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Figure 1: POIMs (Positional Oligomer Importance Matrices) for di-nucleotides comparatively for
worm, cress, fly, fish, and human. Position 1 denotes the splice site and the start of the consensus
dimer. One can see AG suppressed at 0 (splice site) in Acceptor POIMs, GT not because it’s not
unambiguous (GC as variant, t00).



