Description of Additional Supplementary Information

Title: Supplementary data 1

Description: Supplementary data 1 RIT-seq digital data. The Excel file reports the total fragment
counts for the uninduced (column C) and induced (column D) RNAi libraries and for the five sorted
samples (columns E-1), all normalised read-counts for the above (columns J-P), relative enrichment
for each sorted sample (columns Q-U) and relative enrichment for barcoded reads for the G1, S
phase and G2M sorted samples (columns V-X). Column Y indicates Figure numbers for genes shown
in the manuscript. TPM, Transcripts Per kilobase Million. Coloured values in column Q-X indicates
‘hits’, as described in the key and in the figure legends. Data are presented for 7,205 genes, which is
98% of the non-redundant genomic set; all of these genes register >99 total reads across the five
sorted samples.



