
Table S2. Broad alignability track results

# Bases in view Region bps # Data values Min Max Range Mean Var SD
65 154421756-820 2 0 0 0 0 0 0
500 154421538-2037 20 0 0 0 0 0 0
1000 154421288-2287 40 0 1 1 0.25 0.19 0.44
55 154428273-328 3 1 1 0 1 0 0
500 154428051-550 20 0 1 1 0.9 0.09 0.31
1000 154427801-8800 40 0 1 1 0.7 0.22 0.46

247249719 1-247249701 9889989 0 1 1 0.70 0.21 0.46

Table 1: Broad alignability track results for 2 regions containing a cluster of FP SNPs on chromosome
1, and for chromosome 1 as a whole.
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