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Fig. S13 | Relative and absolute quantification of rRNA intermediates in P. furiosus.
A, The total number of reads per 16S or B, 23S category is visualised by a color-coded bar (direct cDNA: grey, PCR-cDNA: blue).
Additionally, the relative percentage of each 16S and 23S category is shown in brackets (Compare Figure 4E,F).


