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(a) Mappability bias.
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(b) GC content bias.

Figure 1. Mappability and GC content sequence biases in the STAT1 UR
and MR samples. Mean tag counts against mappability and GC content in the UR
and MR samples, respectively. The patterns observed are typical of ChIP-Seq data with
36mer to 75mer tags. “Def 1” and “Def 2” indicate the definitions of mappability for the
UR and MR samples, respectively.


