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The most important conclusions of this study were infered from the analysis of two independent yeast mutant strains lacking snR190 or
bearing mutations in its functional regions in two different genetic backgrounds (W303 and BY4741). These four biological replicates were
analyzed in at least two independent experiments (at least 2 technical replicates).

No data were excluded from the analyses.

The suppressor mutation at the basis of the study was first identified in two independent suppressor mutants. The phenotypic features of this
mutation were then independently reassessed by introducing or removing this mutation from the expression plasmid by site-directed
mutagenesis and consistent results were obtained (Figure 1).

For northern blotting experiments , reproducibility was granted by the fact that all the mutant strains within a given group of biological
replicates all showed similar phenotypes that differed from the corresponding wild-type strains. Most quantifications were performed out of
four replicates (two biological replicates analyzed in two technical replicates) in two different genetic backgrounds (W303 and BY4741).

The retention of snR190 and other snoRNAs in pre-60S particles upon inactivation of Dbp7 was analyzed using two different means of
inactivating Dbp7 (full depletion or expression of a catalytic mutant) and two different methodologies: co-immunoprecipitations (Figure 5a, b)
and sucrose gradient sedimentation experiments (Figures 5c and 6c).

Allocation of samples into experimental groups was not random. All mutant strains in a given genetic background (BY4741 or W303) were
compared among themselves and with the corresponding wild-type strain because of significant variations in the phenotypic features of
ribosome biogenesis depending on the genetic background.

Blinding was not relevant to this study. All values used to quantify the data were obtained from image analysis softwares (Multi Gauge, Image
Lab) which do not rely on the assessment of the investigators and cannot be biased by the investigators.




