experiment |

experiment Il

untreated
408 60S+80S polysomes
PP [ e ——
PB4 1 | —
PABP2
< 20
5 PABP1
S 10
=®

= BiP
ks
%5 20
. i
o | IS
untreated
40S 60S polysomes
[Ye]
o
< /\/\zv\
PABP1-ATy1 | ettt bbb 1
40S 60S 80S polysomes
RN
wv
N
< w \/\/\A‘\

Figure S6

anisomycin puromycin

40S 60S 80S polysomes 408 60S +80S polysomes

\

A 254

e e parr T ———
PABPT-ATY | ———t T PABP ATy [ -

= 20 PABP2 PABP2
:"9 PABP1 PABP1
‘S 10
N

0
sr B
P ————— o

40 .
IS BiP BiP
i)
%5 20
N

0 I im

cycloheximide puromycin
40S 60S 80S polysomes 40S 60S +80S polysomes

N i\

NS

PABP. e PABP1-4Ty1

- —

PABP2
PABP1
o e e

PO _
PABP2-4Ty1

T

A 254

Figure S6: Distribution of TOPABP1 and TbPABP2 across sucrose gradients

Cells expressing PABP1-4Ty1 from the endogenous locus were either left untreated (A), treated with cycloheximide or
anisomycin (B) or puromycin (C) for 30 minutes prior to harvesting and during harvesting. Clear lysates were sepa-
rated on 10-50% sucrose gradients. PABP1-4Ty1 and PABP2, as well as the control proteins BiP and PO were
detected across the fractions of the gradients by quantitative Western blotting. The absorption profile of the sucrose
gradient at 254 nm, the western blots and western blot quantifications are shown. In two cases (experiment Il of
untreated and puromycin treated cells) two separate cell lines were used, each expressing one isoform of PABP as a
C-terminally tagged Ty1-fusion protein. Detection of the proteins was done by non-quantitative Western blotting (ECL).



