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TopHat 2,303 
http://ccb.jhu.edu/software/tophat/index.shtml TopHat2 233 

GSNAP 377 http://research-pub.gene.com/gmap 

MapSplice 215 http://www.netlab.uky.edu/p/bioinfo/MapSplice2 

SpliceMap 191 http://web.stanford.edu/group/wonglab/SpliceMap 

RUM 101 https://github.com/itmat/rum/wiki 

STAR 130 https://code.google.com/p/rna-star 
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