
   

 

Supplementary Figure S1. Expression of Arabidopsis transcription coupled repair genes throughout 
development. Data from Schmid et al. (2005) accessed via the Arabidopsis eFP browser (Winter et 
al., 2007). Absolute (A) and relative (B) expression are shown. 
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Supplementary Figure S2. Expression of Arabidopsis TCR genes following potentially mutagenic 
stress. Relative level of TCR genes in response to genotoxic (bleomycin 1.5 g/ml plus mitomycin C 
22 g/ml) (upper panels) and UV-B (15 min UV-B derived from six 40W/12 UV fluorescent tubes 
filtered through transmission cutoff filters) (lower panels) stress. Expression in aerial (shoot) (left 
panels) and root (right panels) tissues is shown. Data from Kilian et al. (2007) accessed via 
AtGenExpress. 
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Supplementary Figure S3. Semi-quantitative RT-PCR analysis of atcsa-1 (A), ubp12 (B), and rdo2 
(C) alleles with primers flanking respective T-DNA insertions, versus ACTIN loading control. Two 
technical replicates are shown. 
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Supplementary Figure S4. Developmental phenotypes of mutants in TCR genes. atcsa-1, uvssa-2, 
ubp12, and rdo2 are in the Col-0 background while chr8-2 and uvssa-1 are in the Col-3 background. 
(A) Rosette diameter at 4 weeks. (B) Flowering time (days). (C) Apical dominance (number of 
shoots) at 6 weeks. (D) Silique length at 6 weeks. Values are means ± SE (n= 6). * = p ≤ 0.05 of 
mutant vs respective wild type. 
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Supplementary Figure S5. UV tolerance of mutants in TCR genes. Relative growth of roots and 
hypocotyls after 1000 J m-2 UV treatment, followed by 3 days of dark incubation. Data are expressed 
as length relative to unirradiated control of the same genotype. Values are means ± SE (n = 20), * = 
p ≤ 0.05 of mutants vs wild type. 
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Supplementary Table S1. Primers used in this study. 

Genotyping    
CSA CSA-1L TGTGGATTTTAAAATGCCTGG CSA-1R CCAGCAGATGCTGCCTATAAC 

CHR8 CSB-1L TACCGTTTCAACAAAACCAGC CSB-1R TCTTTGACGAAACCAGTTTCG 

 CSB-2L ATTATCTTTGACCCGGATTGG CSB-2R CGTGGCAATCTCTTTCAAGAG 

UVSSA UVSSA-1L TCTGGTGGTGGTAGGTTTGAG UVSSA-1R TCAATAGCCTTTGAACGCAAC 

 UVSSA-2L GAGCAAGAAGCCATTGAGATG UVSSA-2R CTGTCTCTCTCGTTGAATCCG 

UBP12 UBP12-2L TTCATGTTTTGGGGCTAATTG UBP12-2R TGGTATGCCTTGCAGATTTTC  

RDO2 RDO2-2L CACATACGATACCCTCGTTGC RDO2-2R GGTAGATGCTTTTGCAGCAAG  

     
Semi-quantitative RT-PCR  
CSA CSA-1L TGTGGATTTTAAAATGCCTGG CSA_c1083R ACATCCCATCGTTAGTTGCC 

CHR8 CSB_c45F GACATCGGCCAATCCTGAAG CSB-1L TACCGTTTCAACAAAACCAGC 

 CSB-2L ATTATCTTTGACCCGGATTGG CSB-2R CGTGGCAATCTCTTTCAAGAG 

UVSSA UVSSA_c76F GTTGACCCGAGGCTTCTCAA UVSSA-2R CTGTCTCTCTCGTTGAATCCG 

UBP12 UBP12_c3108F GCATCCAGATGCAGAACTGA UBP12-2L TTCATGTTTTGGGGCTAATTG 

RDO2 RDO2_c637F TCAGAGGGGTGATTCGGCTA RDO2-2R GGTAGATGCTTTTGCAGCAAG 

ACTIN ACT F CTGGAACAAGACTTCTGGGC ACT R GGTGATGAAGCACAATCCAAG 

     
qPCR    
UVSSA UVSSA_c76F GTTGACCCGAGGCTTCTCAA UVSSA_c198R CAGATATCGAACCTGAGAGTGGT 

 UVSSA_c129F GGAGGTCCGACTTAGTTCGC UVSSA_In298R CACCGCGTTATTTGACCAACA 

EF1a EEF F  CTGGAGGTTTTGAGGCTGGTAT EEF R CCAAGGGTGAAAGCAAGAAGA 
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