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1
Picard Sam

to Fastq

2
Trimmomatic

3
Merge

trimmomatic
Stats

.bam .fastq

4
Bismark

Align

13
IHEC sample
metrics report

12
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metric report

11
Methylation

profile

14
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10
Wiggle
tracks

9
Methylation

call

8
Verify

bam ID

7
Metrics

6
Picard
remove
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5
Picard merge

sam files


