CUT&RUN analysis pipleline v1 2023.09-14

This pipepile was based on
1. CUT&Tag pipeline (https://yezhengstat.github.io/CUTTag_tutorial/#V_Spike-in_calibration)
2. CUT&RUN Tools 2.0 (https://github.com/fl-yu/CUT-RUNTools-2.0)
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