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":&: D qPCR program setting
e
% Step Temperature Time
o Denaturation 95°C 10 seconds
g Annealing 60 °C -68 °C 30 seconds
2 Elongation 72°C 30 seconds
E
Primer Forward Reverse
47S TGTCAGGCGTTCTCGTCTC AGCACGACGTCACCACATC
18S CGATGCGGCGGCGTTATTCC | GAACGGCCATGCACCACCAC
28S AGTCGGGTTGCTTGGGAATGC | CCCTTACGGTACTTGTTGACT
28S/ETS | ACCTGGCGCTAAACCATTCGT | GGACAAACCCTTGTGTCGAGG
5.85/ITS2 | TCGTGCGTCGACGCAG ATTGATCGGCAAGCGACGCTCAG

Figure S1. (A) Full image of a northern blot analysis in all cell lines. Membranes were hybridized with
ITS1 probe, further stripped and re-probed with ITS2. (B) Quantification of different intermediates of
pre-rRNA species normalized to the 47S level. (C) Relative quantification of the mature 28S rRNA
abundance in CS cells. Values are represented as mean + SD of at least three independent
experiments (*=p<0.05, **=p<0.01, ***=p<0.001). (D) QPCR was run with the different annealing
temperatures 60°C (28S/ETS), 64°C (5.8/ITS2, 18S) and 68°C (47S). (E) Primer list used in this study




Figure S2

A

CSBMt / UVsKO

log2Ratio

CSAMut ys CSARe

3 2 -1 0 1 2
logz ratios
[Protein names [Peptide counts | Iprotein names |Peptide counts
RPL ((unique) IRPS unique)
PLIO 12 RPS10;RPS10PS I5:3
PLIOA 13 RPS11 3
PLLL 10 RPS12 L
PLI2 o RPS13 g
pLI3 3 =0 it
PLISARPLI3AP3 [105
Pl 3
PLLS 11 0
PLLT 3
PLIS 10 0
PLIBA 3
pLIO 3 5
pLL I n
P2 3 3
pLAL 3 i
PL3 g 3
pL3A [12 3
pL2d I b
pL26 ] B
P27 3 400
pL7A 3 b
PL8 b b
PL29 L 2
Pl b1 b1
0

3
b
n
3
PLEOPSPLY |11
pLS [is
PLE lie
PLT o
PLIA oL
pUILL l:
PLE i1
pLS 13
pLPO I
PLPOPS 1
PLEL B

PLE2 m

CSBMut ys UVsKO

ORPL @RPS
2
18
16
14
0 |ceccccccccccccc e
212
S 1.
g RPL37A
Q
S 1 PR
RPL12
W o {RPUISAY,
= |RPL23 RPSS gp4  RPS9
OfpLo RPS24 |- WRPL2A RPS27
PL9 RPS16
RPLP2
04 Bes o e
rp32’| | \[RPS1S
02 RPS25
RPS27A 8o
0
3 2 1 0 1 2 3
log: Ratio
CSBMutys CSBRe CSBM vs UVSKO
T — 0267
a1 056 — 0185 =
[E T — 023) e
e — 0340 s
s ——— oo m

028"
]
—| ]
ams o165,
0% = om
087 == ogy o 0%
0139
0505 ooz &
2 = 0 —
053 s
[ ——] ToE
3 ———1 0440
T - 0486, m—
e 0522 o0

s om0 =
— 0316 e—
aper - 0818 05% w—
e o2
—cem - 063%
oot 069 =
=072 ks o8
o 0310
—005 oTe
0720 w— 03 - 0829
e 05 ot =
—)
_— 0778 -
0963 ¢ o 0355
[ o =
=ul 0.
— a0
— 712 o 0991 ¢+
o o’
=0 153
il 0259 e
Tobi 1
Py p— 0250 e
5 — [ ——]
0555 T —
—— 097t —
0605 e —
o1 0167 e—
077 T —=
0755 - -0t
™ oz
o5t 0165 et
—r The .
— 05 e
' o
=i o o
070 08 29
3 2 -1 0 1 2 3 6 5 4 321012 3 456
log ratios logz ratios

Figure S2. (A) Mass spectrometric analysis shows protein intensity of
isolated ribosomes of CSB-deficient cells compared to UVsKO cells,
and quantification by volcano plot of the small 40S ribosome subunit
and the large 60S ribosome subunit. (B) A bar plot of MS data with p-
values (C) List of unique peptides/RP for label-free MS quantification.
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Figure S3 A.Quantification of Western Blots of ribosomal proteins in lysates. Values are represented
as mean * SD of at least three independent experiments (*=p<0.05, **=p<0.01, ***=p<0.001) B.
Standard curves for gPCR




