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Fission yeast data

This is gene-centric data from the fission yeast Schizosaccharomyces pombe. The
data has been gathered from multiple different high-throughput studies, including
some recent unpublished data (7). Much of it was downloaded from the Angeli
website (http://bahlerweb.cs.ucl.ac.uk/cgi-bin/GLA/GLA input).

Each row contains information about one gene. Both protein-coding genes and non-
coding RNAs (ncRNAs) are included. Each column contains some categorical or
quantitative information about each gene. The data columns are described in the
table on the next page.

Oilseed rape data

This is gene-centric data from plant Brassica napus that produces canola oil.
Each row contains information about one gene.

The data in OSR101_sample.txt shows measurements of gene expression in a
random sample of 101 oilseed rape cultivars. The gene expression measure used
here is RPKM, or reads per kilobase per million aligned reads. The data in the file
Glucosinolates.txt contains the quantitative measure of glucosinolates in the seed oil
from each cultivar.

These data can be used to conduct an association study (comparing gene
expression to glucosinolate levels). This is called associative transcriptomics (for
example, see (2)).



Fission yeast data table

Column name Data Type* | Notes Reference
(Q/C)
Numberlntrons Number of introns in the gene Q (3)
NumResidues Number of amino acid residues Q Will be NA for ncRNAs. (3)
in the protein.
protein_coding Is the gene protein-coding? C 1 = protein coding (3)
0 = ncRNA
ncRNA Is the gene a non-canonical C 1 =ncRNA (3)
ncRNA? 0 = either protein-coding or
a canonical ncRNA (rRNA,
tRNA, snoRNA)
Rel_telomere The relative distance to the Q 0 = at the telomere, (3)
telomere. 1 =in the middle of the
chromosome
mRNA_copies_per_cell The number of MRNA copies per | Q (4)
cell, from proliferating (growing)
cells.
protein_copies_per_cell The number of protein copies Q (4)
per cell, from proliferating
(growing) cells.
mRNA .stabilities The half-life of the mRNA in Q %)
minutes.
GeneticDiversity The level of genetic diversity Q The average pairwise (6)
within S. pombe strains. similarity (17)
ProteinHalfLife The half-life of the protein in Q (7)
minutes.
Golgi, Mitochondrion, Where the protein is located. C 1 =in this location (8)
Nuclear_dots, Nuclear_envelope, 0 = not in this location
Nucleolus, Nucleus, Vacuole
essential Is this an ‘essential’ gene C 9)
(required for cell survival)?
chromosome Which chromosome the gene is C S. pombe has three (3)
on. chromosomes (I, 11, 1ll) and
a mitochondria (MT).
start, end The position of the gene in the Q Gene length = end - start +1 | (3)
chromosome
solid.media.KO.fitness The colony size of a strain with Q The colony size is a proxy (10)
this gene knocked out (on agar for knockout fitness’.
medium).
gene.expression.RPKM The RNA expression level from Q (17)
RNA-seq, from proliferating
(growing) cells.
conservation.phyloP The level of conservation in this Q How fast the gene has (1)
gene. changed over time.
* Quantitative or Categorical.
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