SUPPLEMENTAL DATA

The following materias are available in the online version of this article.

Supplemental Figure S1. RPL10 sequences are highly conserved between different
organisms at nucleotide and amino acid levels. Alignment of the nuclectide (A), coding (B)
and amino acid (C) sequences of Zea mays and A. thaliana RPL 10s. Start and stop codons are
bold letters. D, Multiple sequence aignment of RPL10 proteins from different species. For
protein accession numbers, see Methods. At, A. thaliana; Zm, Zea mays. The sequences were
aligned using the Clustal W2 program. Dashes (-) indicate spaces introduced to promote
optimal alignment, perfect matches are represented by an asterisk (*), high amino-acid
similarities by double dots (:), and weak similarities by a single dot (-). Symbols are indicated
below the sequences. Signature sequences (motifs) specific to Amidation are shaded grey,
specific to Glycosylation pink, specific to Myristoylation yellow, specific to protein kinase C
light blue and specific to casein kinase |1 green. Putative zif domain is bold-underlined.

Supplemental Figure S2. Coimmnunoprecipitation of RPL10 proteins in A. thaliana. A,
Immunoblot analysis of A. thaliana recombinant RPL10 proteins. Partially purified
recombinant RPL10 proteins were run on 12% SDS-PAGE and subjected to immunoblot
analysis for RPL10. Ten micrograms of total proteins were loaded in all lanes. B, SDS-PAGE
(10%) of RPL10-associated proteins. C, Classification of RPL10-associated proteins based on
their cell functions. Proteins with percentage of coverage higher than 10% or at least two
tryptic peptides were included in the diagram. Clustering was performed according to Usadel
et a. (2006). D, Immunoblot analysis of RPL10-associated proteins. RPL10 proteins were
immunoprecipitated from A. thaliana crude extracts with antibodies against H. sapiens QM
protein. The immunocomplexes were solubilized, run on 12% SDS-PAGE and subjected to
immunoblot analysis for RPL10, eukaryotic translation initiation factor 2 apha (el F2 alpha)
and eukaryotic trandation initiation factor 2 beta (elF2 beta). The numbers indicate the

molecular massin kDa. CE: crude extract, | P: immunoprecipitate.

Supplemental Figure S3. Complementation of A. thaliana homozygous rpl 10B mutants with
WT At RPL10B. A, Presence of WT RPL10B transcript in transformed A. thaliana rpl10B
mutant plants analyzed by PCR on genomic DNA. Lanes 1: negative control (without DNA);

lane 2-4: genomic DNA from leaves of transformed plants; lanes 5: positive control (pCHF3-



RPL10B). B, At RPL10B expression level in Arabidopsis WT, rpl10B homozygous and
complemented plants analyzed by RT-gPCR. Each reaction was normalized using the C
values corresponding to the POLYUBIQUITIN10 mRNA. The means of the results obtained
using three independent biological experiments are shown, the error bars indicate the S.D. of
the samples. WT levels were set at 1. C, 15-day-old WT (left), rpl10B mutant (middle) and

complemented plants. Scale bar: 1 cm.

Supplemental Figure $4. Inhibition of protein synthesis by UV-B in A. thaliana WT and
rpl10 mutant plants. Fourty micrograms of total proteins were resolved by 12% SDS-PAGE
after in vivo [*S|Met labeling, visualized by autoradiography (A) and staining with

Coomassie Blue (B) following the UV-B treatment and recovery period indicated.

Supplemental Figure S5. UV-B treatment is not lethal to A. thaliana plants. Chlorophyll a
(A), Chlorophyll b (B), Flavonoids (C), Maximum Efficiency of PSII (D) and Total proteins
(E) were measured after 4 h UV-B (4 h UV-B), 16 h post-treatment (16 h recovery) and in
untreated controls (no UV-B). Measurements are the average of six adult leaves from four

different plants. Statistical differences from the control are marked with an asterisk (P<0.05).

Supplemental Figure S6. Typical 2D gels of leaves from heterozygous rpl10A-1 mutant and
WT plants after a4 h UV-B treatment. As examples of proteins with differential expression,
the relative abundances of some but not all spots annotated by the number that appears in
Supplemental Table S3 are shown. The graphs represent one example from at least three
different gels used for the differential analysis. The first dimension was carried out using 17
cm immobilized pH gradient strips (pH 3-10); acidic side to the left; and the second
dimension was on 12.5% (w/v) SDS-PAGE. The relative abundance of proteins was
determined. The protein spots with changes in intensities (least 1.5-fold, P <0.05) were

considered to be different.

Supplemental Figure S7. Hierarchical cluster analysis of proteins showing different levelsin
rpl10A mutant plants in comparison to WT plants under control conditions and after a 4 h
UV-B treatment identified by MS. A, Proteins included show different levels in rpl10A

mutants (at least 1.5-fold) in comparison to WT plants under control or UV-B conditions. B,



Proteins included show differential abundance (at least 1.5-fold) after a UV-B treatment; these
proteins changed differentially in WT plants than in the rpl10A mutant. Red indicates higher
protein levels than the reference, green indicates lower protein levels than the reference, and

black indicates no significant change.

Supplemental Figure S8. Classification of proteins showing different levels in the rpl10A
mutant in comparison to WT plants based on their cell functions. Proteins were identified by
2D G eectrophoresis and those showing changes in abundances of at least 1.5-fold were
included. A, Proteins changed in the rpl10A mutant under control (no UV-B) conditions. B,
Proteins changed in the rpl 10A mutant after 4 h of UV-B.

Supplemental Figure S9. RPL10s promoter sequences with predicted cis-elements. The
transcription initiation site (referred to as +1) is indicated in bold letter and the ATG start
codon is shown in bold and underlined letters. Numbers at the left refer to the positions of

nucleotides relative to the putative transcription initiation site.



Supplemental Figure 1. RPL 10 sequences are highly conserved between different organisms
at nucleotide and amino acid levels. Alignment of the nucleotide (A), coding (B) and amino
acid (C) sequences of Zea mays and A. thaliana RPL10s. D, Multiple sequence alignment of

RPL 10 proteins from different species.
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*k Kk Fokk *okkkk Kk Kkhhkhk Khkhk Kk Kk hhkhhhk AAAAAAAAK

GGTCGTCAAAAGATTATTGTCAGCAGGAAATGGGGCTTCACGAAGTTTAACAGAGCTGAC
GGTCGTCAAAAGATCATTGTTAGCAGGAAATGGGGATTCACTAAATTCAACCGTGCTGAG
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MGRRPARCYRQIKGKPYPKSRYCRGVPDPKIR I YDVGMKRKGVDEFPFCVHLVSWEKENV
MGRRPARCYRQIKGKPYPKSRYCRGVPDPK IR I YDVGMKRKGVDEFPYCVHLVSWEKENV
MGRRPARCYRQIKGKPYPKSRYCRGVPDPKIR I YDVGMKRKGVDEFPFCVHLVSWEKENV
MGRRPARCYRQ IKNKPYPKSRYCRGVPDPK IR I YDVGMKRKGVDEFPYCVHLVSWEKENV
MGRRPARCYRQIKNKPYPKSRYCRGVPDPKIR I YDVGMKRKGVDEFPYCVHLVSWEKENV

SSEALEAARTACNKYMVKSAGKDAFHLR IRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
SSEALEAARTACNKYMVKSAGKDAFHLR IRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
SSEALEAARTACNKYMVKSAGKDAFHLRIRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
SSEALEAARTACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
SSEALEAARTACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG

KALGTCARVAIGQVLLSVRCKDAHGHHAQEALRRAKFKFPGRQK I I VSRKWGFTKFNRAD
KALGTCARVAIGQVLLSVRCKDAHGHHAQEALRRAKFKFPGRQK I I'VSRKWGFTKFNRAD
KALGTCARVAIGQVLLSVRCKDNHGVHAQEALRRAKFKFPGRQK I I VSRKWGFTKFNRAE
KPQGTCARVD IGQVLLSVRCKDNNAAHASEALRRAKFKFPGRQK I IESRKWGFTKFSRAD
KPQGTCARVD IGQVLLSVRCKDNNAAHASEALRRAKFKFPGRQK I IESRKWGFTKFSRAD
* *x

- *k -

FTKLRQEKRVVPDGVNAKFLSCHGPLANRQPGSAFLPAHY- 220
YTKLRQEKR 1VPDGVNAKFLSCHGPLANRQPGSAFLSAGAQ 221
YTKLRAMKR IVPDGVNAKFLSNHGPLANRQPGSAFISATSE 221
YLKYKSEGR 1VPDGVNAKLLGNHGRLEKRAPGKAFLDAVA- 220
YLKYKSEGR 1VPDGVNAKLLGNHGRLEKRAPGKAFLEAVA- 220
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MGRRPARCYRYCKNKPYPKSRFCRGVPDAK IR I FDLGRKKAKVDEFPLCGHMVSDEYEQL
MGRRPARCYRYCKNKPYPKSRFCRGVPDAK IR I FDLGRKKAKVDEFPLCGHMVSDEYEQL
————— PRCYRYCKNKPYPKSRFCRGVPDPKIRIFDLGRKKAKVDEFPLCGHMVSDEYEQL
MGRRPARCYRY IKNKPYPKSRFCRGVPDAK IR IFDLGNKRANVDTFPACVHMMSNEREHL
MARRPARCYRYQKNKPYPKSRYNRAVPDSKIRI'YDLGKKKATVDEFPLCVHLVSNELEQL
MGRRPARCYRQIKNKPYPKSRYCRGVPDPK IR I YDVGMKRKGVDEFPYCVHLVSWEKE]
MGRRPARCYRQ IKNKPYPKSRYCRGVPDPKIRI'YDVGMKRKGVDEFPYCVHLVSWEKE
MGRRPARCYRQ I KNKPYPKSRFCRGVPDPK IR I YDVGMKRKGVDEFPFCVHLVSWEKE]
MGRRPARCYRQ IKNKPYPKSRFCRGVPDPK IR I YDVGMKKKGVDEFPFCVHLVSWEKE
MGRRPARCYRQIKGKPYPKSRYCRGVPDPKIR I YDVGMKRKGVDEFPFCVHLVSWEKE]
MGRRPARCYRQ IKGKPYPKSRYCRGVPDPKIRI'YDVGMKRKGVDEFPYCVHLVSWEKE
MGRRPARCYRQIKGKPYPKSRYCRGVPDPK IR I YDVGMKRKGVDEFPFCVHLVSWEKE]
MGRRPARCYRQIKNKPYPKSRYCRGVPDPK IR IFDVGAKKRLVDEFPFCVHLVSWEKE]
MARRPARCYRFCKNKPYPKSRFCRGVPDPRIRTFD I GKRRAPVDEFPVCVHVVSRELEQI
MGRRPGRCYRLVRGHPYPKSKYCRGVPDPR I KLFD IGNRSAPCDDFPCCVHIVGLERENH

Fkkk - mkkkkk - - Kk hkk -Kk- -k-k - * Kk Kk K- - * K- -

SSEALEAAR I CANKYMVKSCGKDGFH IRVRLHPFHV IR INKMLSCAGADRLQTGMRGAFG
SSEALEAARICANKYMVKSCGKDGFH IRVRLHPFHV IR INKMLSCAGADRLQTGMRGAFG
SSEALEAAR I CANKYMVKSCGKDGFH IRVRLHPFHV IR INKMLSCAGADRLQTGMRGAFG
SSEALEAARICANKYMVKNCGKDGFHLRVRKHPFHVTR INKMLSCAGADRLQTGMRGAYG
SSEALEAARICANKYMTTVSGRDAFHLRVRVHPFHVLR INKMLSCAGADRLQQGMRGAWG
IEALEAAR TACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG

EALEAARIACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAARITACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAARITACNKYMTKSAGKDAFHLRVRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAARIACNKYMVKSAGKDAFHLR IRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAARTACNKYMVKSAGKDAFHLRIRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAARIACNKYMVKSAGKDAFHLR IRVHPFHVLR INKMLSCAGADRLQTGMRGAFG
EALEAGRIACNKYMVKFAGKDGFHLRVRVHPFHVLRSNKMLSCAGADRLQTGMRGAFG
SSEALEAARTQANKYMVKRANKECFHMR IRAHPFHVLR INKMLSCAGADRLQTGMRQSYG
BSEAMEAARISINKNMLKYAGKDGFHVRIRI HPFHVLR INKMLSCAGADRLQTGMRGAWG

Fhdk -k Kk kK ok S Kk-k-k Fxk - -k

KPQGTVARVHIGQVIMSIRTKLQNKEHV I EALRRAKFKFPGRQK IH1 SKKWGFTKFNADE
KPQGTVARVHIGQV IMSIRTKLQNKEHV I EALRRAKFKFPGRQK IH I SKKWGFTKFNADE
KPQGTVARVHMGQV IMSIRTKAQNKEHVVEALRRAKFKFPGRQK IHI SKKWGFTKFNADA
KPQGLVARVDIGDILFSMR IKEGNVKHA I EAFRRAKFKFPGRQ I I'VSSRKWGFTKWDRED
KPHGLAARVDIGQI I FSVRTKDSNKDVVVEGLRRARYKFPGQQK I I LSKKWGFIENLDRPE
KPQGTCARVD IGQVLLSVRCKDNNAAHASEALRRAKFKFPGRQK I I ESRKWGFTKFSRAD
KPQGTCARVD IGQVLLSVRCKDNNAAHASEALRRAKFKFPGRQK I  ESRKWGFTKFSRAD
KPQGVCARVAIGQVLLSVRCKDGNSNHAQEALRRAKFKFPGRQK I I'VSRKWGFTKFSRTD
KPQGVCARVAIGQVLLSVRCKDGNANHAQEALRRAKFKFPGRQK I I'VSRKWGFTKFSRTD
KALGTCARVAIGQVLLSVRCKDAHGHHAQEALRRAKFKFPGRQK I 'VSRKWGFTKFNRAD
KALGTCARVAIGQVLLSVRCKDAHGHHAQEALRRAKFKFPGRQK I I'VSRKWGFTKFNRAD
KALGTCARVAIGQVLLSVRCKDNHGVHAQEALRRAKFKFPGRQK I 'VSRKWGFTKFNRAE
KPQGTCARVAIGQVLLSVRSRDNHSNHAQEALRRAKFKFPGREK I I'VNRKWGFTKYTRAD
KPNGTCARVRIGQILLSMRTKDTYVPQALESLRRAKMKFPGRQI IVISKYWGFTNILRNE
KSYGSCARVKVGQVLISGRCKEQHLPAMIKSFRLACYKFAGRQKLVISNKWGFTKYTKEE

* ok KAk mk-- -k k- STk ok kk k- - Fkkok -

FEDMVAEKRL IPDGCGVKY IPNRGPLDK-WRALHS-——-—————————— 214
FEDMVAEKRL IPDGCGVKY IPNRGPLDK-WRALHS - - === ———————— 214
FEEMVAQKRL I PDGCGVKYVPGRGPLDR-WRALHAA- - —————————— 210
YERMRAEGRLRSDGVGVQLQREHGPLTK-WIENPI--——————=—————— 214
YLKKREAGEVKDDGAFVKFLSKKGSLENNIREFPEYFAAQA-——————— 221
YLKYKSEGR1VPDGVNAKLLGNHGRLEK-RAPGKAFLDAVA---———-- 220
YLKYKSEGR I1VPDGVNAKLLGNHGRLEK-RAPGKAFLEAVA--—————— 220
YLKYKSENR1VPDGVNAKLLGNHGPLAA-RQPGRAFLSSS----—----- 219
YLKYKSENR1VPDGVNAKLLGCHGRLAA-RQPGRAFLEAAN-------- 220
FTKLRQEKRVVPDGVNAKFLSCHGPLAN-RQPGSAFLPAHY - —————-- 220
YTKLRQEKRIVPDGVNAKFLSCHGPLAN-RQPGSAFLSAGAQ------- 221
YTKLRAMKR1VPDGVNAKFLSNHGPLAN-RQPGSAFISATSE------- 221

YLKWKTENRIVPDGVNPKLLGCRGPLSN-RKPGQAFLKPAVVLSSDLVA 228
YEELRDAGKLQQRGLHVKLITPKGKITP--YNIMA--————————————
YQQLNKDGKIIADGCYFKLATTKGPLPK——VN —————————————————
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Coimmnunoprecipitation of RPL10 proteins in A. thaliana. A, Immunoblot analysis of A.
thaliana recombinant RPL10 proteins. Partially purified recombinant RPL10 proteins
were run on 12% SDS-PAGE and subjected to immunoblot analysis for RPL10. Ten
micrograms of total proteins were loaded in all lanes. B, SDS-PAGE (10%) of RPL10-
associated proteins. C, Classification of RPL10-associated proteins based on their cell
functions. Proteins with percentage of coverage higher than 10% or at least two tryptic
peptides were included in the diagram. Clustering was performed according to Usadel et
al. (2006). D, Immunoblot analysis of RPL10-associated proteins. RPL10 proteins were
immunoprecipitated from A. thaliana crude extracts with antibodies against H. sapiens
QM protein. The immunocomplexes were solubilized, run on 12% SDS-PAGE and
subjected to immunoblot analysis for RPL10, eukaryotic translation initiation factor 2
alpha (eIF2 alpha) and eukaryotic translation initiation factor 2 beta (elF2 beta). The

numbers indicate the molecular mass in kDa. CE: crude extract, IP: immunoprecipitate.
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Complementation of 4. thaliana homozygous rpll0B mutants with WT At RPLI0B. A,
Presence of WT RPLI0B transcript in transformed A. thaliana rpl10B mutant plants analyzed
by PCR on genomic DNA. Lanes 1: negative control (without DNA); lane 2-4: genomic DNA
from leaves of transformed plants; lanes 5: positive control (pCHF3-RPLI0B). B, At RPLI0B
expression level in Arabidopsis WT, #p/10B homozygous and complemented plants analyzed
by RT-qPCR. Each reaction was normalized using the C, values corresponding to the
POLYUBIQUITINIO) mRNA. The means of the results obtained using three independent
biological experiments are shown, the error bars indicate the S.D. of the samples. WT levels
were set at 1. C, 15-day-old WT (left), rp/10B mutant (middle) and complemented plants.

Scale bar: 1 cm.
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Inhibition of protein synthesis by UV-B in A. thaliana WT and rp/10 mutant plants. Fourty
micrograms of total proteins were resolved by 12% SDS-PAGE after in vivo [*>S]Met

labeling, visualized by autoradiography (A) and staining with Coomassie Blue (B) following

the UV-B treatment and recovery period indicated.
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UV-B treatment is not lethal to A. thaliana plants. Chlorophyll a (A), Chlorophyll b (B),
Flavonoids (C), Maximum Efficiency of PSII (D) and Total proteins (E) were measured
after 4 h UV-B (4 h UV-B), 16 h post-treatment (16 h recovery) and in untreated controls
(no UV-B). Measurements are the average of six adult leaves from four different plants.

Statistical differences from the control are marked with an asterisk (P<0.05).
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Typical 2D gels of leaves from heterozygous rpll10A-1 mutant and WT plants after a 4 h

UV-B treatment. As examples of proteins with differential expression, the relative

abundances of some but not all spots annotated by the number that appears in

Supplemental Table S3 are shown. The graphs represent one example from at least three

different gels used for the differential analysis. The first dimension was carried out using

17 em immobilized pH gradient strips (pH 3—10); acidic side to the left; and the second

dimension was on 12.5% (w/v) SDS-PAGE. The relative abundance of proteins was

determined. The protein spots with changes in intensities (least 1.5-fold, P <0.05) were

considered to be different.
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At 1903130 PSAD- 2 photosystem | subunit D2
At 2901130 put ative ATP-dependent RNA hel i case
At 4929610 cyti di ne deani nase 6
At 1978380 ATGSTUL9 Q ut at hi one Transf erase 8;
At 2927170 RING finger donmain, putative chronosome associated protein
At 5936250 Seri ne/ t hr eoni ne phosphat ases, fanily 2C
At 1g80050 APT2 Adeni ne Phosphori bosyl Transferase 2;
At 1929930 CABL- Chl orophyl | A/ B bi ndi ng protein
At 3g50820 PSBO- 2- CEE1-m nor isof ormof PSI|
At 5926000 TGGL Thi ogl ucosi de d ucohydr ol ase

At 3904260 PTAC3 Plastid transcriptionally active3; DNA binding
At 1963770 putative am nopepti dase

At 5966190 ATLFNRL

At 4938970 fruct ose- bi sphosphat e al dol ase, putative

At 1927450 APT1; adeni ne phosphori bosyl transferase

At 2934320 nucl ei ¢ aci d bi ndi ng

At 1919570 DHARL Dehydr oascor bat e Reduct ase;

At 5966570 PSBO- 1- CEE1- naj or i sof orm of PSI|

AT1g65930 i soci trate dehydrogenase, putative

At 2919940 sem al dehyde dehydrogenase fanily protein

At 3955270 MAP ki nase phosphat ase

At 4g09010 APX4 Ascor bate peroxi dase 4; peroxi dase

At 1902920 Chain A, Structure O dutathione S Transferase

At 5961410 RPE Enbryo Defective 2728; ribul ose- phosphat e 3-epi nerase

At 1906680 PSBP-1 Oxygen/ evol vi ng enhancer protein 2; polyU binding
At 5922250 CCR4- NOT transcription conpl ex protein, putative

At 2947730 gl ut at hi one S-transferase GST6

At 3g48290 Cytochrone PA50 71A24

At 3955580 regul ator of chronosone condensation ROCL famly protein
— At 5908620 STRS2 Stress response suppressor 2; ATP-dependent helicase

— At 3955660 ATROPCGEF6/ ROPGE6; Rho guanyl - nucl eoti de exchange fact or

Hierarchical cluster analysis of proteins showing different levels in rp//0A mutant plants in
comparison to WT plants under control conditions and after a 4h UV-B treatment identified
by MS. A, Proteins included show different levels in rp//04 mutants (at least 1.5-fold) in
comparison to WT plants under control or UV-B conditions. B, Proteins included show
differential abundance (at least 1.5-fold) after a UV-B treatment; these proteins changed
differentially in WT plants than in the 7p//0A4 mutant. Red indicates higher protein levels than
the reference, green indicates lower protein levels than the reference, and black indicates no

significant change.
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A Mutant/WT - no UV-B
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Classification of proteins showing different levels in the 7p//0A4 mutant in comparison to
WT plants based on their cell functions. Proteins were identified by 2D Gel
electrophoresis and those showing changes in abundances of at least 1.5-fold were
included. A, Proteins changed in the rp//0A4 mutant under control (no UV-B) conditions.

B, Proteins changed in the p//0A4 mutant after 4 h of UV-B.



Supplemental Figure 9. RPL10s promoter sequences with predicted cis-elements. The
transcription initiation site (referred to as +1) is indicated in bold letter and the ATG start
codon is shown in bold and underlined letters. Numbers at the left refer to the positions of

nucleotides relative to the putative transcription initiation site.

RPL10A

-1000 TAACTTGAAAAGTTTCGGTGTGGAGATCTAACGCTAAAACTTTAATTTCTTTCTTCCCGGTTA
-937 ACCAATAAAGCGATCCATCTACATACAGAGCATGCCCCCéXEEggﬁZEAAGTATTAATCCGAT
-874 iiééléigéAAGGATTGATATACCTCCAAGTGTTGGTGCTAAAATCAAAAACTTQAQAI@TAG
-811 TAGCGTTTTCTAGGCCAAGTTCGGA:gﬁgﬁ;ATACATAACCAAACCGGTTTGTAT:QEE%ACT
-748 QATTTTGTCTTTGCgX§X¥CCAAATTTAACGTGACTAAAATAACTTGGCTGCTCAAGAéﬁgz%
-685 TTGTTGCAACCTGGAAACAGGGAAAQQICéiiGCCATCGAGTGégggg;TTATAAACAATGTT
-622 GTTTAAGGTTTGGTAATCAAAGAGégiiACAAGACCGTCACAACTATTGTGGAAAAGTTGGTA
-559 AATAT££$;TCGTTCTGATGATATCAACAAQAQQITAGTTTTAAGTGGAGGAGAATCAGCAGT
-496 AACATGATGGGGCAACACCAAQQIACTGGGTQEETCAGACACCAATACAAGATTTAGATCTTT
ACE CCAAT-BOX
-433 CCCGCCAGCTGAGCAGATCAACTGTTTCGCCTGGAAATATTGAGATTCGATTGTCAACTTCCA

-370 TTGTTTGCAAGCAGACTTGAATCTGAGCAGAGATTTCACCGGAACTCTCTCAAGAATATCCTC

-307 AACGGTGTCGTGGGGAAGCAATTGCATTATTTCTCTGTCTATTGAGAGGATTTTGTTCTGAGT

-244 GATGGATAACATGAAAGATATGCTTATTTGTATCAATTCAATCCAATGTTGATTTTTTCCTTG

CCAAT-BOX
-181 AGGAGGAAGATAAAAAAAAAAAAACGTATATACAATCGATGGGCCCTAACCCTATCCCTAACA
GATA-BOX ACE SORLIP2

-118 AATCTCTTTAATATGTAATGCGCTTTAATAGTTAAAGCCCATTAGTTAAAAACCCAGAGCTAT

-55  ATTGTTGACCTAGCAAATTTCGGATCTATAAATTGAAGCCATTTTCTAGGTCATTAGTTTTTT
W-BOX +1
CGTCGAGCAGCCGCGCTTTTTGGCCGAGGAAGGATAAAGAGAGACGCCATG
1-BOX

RPL10B

-1000 AGTTTTGCCGTACATCCCTATCAAAGCTGTGATTAAATGCAAGTCTAAATCAAGGCCAATCTT
CCAAT-BOX

-937 GATGCATAACACATGAGCAGATTCTGCTCCAGACAAATCTCCTAGATCACTAATAGCCGAAAG
MYC2/DPBF1

-874 AAAAAGCTAAGCAACGTACTGACATTAACGACCACCTCACTTTTTCTCATAATCCTAAACAAA
ACE

-811 TCCAAAGCCAACGCTTTCTTAGAAACCTGAAGATACCCATTCATCAAAGTACTAAACGTAACA

ACE
-748 GCATCAACACTCTGCGGCATTTCGTCGAACACTTTCCGAGCATCACTAATCTTTCCACAAACA

-685 CAGTAAAAATGTATAAGAGCATTCCTCAAATCAGTAAAAACCATAAACCCAGATCTCAAAGCA

-622 ATCCCATGCAATCCCTCACCAATTGAAACACACAATTCACGAGAACATGATTTAAGAGTCGTG
CCAAT-BOX
-559 ATAAACGAGAATCGGTCCAAGGTCAAACCTTTAGCTCTCAATTGGTTGAAAACAGAAAATGCT
GATA-BOX UVBox MRE




-496

-433

-370

-307

-244

-181

-118

-55

CGCTCCGGCTCATCGCTAATCGAGTAACCTCTGATCATAGTGTTGAACATAAAGAGATTAGTG
GT1-motif
TTGGAGACATGCTCGAAGATCGACGAAGCGTATCGAATGTCAAGTACAGAGGAAAAAGCAAGA

AGCTTGCTCACTGCGAAATCGTCCTTGTCGAGTCCCGTTTTCACCATGTAACCATGAATTCGA

GAAACTTCGACGGTGTCTCTGCAAGACCTTAGATCGTTGATAAGTTTCTGACATTGTGGAGAC
GATA-BOX
AACAACGATTCAAGATTCCTACGACGGAACACGAAATTGCGCCTGAGCCGTGACGTAATCGCC
ACE
AATGTCATCAGAAAGAAAAAAAAGTCGCCGGAATAAACACGGATTTGTTTTTTAAGCTTAAAA

TATCAAATTGGGCTTTAGTTCCTTAATGGGCCTTATTTTGGTCCAAATCCAGTTACGTGGCAA
SORLIP2 ABRE/ACE
AGAGAATTAGGGCTCTTTGTTCTTCTTATTTAAAAAAGTTACGCCTTTCTTCTTCTTCTTCTT
+1
CTTCTTCTTCTTCTTCTTCTTCATTTCTAGGATTCGAAACAACAATCAACGCGATG
1-BOX

RPL10C
-1000 GATGCTATCACGACAAATTAGTCCAAAATGGGCAGCGTATATTTTCTTATATGGGCCTAAACA

-937

-874

-811

-748

-685

-622

-559

-496

-433

-370

-307

-244

-181

-118

-55

AAGGAAACTAACTAATTATAATCAACTTATGATCATCAGTCAATTATGAAAZE;EL?iTTTGA
CAGGAGATTGTGTGTTTAAAACCATTTTGAGTATATCTGTTTTGAATCATT*Z?GACAATTGT
GATTTTTGCTTGTTCTGATCCCATTCTTTTAGTCTCGTGCATATGTGATCTTGTATTGTCTAA
TAAGGATTATGATCTGTCCCCTAAACTTCAAAATTTGGAGGCCATGATCTGATTTTTGAATGT
GGTTCTTATAGTTTTTTGCTTGATATTTTGCAGACGAATGATGGTGAATATCCATCTAAGTCA
AATACAGATTCCATTTCTCTTTTAATACAAATCAAATAAGAAAACTGAAGCTTGCAAGCTCGC
TTGTACTAAGTTTCTGAAAGTTTTTATTCTCGACTAAATAATGTCCAAGATGGAAGCAAGACA

UVBoXx
TAAGCTCCATTGTTGATAGAATGGAGCTTATGTTGGCTTTTGTTTTTGTTTCAAAATGGTTTT

TAACTTATGTGTGATTGCTTAGCCAAATGTGGACTCTGAAGATGGTTTTCAGTTTTTGGTTTT
AATGTCCTTGTTACTATTGTTACACAGTCACACAGAGTTTACAAAAGATCATTCATCATTGTT

TATAAGAGAACAAATTGATAACATATATCTTTTTGATGTGGATGGATTTGTTAACCCTCTAGA
GATA-BOX
AGAACACCCAAATTTGGCTACAAAGTTGTCAACACATTGTTCTTCGTTCTTCTTTGACTTTGA
T-BOX
CTAAAAATAAAAATAAACCTCGGCCTAAGAAAATAGCGTGTTCACATTGGATGATTAAGGCCT

GGACCGAGTATCAAATAATATCTAAATGGGCCTAGCTAAGCAGTTACGTAAGCTAAATTTAGG
SORLIP2 ACE
GTTTGTTTTTGCCGCACCTATAAAATAACAACACAGCTTCCCATTTGTAATTTCTAGGGTTTT
+1

GCAAAACCAACACCGAAGATCCAACACGATG



Supplemental Table S2. Segregation of RPL10A alleles

SALK 010170 line (n=47)

Heterozygote WT
35 (74%) 12 (26%0)
Progeny of rpl10A heter ozygous plant (n=104)
Heterozygote WT
68 (65%) 36 (35%)
SALK 106656 line (n=67)
Heterozygote WT
57 (85%) 10 (15%)

Progeny of rpl10A heter ozygous plant (n=32)

Heterozygote WT

20 (63%) 12 (37%)




Supplemental Table $4. 5'UTR sequencesin A. thaliana RPL 10 transcripts

RPL10 AGI number Sequence of the 5’ UTR Sequence of the putative 5 TOP
RPL10A At1g14320 | AGTTTTTTCGTCGAGCAGCCGCGCTTTTT -
GGCCGAGGAAGGATAAAGAGAGACGCC
RPL10B At1g26910 | CTTCTTCTTCTTCTTCTTCTTCTTCTTCATT | CTTCTTCTTCTTCTTCTTCTTCTTCTTC
TCTAGGATTCGAAACAACAATCAACGCG
RPL10C At1g66580 | AATTTCTAGGGTTTTGCAAAACCAACACC -

GAAGATCCAACACG




Supplemental Table S5. Primer Sequencesused for PCR

Name Sequence Purpose
Zmthioredoxine-like-for 5-GGACCAGAAGATTGCAGAAG-3 gRT-PCR
Zmthioredoxine-like-rev  5-ACGGATGTCCCATGAAGA-3 gRT-PCR
Zm actinel-for 5-CTTCGAATGCCCAGCAAT-3 gRT-PCR
Zm actinel-rev 5-CGGAGAATAGCATGAGGAAG-3 gRT-PCR
Zm RPL10-1-for 5-TGCAAGGACAACAATGC-3 gRT-PCR
ZmRPL10-1-rev 5-TCTGCCCTCGCTCTTGT-3 gRT-PCR
Zm RPL10-2-for 5-GCTCGGTAACCATGGAAGA-3 gRT-PCR
Zm RPL10-2-rev 5-GAGATAAGCAGGTTCACACA-3 gRT-PCR
At UBQ10-for 5-AAGCAGCTTGAGGATGGAC-3 gRT-PCR
At UBQ10-rev 5-AGATAACAGGAACGGAAACATAGT-3 gRT-PCR
At CDPK3-for 5-CGCTGAGAACCTTTCTGAAG-3 gRT-PCR
At CDPK3-rev 5-CCATCTCCATCCATATCAGC-3 gRT-PCR
At RPL10A-for-1 5-TCCTTCTCATTCCGGTGA-3 gRT-PCR
At RPL10A-rev-1 5'-GCCAAGAACGAAGGAACA-3 gRT-PCR

screening
At RPL10B-for-1 5-TGGTGTTCCCGATCCTAAZ gRT-PCR
At RPL10B-rev-1 5-ATCTTTCCCGGCAGACTT-3 gRT-PCR
screening
At RPL10C-for-1 5-CCAACACCGAAGATCCAA-3 gRT-PCR
screening
At RPL10C-rev-1 5-TTTTGGGATCTGGCACAC-3 gRT-PCR
screening
At RPL10A-for-2 5-GCTTTGGGTACTTGTGCTC-3 screening
At RPL10B-for-2 5-GTCGCCGGAATAAACACG-3 screening
At RPL10C-for-2 5-GCCAAATGTGGACTCTGAAG-3 screening
At RPL10B-for-3 5-TAAATTGGTACCACAACAA cloning

TCAACGCGATGGGAC-3

At RPL10B-rev-2

S-ATTTAAGTCGACCTGTGCACCAGCTG

cloning




ACAAGAAC-3

prom35-for S-CTATCCTTCGCAAGACCCTTC-3 screening

LB-SALK S-GTCCGCAATGTGTTATTAAGTTGTC-3 screening

LB3-SAIL S-TTCATAACCAATCTCGATACAC-3 screening




