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OVERVIEW

- H3K9me3: QC and results
- H4K20mel: QC and results
— Quantile normalization

— ChIP protocol trial in low input human cells:
-  Protocol
- Trial
- QC and results
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NRF (non redundancy fraction): >0.8
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FRiP(fraction of reads in peaks): >0.8
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NRF (non redundancy fraction): >0.8
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FRiP(fraction of reads in peaks): >0.8
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CHIP PROTOCOL

TRIAL:

LOW INPUT HUMAN CELLS
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qPCR: Chip against H3K4me3 in a pool of 100.000, 10.000, 2.000
and 500 cells
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0.6
0.4 .
id
o GMO0.5_H3K4m3X1
[va [ GM10_H3K4m3X1
(T ' GM100_H3K4m3X1
GM2_H3K4m3X1
0.2
0.0 - -
3 3 3 o
> O de] &)
{_,,@ {_‘,@ \k_&e {_‘,@
%) %) %) >
Q(o / N\ QQ‘? @fl,g\
N ™ O@" )



Aggregation plot

H3K4me3
2.0
1.5
Id
GMo0.5
& ~—GM10
£ — GM100
= GM2
© 1.01
E Set
— lower_1000
- - silent_1000
0.5
0.01 . . ' . ’
\} \) Q QQ QQ
£ N © B

Position from TSS



Chip against H3K4me3 in 100.000, 10.000, 2.000 and 500 cells
Run in 1 lane (200 million reads)
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