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Supplemental Figure S1 LD between signi�cant SNPs detected by GWA mapping and surrounding SNPs obtained from 
re-sequence data. Each of the genomic regions around one QTL (QTL1 until QTL7) are presented on separate pages. 
Genes are represented by arrows.
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Supplemental Figure 2 Expression of QUL1 and QUL2 in single and double mutants and Col-0 wildtype



Supplemental Table 1  Left and Right border primers used to determine homozygosity of T-DNA inserts 
  
Primer name  Sequences (5’-3’)   Description
SALK_065604C_LB TGAATGGTTTTTGACAGACGA qul2-2 genotyping
SALK_065604C_RB CTGGTTGGTCTAGTTCGCAAG qul2-2 genotyping
GK-745-A07_LB  TTGGTCTTGTTTTAAAACCGC AT2G03505 genotyping
GK-745-A07_RB  AACTTGCTTTGGTCCATCATG AT2G03505 genotyping
SALK_125910_LB TCAAAATGTCAAATCCTGAGC AT2G03490 genotyping
SALK_125910_RB GTGTATATTCGTGGCTGCCTG AT2G03490 genotyping 
SALK_120131_LB AAGTCATCACCACCGATCAAG mips3-2 genotyping
SALK_120131_RB ATTTCGGGTCATTAACCCAAG mips3-2 genotyping
SALK_040912_LB TTGTCTCTATGCCCAATGAGG AT5G10200 genotyping
SALK_040912_RB TACAATCTCGGCCAATCATTG AT5G10200 genotyping
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