Comparing two seq samples

enrichment/

enrichment FDR:aa/bb

RIP —— i
summit pos A pos B
lgG: 111 11221111333222332132343212222222334111115213444423323432110000
RIP: 11 111221111333557899988753212222222334111115556789998976432110000

RIP-IlgG: 00000000000000335667856410000000000000000000343345575653000000000

- all based on reads and coverage
.bed file basic format: chr/start/end/peaklD/score/strand




