Fig S4

Pro: CCG =i 5PSeq GHX
8 | neg.control
(=]
©
£
S
= 8
g |
"E ~
>
s
o
T o
§ 2
CE (=3
S |
wn
o
T T T T
-30 -20 -10 0 10
Distance from Proline (nt)
< |
o

0.3

elefc]
* * .

$o .
CGA - .
Pl tmerr?

RS

in YPD (rpm) with rRNA depletion
0.1 0.2
|

Average read count at —17 nt from codon (™)

T T T T T
0.0 0.1 0.2 0.3 0.4

Average read count at —17 nt from codon
in YPD (rpm) with 5PSeq control (polyA enrichement)

E 5PSeq YPD

7" aminoacid pause
Y

Read count (rpm)

O
1000 2000

Read count (rpm)

500

0

1 2 8 4 5 6 7 8 Aminoacid
£
1=
B
3
- Sl L,
'
o
MSxxxxLx
E-value 1.1:10%
o ———— E_ ——
- — -_— Color Key
d Hisf
= — 3%
- - —-— - - UD
E - ta s
O'I:'V_:(?L?(}IV—VI\O Value
| | -

| 1
Distance from start codon (nt)

(=3
& 4 Pro:CCG —— Ribospme Profiling
- <+ + neg. dontrol
8l
=1
o
8
o
8
8
<
o
&
o 4
—éO —éO —“10 0 1‘0
Distance from Proline (nt)
(Lareau et al. 2014)
~| Pro: CCG —— Ribo-Seqiwithout CHX
Ribo-SeqiCHX
T T T T
-30 -20 -10 0 10

Distance from Proline (nt)



