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The peaks called for ATACSeq were in small regions around 5:6611109066118964 with
average length being 181.5 bp, average score 175.2 and log qValue of 17.5. For ChIPSeq
data we have called broad peaks for three marks from four different tissues. For H3K4me3
marks, the peaks were called in regions around SSC5:6611068666119625 with average of
4.2kb, score and log qValue of 699.2 and 70.0 respectively from brain, liver, muscle and testis.
For H3K4ac27, peaks were called in a region around SSC5:6611191966120021 with average
of 8.4 kb, score and log qValue of 333.4 and 33.4 respectively from brain liver, muscle and
testis. Peaks of H3K4me1 marks were called in regions around SSC5:6611191966120021
with average of 7.9 kb, score and log qValue of 154.7 and 15.5 respectively from liver, muscle
and testis.
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