
D
a
y
 n

/d
a
y
 1

D
a
y
 n

/d
a
y
 1

0

200

400

600

800

1000

0.0

0.5

1.0

1.5

2.0

0 2 4 6 8 10 12 14
Time (days)

EF-G
D

a
y
 n

/d
a
y
 1

0

5

10

15

20

0.0

0.5

1.0

1.5

2.0

0 2 4 6 8 10 12 14
Time (days)

D
a
y
 n

/d
a
y
 1

EF-Tu

EF-Ts

D
a
y
 n

/d
a
y
 1

D
a
y
 n

/d
a
y
 1

IF2

D
a
y
 n

/d
a
y
 1

D
a
y
 n

/d
a
y
 1

0

2

4

6

8

0.0

0.5

1.0

1.5

2.0

0 2 4 6 8 10 12 14
Time (days)

0

10

20

30

0.0

0.5

1.0

1.5

2.0

0 2 4 6 8 10 12 14
Time (days)

0

20

40

60

80

0.0

0.5

1.0

1.5

2.0

D
a
y
 n

/d
a
y
 1

D
a
y
 n

/d
a
y
 1

0 2 4 6 8 10 12 14
Time (days)

RpoA

0

500

1000

1500

D
a
y
 n

/d
a
y
 1

0.0

0.5

1.0

1.5

2.0

D
a
y
 n

/d
a
y
 1

RpoB

0 2 4 6 8 10 12 14
Time (days)

0

200

400

600

800

RpoC

D
a
y
 n

/d
a
y
 1

0.0

0.5

1.0

1.5

2.0

D
a
y
 n

/d
a
y
 1

0 2 4 6 8 10 12 14
Time (days)

Trigger factor

0

20

40

60

80

0 2 4 6 8 10 12 14
Time (days)

0.0

0.5

1.0

1.5

2.0

D
a
y
 n

/d
a
y
 1

D
a
y
 n

/d
a
y
 1

Figure S3 - Ribosome-associated proteins in E.coli ribosomes and proteome during the 
stationary phase. Samples were collected over the course of 14 days. Total protein and isolated 
ribosomes from the cell culture were analyzed using qMS. Relative protein abundance 
compared to respective values on day 1 in the proteome (black, filled) and ribosomes (red, 
empty) are shown (Y-axis). Values shown in the figure are the mean of three independent 
biological experiments with standard deviation (n=3; mean ± SD).
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