README to accompany the Lai Lab MiRNA Expression Data for Drosophila. 

By Jaaved Mohammed (jm889@cornell.edu)

Expression/
dmeMatureCoverage_v3.txt and dmeStarCoverage_v3.txt
These two files contain the raw expression for each miRNA in each publicly available small RNA library. The Mature file contains the expression value for the mature sequence and the Star file contains the expression value for the star sequence. Expression is computed by identifying all perfectly-mapped reads that reside entirely within the coordinates flanked by the mature sequence + 2nt flanking region. 

The table header is:

<Species>
<Library Accession>
<Condition>
<MiRNA Name>
<MappingType>
<Count>
<Total Library Reads>
dmeMirnaInfoMature.bed and dmeMirnaInfoStar.bed
These two files contain the coordinates of the mature and star sequences for each miRNA. Note that some miRNAs do not have star strand expression. 
summarizeCoverage.R
This R script provides an example of how the dme*Coverage_v3.txt file can be parsed, and how RPMM (reads per million miRNA reads) can be computed. It contains code to plot the expression of each miRNA across all cell-line libraries, or across all tissue and developmental timepoint libraries. 

dm3_miRNA_expression_celllines_freey.pdf and dm3_miRNA_expression_tissuedevpoints_freey.pdf
Plots generated from the R script summarizeCoverage.R. 

Bigwigs
Contains BigWig files representing small RNA expression. Reads are mapped to the BDGP v6 D. melanogaster assembly (Flybase r6.09). Two bigwig files are provided per library condition, which represent the positive and negative strand. Multiple libraries are consolidated per condition by summing the number of reads per genomic position and normalizing this count by dividing by the total number of reads summed over all libraries for this condition and multiplying by 1,000,000. Basically, this normalization is equivalent to reads per million (RPM), but on a per nucleotide basis. 
