Alignment 1
Seqs: human/mouse
Criteria: 75%, 100 bp
Regions: 15

Alignment 2
Seqgs: human/lemur
Criteria: 75%, 100 bp
Regions: 119

Alignment 3
Seqs: lemur/mouse
Criteria: 75%, 100 bp
Regions: 17

X-axis: human
Resolution: 26
Window size: 100 bp
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