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+ Summary
£ List the regions
© Region lengths

Length of the region is between 1000 and 5700 far
total of 5734 hits (79)

Filter to this selection

£ Region score
+ DNA sequence
+ Region location

+ Histone modifications (ENCODE)
+ DNasel hypersensitive sites (ENCODE)
+ DNA methvlation (ROADMAPY
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5,734 5hmG hotspots Szulwach
Length of the region is between 1000 and 5700

+ Summary

O List the regions
O Region lengths
@ Region score

The region score is between 300 and 1000 for total of

2535 hits (44%)

Filter to this selection

= DNA methylation {(ROADMAP)
+ Fetal_lung
— hES_H1_p38
© Average CpG methylation ratio

The average methylation ratio in
hES_H1_p38 is between 0.2 and 0.5 for
total of 16 hits (25%)

Filter to this selection

A Number of observed CpGs

£ Deviation of the methylation ratios of
GpGs

A Min methylation ratio of a CpG

A Max methylation ratio of a CpG
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16 5hmcC hotspots Szulwach

Length of the region is between 1000 and 5700
The region score is between 300 and 1000

The region overlaps with H3K4mel sites in HLhESC
tissue(50%)

COverlapping with genes annotated with GO
described by 'regulation’

Cwverlapping with
d_ShmChotspotsStroudetal 258541 (50%)

The number of measured CpGs in hES_H1_p38 is
between 5 and 72

The average methylation ratio in hES_H1_p38 is
between 0.23 and 0.5
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£ Min methylation ratio of a cpG
£ Max methylation ratio of a CpG
+ hES_H9_p58
+ hFib_11_p8
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Export all

Download as text file

Export as custom track in UCSC Genome Browser

Export to Galaxy

Export to the Genomic HyperBrowser




