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Figure S9   Coverage per sample and percentage of reads aligned. A) Average number of reads aligned to the used reference sequence 
TAIR10. The distribution of average read coverage (represented as the fold coverage of the A. thaliana reference genome) per sample is 
shown for all samples in B and for only samples where the average coverage was greater than 0.025x in C.
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Figure S8   Expression of RECQ4A transcripts in wt parents, wt F  , and 
recq4a F  individuals. All samples are mixed-stage flowers from a single 
individual. Numbers on the left indicate the size of the fragments (in base 
pairs). The ACT2 gene was used as a control.


