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Figure S1 - Output pages of DSAP. 

All the results of DSAP are summarized in figures and clickable charts for better visualization. Figure S1a shows the current status 

of the process and exact run time of each step in a dynamic meter graph. Figure S1b shows a bar chart dynamically recording the 

number of sequence tags during the cleanup process. Figure S1c shows the clustering state of the cleaned sequence tags and 

provides each unique sequence cluster and its member information in a tab-delimited file. Figure S1d and S1e summarize the 

results of the unique sequence clusters matched to Rfam and miRBase respectively. Figure S1f shows a summary of the job. Figure 

S1g shows cross-experiment and cross-species miRNA distribution comparison results through a color scaling matrix. 



Figure S2 - Input format for comparative miRNA analysis. 

The first column is a miRNA descriptor using the standard format as in miRBase. The remaining columns 

are numeric data such as read counts or fold difference with headings to indicate each individual experiment.


