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Exercise

- 1.

* Retrieve Gene symbols of up-regulated genes (use the file

siMitfvssiLuc.up.txt you annotated with BioMart )

- Download the annotated peaks (dataset generated with
HOMER). Use the Gene Name column.
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Exercise

- 2.

* Download MITF peaks (Output of MACS2 narrow peaks) ->
Use it as reference coordinates in seqMINER

- Create the RNAseq file with excel starting from the file
(siMitfvssiLiuc.up.txt annotated with Ensembl):

* 1st column : Ensembl Gene IDs
+ 2rd column : normalized siMITF divided by gene length in Kb
* (save the file as tabulated text file)

* Go to seqMINER




Exercise

File Tools Help

Ensembl 85

(hg38)
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Step 2: Data extraction
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Exercise

H3K4me3.sort.... mitf.sort.bam polll.sort.bam ‘ KMeans seed
I 43016257 | Save heat..
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