
Supplemental Figure 1:  Gel-based separation of purified  Arabidopsis ribosome proteins. 
Coomassie blue stained ribosomes proteins on a SDS-PAGE separation after the second  1.5 M 
sucrose centrifugation as outlined in Methods. Low molecular weight protein markers are 
shown for sizing.   
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Supplemental Figure 2: Functional categorisation of all proteins in cluster 6. Protein 
functional categories (MapMan) were assigned to the 193 proteins of cluster 6. 73% of the 
proteins (141 proteins) in cluster 6 are annotated as directly participating in protein synthesis 
while others are associated with preparations for protein synthesis and protein modification. 
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Supplemental Figure 3. 15N enrichment in r-protein peptides after different periods 
of time following transfer to 15N media. The grey bars are the actual peptide data, 
the median and standard deviation (x, y) and the number of peptides (pep) included 
in each analysis is shown. The plotted line is a normal distribution (norm) .



Su
pp

le
m

en
ta

l F
ig

ur
e 

4:
 E

xa
m

pl
es

 o
f h

is
to

gr
am

s o
f t

he
 p

ro
po

rt
io

n 
of

 n
at

ur
al

 a
bu

nd
an

ce
 (l

ig
ht

 g
re

y)
 a

nd
 15

N
 la

be
lle

d 
(d

ar
k 

gr
ey

) p
ep

tid
es

 u
se

d 
to

 c
al

cu
la

te
 th

e 
la

be
lle

d 
pr

ot
ei

n 
fr

ac
tio

n 
(L

PF
) f

or
 M

rt
4/

RP
PO

D 
an

d 
RA

CK
1A

,B
 a

nd
 C

. (
A)

 L
ab

el
lin

g 
of

 
RP

PO
D 

sp
ec

ifi
c 

pe
pt

id
e 

EE
VE

SL
FN

AY
ED

SD
FS

R 
at

 D
ay

 1
 a

nd
 D

ay
 3

. (
B)

 L
ab

el
lin

g 
of

 sp
ec

ifi
c 

pe
pt

id
es

 fo
r R

AC
K1

A,
 B

 a
nd

 C
 a

t D
ay

 
1,

3 
an

d 
5.

  

D
ay

 1

10
0% 0%50
%

10
0% 0%

50
%

EE
VE

SL
FN

AY
ED

SD
FS

R
LP

F:
 8

0.
8%

En
ric

hm
en

t: 
55

.7
%

EE
VE

SL
FN

AY
ED

SD
FS

R
LP

F:
 9

8.
2%

En
ric

hm
en

t: 
74

.9
%

A
D

ay
 3



Supplemental Figure 5: Comparison of number of r-protein families and r-protein isoforms 
found in this study (light grey) with those in previously published reports (dark grey). (A) 
Number of r-protein families that has been identified in comparison with findings of other 
published reports. (B) Comparison of the number of r-protein isoforms identified in any of 
the analyses in the current study compared to previously published reports.

76
70 68

61
58

0

10

20

30

40

50

60

70

80

Current
study

Maureen
2015

Carrol
2008

Giavalisco
2005

Chang 2005

N
um

be
r o

f r
-p

ro
te

in
 fa

m
ilie

s

179

165

135

98
82

0

25

50

75

100

125

150

175

200

Current
study

Maureen
2015

Carrol  2008 Chang 2005 Giavalisco
2005

N
um

be
r o

f r
-p

ro
te

in
 is

of
or

m
s

Current 
study

Hummel 
et al 2015

Carroll et 
al 2008

Giavalisco
et al 2005

Chang et al 
2005

Current 
study

Hummel 
et al 2015

Carroll et 
al 2008

Giavalisco
et al 2005

Chang et al 
2005

A

B



0.06

0.07

0.08

0.09

0.1

0.11

0.12

0.13

0.14

0.15

0.1 0.15 0.2 0.25 0.3 0.35

M
ou

se
 8

0S
 r-

pr
ot

ei
n 

de
gr

ad
at

io
n 

ra
te

 (d
-1

)

Arabidopsis 80S r-protein degradation (d-1)

eL19
eL38

eL24

eL33/L35A

bL12/P2

Supplemental Figure 6. Comparison of r-protein degradation rates in mouse and 
Arabidopsis.  Degradation rate of mouse r-proteins were obtained from mouse32 and 
Arabidopsis (Supplemental Table 4). Homologous r-proteins were paired based on the 
linkage between mouse and Arabidopsis r-protein families shown in Supplemental Table 
4 and their degradation rates plotted orthogonally.  R-proteins with consistently high 
degradation rate are named with the short names shown in Supplemental table 4. 


	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6

