il (bacteria and pla
n =5, Rho=0.35

0.4 ]
10
0.2
10774
0
10
-0.2 ]
10
-0.4 |
10 ,
T T 1 T
10709 1070 8 1070.7 10706
Mean relative DNA abundance

PWY-6628

superpathway

of L—phenylalanine biosynthesis
n=5,Rho=0.71

100.4 o
100.2 i
10°
10792
10704+

I.! 1 )

1 T
1071 1070 8 1070.6
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

PWY-6859
all-trans-farnesol
biosynthesis
n=5,Rho=0.71

10%4

10°2

10°+
107971

,0. i

10 4 II 14 I! - 1 T

1040400101040

Mean relative DNA abundance

PWY-7323

superpathway

of GDP-mannose-derived O-a
n =5, Rho =0.82

10703 L °
10704+
1079
10706 - °
1077+
1070'8 1 o 1
L] T T T T T
1071 107°°107°%107°7107*%107°®
Mean relative DNA abundance

TCA

TCA

cycle | (prokaryotic)
n =5, Rho=0.35

100.4 o
10°2 I
10° £ °
10797¢
10704-1 II 1|1III! 1 II 1 I.I
1071 5 1071 1070.5

Mean relative DNA abundance

FAO-PWY

fatty

acid &beta;-oxidation |
n=4,Rho=0.77

107924
10704~

T L] T T II
1070 8107071070 61070.51070 4

Mean relative DNA abundance




Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

FUCCAT-PWY
fucose
degradation
n=4,Rho=0.21

10—0.26 N o
10—0.28 N

:IIIIII! IIII.=‘
10041004010

Mean relative DNA abundance

GLUCOSE1PMETAB-PWY
glucose

and glucose—1-phosphate degr
n=4,Rho=0.77

100.4 N
10°2 I
10° & °
10797¢
10704 T 1 II 1 I IIII! 1 II A4

10 10t 10
Mean relative DNA abundance

n=4,Rho=0.77

100.4 o
100.2 i
10°
10792
10704~

T T T T
1070.62 1070 6 107()'58 1070 56
Mean relative DNA abundance

PWY-5138

unsaturated,

even numbered fatty acid &beta
n=4,Rho=0.77

0.4
107"+

0.2
10774
0

10

-0.2
10 ™1
-0.4 |
10 \ 1

T 1 T 1 T T
1070 751070.71070 65'1070.61070 55'1070.5

Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

10702 L ¢
107%% 1=
10—0.4 -
10754
10_0'6 N ||u|! L1 |

10704+

107045 4

10754

107055 I
-0.6 |

10 J III 1 I!

100.4 o
100.2 i
10°
10792
1070.4- : IIII_II! 1 1 : I

PWY-5384

sucrose

degradation IV (sucrose phospt
n =4, Rho =0.95

10 10" 10
Mean relative DNA abundance

PWY-7456
mannan
degradation
n=4,Rho=0.4
]
°
1 10

T
10?10 1021071074
Mean relative DNA abundance

PWY-7560
methylerythritol
phosphate pathway Il
n=4,Rho=0.77

T T
10104001040
Mean relative DNA abundance

PWY0-1479
tRNA
processing
n=4,Rho=1

JIIIII a 1 II
T L] T

T 1
1071.2 1071 107081070 E»lofO,A
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

100.4 o
100.2 i
10° 4
10792
1070.4 -? I III IJ! 1

100.4 o
100.2 i
10° 4
10792
10704+

100.4 o
100.2 i
10°
10792
10704+

100.4 o
100.2 i
10°
10792
1070'4 T ' |

TCA-GLYOX-BYPASS
superpathway

of glyoxylate bypass and TCA
n=4,Rho=0.77

T T
104040108040 4002
Mean relative DNA abundance

HCAMHPDEG-PWY
3-phenylpropanoate

and 3-(3-hydroxyphenyl)propai
n =3, Rho =0.87

1
T L] T T 1
109040101010 40%*
Mean relative DNA abundance

PWY-3781

aerobic

respiration | (cytochrome c)
n =3, Rho =0.87

T L T T II T
1070 iOfO SiOvaiOfOAiofO.iOfO 35

Mean relative DNA abundance

PWY-5136

fatty

acid &beta;-oxidation Il (peroxis
n =3, Rho =0.87

L] T T : L] T
10710740720 7%407%0 %2
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

100.4 o
100.2 i
10° 4
107924
10704+

100.4 o
100.2 i
10° 4
107924
10704+

100.4 o
100.2 i
10°
107924
10704~

PWY-6270
isoprene
biosynthesis |

n =3, Rho =0.87

III 1 I_II

i

L] T T 1
10" 10°%10°% 107
Mean relative DNA abundance

PWY-6612

superpathway

of tetrahydrofolate biosynthesis
n =3, Rho =0.87

NN

T
1010104090402
Mean relative DNA abundance

PWY-6690

cinnamate

and 3-hydroxycinnamate degra
n =3, Rho =0.87

1
T L] T T 1
1049090104010 %40™*
Mean relative DNA abundance

SALVADEHYPOX-PWY
adenosine

nucleotides degradation Il
n=3,Rho=05

T T 1
1070 55 1070.5 107045 1070 4
Mean relative DNA abundance



Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

7ALPHADEHYDROX-PWY
cholate

degradation (bacteria, anaerot
n=2,Rho=1

107035 1070 3 1070 25
Mean relative DNA abundance

FOLSYN-PWY
superpathway
of tetrahydrofolate biosynthesis
n=2,Rho=1
0.4
104
0.2
10774
0
10°+ °
02 F
10
-0.4 L
10 1 1 I 11

T T 1 L] T 1
10°10°90*10°10%10%10*
Mean relative DNA abundance

GALACT-GLUCUROCAT-PW\

superpathway
of hexuronide and hexuronate d
n=2,Rho=1
0
10 °
-0.2
10
-0.4
10
-0.6
10
-0.8
10
-1
10 |
1 1 1 II L1l

1
10708 1070.6 10704 10*0.2

Mean relative DNA abundance

GLUCUROCAT-PWY

superpathway
of &beta;—-D-glucuronide and D
n=2,Rho=1
0
10 °
-0.2
10
-0.4
10
-0.6
10
-0.8
10
-1
1 1 1 II L1l

1
1070.8 1070 6 1070 4 1070 2
Mean relative DNA abundance

Mean relative RNA abundance Mean relative RNA abundance Mean relative RNA abundance

Mean relative RNA abundance

GLYCOL-GLYOXDEG-PWY

superpathway
of glycol metabolism and degrai
n=2,Rho=1
0.4
104
0.2
10774
0
10°+ °
02 F
10
-0.4 |
10 1 1 1 1 I L1l
1 T L] T

T
1071 1070 8107061070'41070.2 100
Mean relative DNA abundance

GLYCOLYSIS
glycolysis
| (from glucose 6—-phosphate)
n=2,Rho=1
0.4
104
0.2
10774
0
107+ °
-0.2
10 ™1
-0.4 L
10 1 I 1 1

T II L] T
1070.6 1070.5 1070 4 1070 3 10702
Mean relative DNA abundance

METHANOGENESIS-PWY
methanogenesis

from H2 and CO2
n=2,Rho=1

0.4 ]
10
0.2
1071
0.4
10
-0.2 |
10
-0.4 |
10 1 1 I LiLl
T T T 1 T
107 101071074107 10°
Mean relative DNA abundance

|_|_|IIIII

PWY-2723
trehalose
degradation V
n=2,Rho=1

100.4 o
100.2 i
10°
10792
10704+

1010710°%0 %040 *?10°
Mean relative DNA abundance
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