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Title ENCSR030KAB vs. ENCSR303GFI
Description Comparision of ChIA-PET and ChIP-seq (RWPE1)
Pipeline version v1.6.1
Pipeline type tf
Genome hg38
Aligner bowtie2
Sequencing endedness {'rep1': {'paired_end': True}, 'rep2': {'paired_end': True}, 'ctl1': {'paired_end': True}, 'ctl2': {'paired_end': True}}
Peak caller spp

Replication quality metrics

IDR (Irreproducible Discovery Rate) plots

rep1_vs_rep2

rep1-pr1_vs_rep1-pr2

rep2-pr1_vs_rep2-pr2

pooled-pr1_vs_pooled-pr2

Reproducibility QC and peak detection statistics

overlap idr
Nt 49297 27662
N1 92978 43091
N2 142665 31770
Np 140688 34318
N optimal 140688 34318
N conservative 49297 27662
Optimal Set pooled-pr1_vs_pooled-pr2 pooled-pr1_vs_pooled-pr2
Conservative Set rep1_vs_rep2 rep1_vs_rep2
Rescue Ratio 2.8538856319857193 1.240618899573422
Self Consistency Ratio 1.5343952332809911 1.3563424614416115
Reproducibility Test borderline pass

Reproducibility QC

N1: Replicate 1 self-consistent peaks (comparing two pseudoreplicates generated by subsampling Rep1 reads)
N2: Replicate 2 self-consistent peaks (comparing two pseudoreplicates generated by subsampling Rep2 reads)
Ni: Replicate i self-consistent peaks (comparing two pseudoreplicates generated by subsampling RepX reads)
Nt: True Replicate consistent peaks (comparing true replicates Rep1 vs Rep2)
Np: Pooled-pseudoreplicate consistent peaks (comparing two pseudoreplicates generated by subsampling pooled reads from Rep1 and Rep2)
Self-consistency Ratio: max(N1,N2) / min (N1,N2)
Rescue Ratio: max(Np,Nt) / min (Np,Nt)
Reproducibility Test: If Self-consistency Ratio >2 AND Rescue Ratio > 2, then 'Fail' else 'Pass'

Number of raw peaks

rep1 rep2
Number of peaks 298837 299903

Top 300000 raw peaks from spp with FDR 0.01

Peak calling statistics

Peak region size

rep1 rep2 idr_opt overlap_opt
Min size 136.0 110.0 128.0 128.0
25 percentile 544.0 440.0 347.0 510.0
50 percentile (median) 544.0 440.0 510.0 510.0
75 percentile 544.0 440.0 510.0 510.0
Max size 1109.0 1581.0 1967.0 1967.0
Mean 531.8897358760796 429.4895349496337 454.4624103968763 491.50599909018536

rep1  rep2  idr_opt

overlap_opt

Enrichment / Signal-to-noise ratio

Strand cross-correlation measures (trimmed/filtered SE BAM)

rep1 rep2
Number of Subsampled Reads 7500000 7500000
Estimated Fragment Length 295 135
Cross-correlation at Estimated Fragment Length 0.113698272274759 0.104863823278861
Phantom Peak 105 105
Cross-correlation at Phantom Peak 0.1018451 0.1043294
Argmin of Cross-correlation 1500 1500
Minimum of Cross-correlation 0.09437396 0.0886151
NSC (Normalized Strand Cross-correlation coeff.) 1.204763 1.183363
RSC (Relative Strand Cross-correlation coeff.) 2.58653 1.034012

Performed on subsampled (15000000) reads mapped from FASTQs that are trimmed to 50. Such FASTQ trimming and subsampling reads are for cross-corrleation analysis only. Untrimmed FASTQs are used for all the other analyses.

NOTE1: For SE datasets, reads from replicates are randomly subsampled to 15000000.
NOTE2: For PE datasets, the first end (R1) of each read-pair is selected and trimmed to 50 the reads are then randomly subsampled to 15000000.

Normalized strand cross-correlation coefficient (NSC) = col9 in outFile
Relative strand cross-correlation coefficient (RSC) = col10 in outFile
Estimated fragment length = col3 in outFile, take the top value

rep1  rep2

Jensen-Shannon distance (filtered/deduped BAM)

rep1 rep2
AUC 0.27736441584973565 0.22220223953185445
Synthetic AUC 0.49438847191767177 0.4974324411177824
X-intercept 0.11014012234458458 0.12695000429945827
Synthetic X-intercept 1.4671975143976656e-272 0.0
Elbow Point 0.5957189394136339 0.6447487616560313
Synthetic Elbow Point 0.5046932298371845 0.5037550676959475
JS Distance 0.1430623290951674 0.1899253391621062
Synthetic JS Distance 0.29258884505770083 0.38468548013408094
% Genome Enriched 32.560897326936804 29.025342806806343
Diff. Enrichment 21.54380954083407 30.266069929620716
CHANCE Divergence 0.18380605491706872 0.2594927918902203

Peak enrichment

Fraction of reads in peaks (FRiP)

FRiP for spp raw peaks

rep1 rep2 rep1-pr1 rep2-pr1 rep1-pr2 rep2-pr2 pooled pooled-pr1 pooled-pr2
Fraction of Reads in Peaks 0.21014726348076182 0.2307353879911298 0.23637073566915454 0.23220913665695667 0.23606657267892486 0.23267038395510584 0.2140085250993741 0.21431460390158177 0.2151256407863637

FRiP for overlap peaks

rep1_vs_rep2 rep1-pr1_vs_rep1-pr2 rep2-pr1_vs_rep2-pr2 pooled-pr1_vs_pooled-pr2
Fraction of Reads in Peaks 0.08963950300918315 0.12255409403183216 0.15597733607390715 0.14873019457690503

FRiP for IDR peaks

rep1_vs_rep2 rep1-pr1_vs_rep1-pr2 rep2-pr1_vs_rep2-pr2 pooled-pr1_vs_pooled-pr2
Fraction of Reads in Peaks 0.07739056199729451 0.09787774986732566 0.08171575404041198 0.08921381899839544

For spp raw peaks:

repX: Peak from true replicate X
repX-prY: Peak from Yth pseudoreplicates from replicate X
pooled: Peak from pooled true replicates (pool of rep1, rep2, ...)
pooled-pr1: Peak from 1st pooled pseudo replicate (pool of rep1-pr1, rep2-pr1, ...)
pooled-pr2: Peak from 2nd pooled pseudo replicate (pool of rep1-pr2, rep2-pr2, ...)

For overlap/IDR peaks:

repX_vs_repY: Comparing two peaks from true replicates X and Y
repX-pr1_vs_repX-pr2: Comparing two peaks from both pseudoreplicates from replicate X
pooled-pr1_vs_pooled-pr2: Comparing two peaks from 1st and 2nd pooled pseudo replicates


